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Abstract:

Although seed represents an important means of plant pathogen 
dispersion, the seed-pathogen dialogue remains largely unexplored. A 
multi-omic approach ( i.e. dual RNAseq, plant small RNAs and 
methylome) was performed at different seed developmental stages of 
common bean ( Phaseolus vulgaris L.) during asymptomatic colonization 
by Xanthomonas citri pv. fuscans ( Xcf). In this condition, Xcf did not 
produce disease symptoms, neither affect seed development. Although, 
an intense molecular dialogue, via important transcriptional changes, 
was observed at the early seed developmental stages with down-
regulation of plant defense signal transduction, via action of plant miR, 
and upregulation of the bacterial Type 3 Secretion System. At later seed 
maturation stages, molecular dialogue between host and pathogen was 
reduced to few transcriptome changes, but marked by changes in DNA 
methylation of plant defense and germination genes, in response to Xcf 
colonization, potentially acting as defense priming to prepare the host for 
the post-germination battle . This distinct response of infected seeds 
during maturation, with a more active role at early stages refutes the 
widely diffused assumption considering seeds as passive carriers of 
microbes. Finally, our data support a novel plant-pathogen interaction 
model, specific to the seed tissues, which differs from others by the 
existence of distinct phases during seed-pathogen interaction with seeds 
first actively interacting with colonizing pathogens, then both belligerents 
switch to more passive mode at later stages. We contextualized this 
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observed scenario in a novel hypothetical model that we called 
“ceasefire”, where both the pathogen and the host benefit from 
temporarily laying down their weapons until the moment of germination.
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22 Summary 

23  Although seed represents an important means of plant pathogen dispersion, the seed-

24 pathogen dialogue remains largely unexplored.

25  A multi-omic approach (i.e. dual RNAseq, plant small RNAs and methylome) was 

26 performed at different seed developmental stages of common bean (Phaseolus 

27 vulgaris L.) during asymptomatic colonization by Xanthomonas citri pv. fuscans (Xcf).

28  In this condition, Xcf did not produce disease symptoms, neither affect seed 

29 development. Although, an intense molecular dialogue, via important transcriptional 

30 changes, was observed at the early seed developmental stages with down-regulation 

31 of plant defense signal transduction, via action of plant miR, and upregulation of the 

32 bacterial Type 3 Secretion System. At later seed maturation stages, molecular 

33 dialogue between host and pathogen was reduced to few transcriptome changes, but 

34 marked by changes in DNA methylation of plant defense and germination genes, in 

35 response to Xcf colonization, potentially acting as defense priming to prepare the host 

36 for the post-germination battle. This distinct response of infected seeds during 
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37 maturation, with a more active role at early stages refutes the widely diffused 

38 assumption considering seeds as passive carriers of microbes.

39  Finally, our data support a novel plant-pathogen interaction model, specific to the seed 

40 tissues, which differs from others by the existence of distinct phases during seed-

41 pathogen interaction with seeds first actively interacting with colonizing pathogens, 

42 then both belligerents switch to more passive mode at later stages. We contextualized 

43 this observed scenario in a novel hypothetical model that we called “ceasefire”, where 

44 both the pathogen and the host benefit from temporarily laying down their weapons 

45 until the moment of germination. 

46

47 Key words: Seed, Xanthomonas, transmission, dialogue, epigenome, Phaseolus 

48 vulgaris, dual transcriptomics.

49

50 Introduction
51 Legumes provide a sustainable source of proteins for human and livestock diet, 

52 moreover their symbiotic nitrogen fixation capacity contributes to soil preservation and reduces 

53 the need for chemical fertilizers (Stagnari et al., 2017; Ferreira et al., 2021). An important 

54 factor limiting legume utilization is their relatively high yield variability, greatly due to their 

55 susceptibility to environmental factors such as biotic and abiotic stresses (Cernay et al., 2015; 

56 Martins et al., 2020). While legumes are expected to better perform under changing climatic 

57 conditions in relation to other crops thanks to higher biomass accumulation under increased 

58 atmospheric CO2 levels and higher photosynthetic efficiency under increased irradiation 

59 levels, other traits are predicted to be negatively affected, such as seed quality and resistance 

60 to pathogens (Myers et al., 2014). 

61 Pathogens are responsible for 35-70% yield losses on grain legumes (Martins et al., 

62 2020). An important determinant of disease outbreak is pathogen dispersal through infected 

63 seeds (Denancé and Grimault, 2022). The mode of transmission of pathogens to the seed can 

64 be schematically summarized in three non-exclusive pathways: internal (via the host xylem), 

65 floral (via the pistil) and external as a consequence of contact of the seed with symptomatic 

66 fruit tissues or with threshing residues (Maude, 1996). For instance, Xanthomonas citri pv. 

67 fuscans (Xcf), causal agent of common bacterial blight of bean (CBB), can use these three 

68 pathways for its transmission to common bean seeds (Darsonval et al., 2008; Darrasse et al., 

69 2018). Contaminated seeds can be symptomatic or asymptomatic, and are generally 

70 associated with high or moderate bacterial population sizes, respectively, moreover 

71 symptomatic seeds often fail to germinate (Darrasse et al. 2018; Chen et al., 2021a) and no 

72 viable pathogen control method to counteract bacterial seed infections exists.
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73 Decades of research led to a comprehensive overview of the genetic (for review Dodds 

74 and Rathjen, 2010; Wirthmueller et al., 2013) and epigenetic (for review Hannan Parker et al., 

75 2022) mechanisms involved in plant-pathogen interactions during vegetative growth. 

76 However, the molecular dialogue that takes place between seeds and pathogens was 

77 overlooked to date. On the plant side, in the event of an incompatible interaction between 

78 Medicago truncatula and X. campestris pv. campestris (Xcc), seed transcriptome exhibited an 

79 activation of defense response and a repression of seed maturation pathways (Terrasson et 

80 al., 2015). From the bacterial side, some specific genetic determinants such as the type 3 

81 secretion system (T3SS, Darsonval et al., 2008) and adhesins (Darsonval et al., 2009) were 

82 shown to be involved in the transmission of Xcf to common bean seeds. Involvement of the 

83 T3SS in seed transmission was also documented for Acidovorax citrulli in watermelon (Dutta 

84 et al., 2014). However, a global view of bacterial transcriptomic changes occurring during seed 

85 transmission is currently missing. This lack of knowledge is partly due to the difficulties of 

86 collecting enough bacterial RNA from the seeds. Indeed seed-associated bacterial population 

87 sizes are usually very low (from 10 to 1,000 CFU per bean seed; Chesneau et al., 2022) and 

88 follow a Poisson distribution, which complicates the sampling of contaminated seeds and 

89 prevent molecular analysis of seed-pathogens interactions (Gitaitis and Walcott, 2007).

90 Since knowledge regarding molecular interactions occurring during bacterial seed 

91 infections is currently lacking, the objective of this work was to decipher the molecular dialogue 

92 between the common bean (Phaseolus vulgaris L.) seed and a seed pathogen at several 

93 stages of seed development in order to identify major molecular factors involved in seed 

94 infection establishment and pathogen transmission to the seedling. A dual RNAseq approach 

95 to identify both the host seed and the Xcf pathogen transcriptomes was performed at three 

96 stages of seed development during seed filling, seed maturation and seed maturity. The 

97 technical limitation of low bacterial population within seeds was successfully bypassed using 

98 bacterial transcript enrichment. This transcriptomic analysis was complemented by the 

99 analysis of small RNAs and DNA methylation changes in infected seeds to reveal the role of 

100 these mechanisms in the seed-pathogen interaction, which allowed us to propose a novel 

101 model in plant-pathogen interactions specific to seed developmental stage and explaining the 

102 efficiency of pathogen seed transmission.

103  

104 Materials and Methods
105 Bacterial strain and inoculum preparation
106 The Xcf bacterial strain 7767R (RifR, Darrasse et al., 2018) was grown for 24h at 28°C 

107 in Tryptic Soy Agar at 10% (1.7 g.L-1 tryptone, 0.3 g.L-1 soybean peptone, 0.25 g.L-1  glucose, 

108 0.5 g.L-1 NaCl, 0.5 g.L-1 K2HPO4 and 15 g.L-1 agar) supplemented with 50 mg.L-1 rifamycin. 
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109 Bacterial cells were suspended in sterile distilled water, calibrated at 108 CFU.mL-1 (OD600 = 

110 0.1) and adjusted to 106 CFU.mL-1 for spray-inoculation.

111

112 Plant materials and production of contaminated seeds
113 Experiments were performed with Phaseolus vulgaris L. cv. Flavert, a cultivar 

114 susceptible to CBB (Darrasse et al., 2007). Seeds were sown in one liter of Tray substrate 

115 (NF U 44–551, Klasmann- Deilmann GmbL, Rippert France). Plants were grown in a controlled 

116 growth chamber with 16h of light at 23°C and 8h of dark at 20°C and a relative humidity (RH) 

117 of 70%. Plants were watered twice a week during the first three weeks, then with a nutrient 

118 solution (N/P/K=15/10/30). Plants were staked and pinched after the third leaf. 

119 Plants were spray-inoculated at the flower bud stage (R5, Michael 1994) with either 

120 Xcf bacterial suspension (106 CFU.mL-1) or water as control. The day prior to inoculation, 

121 temperature (day 25°C/night 23°C) and RH (95%) were increased. Inoculation was performed 

122 using a two-step protocol. First, small green flower buds were sprayed. Three days later, 

123 flower buds at the pollination stage were tagged. Then, a second inoculation was performed 

124 at one day after pollination (DAP) when tagged organs turned into open flowers. Then 

125 afterward, RH was reduced to 70% to limit pathogen symptom development and seed 

126 abortion. Three independent replicates of five plants (n=15) were inoculated. Tagged pods 

127 were harvested at 24, 35 and 42 DAP. Seeds were collected aseptically from pods to avoid 

128 contamination by external bacterial populations (Darsonval et al., 2008).

129

130 Monitoring of bacterial population sizes 
131 For each sample, Xcf population sizes were determined from ten individual seeds and from 

132 five pools of three seeds. Seeds were soaked in 0.5 mL of sterile water per seed overnight at 

133 4°C under shaking (150 rpm). Then, 50 µL of serial dilutions were plated on 10% TSA. 

134 Colonies were monitored five days after incubation at 28°C. The contamination rate of a 

135 sample (p) was calculated from the analysis of N sub-samples according to the formula p = 1-

136 (Y/N)1/n (Maury et al., 1985), where n is the number of seeds in each group and Y the number 

137 of healthy groups.

138

139 Seed physiological analyses
140 Three sub-samples of ten seeds were used to determine dry weight and water content. Each 

141 sub-sample was weighed before and after incubation (3 days) in a 96°C incubator (Memmert).

142

143 Plant and bacterial RNA extraction and RNA sequencing
144 Seed samples harvested at 24, 35 and 42 DAP were flash-frozen in liquid nitrogen. 

145 Samples were ground in liquid nitrogen using a mechanical grinder (Retsch MM300 
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146 TissueLyser) during 1 min at 30 Hertz. Total RNAs were extracted using the NucleoSpin® RNA 

147 Plant and Fungi Kit (Macherey‐Nagel, Düren, Germany), according to the manufacturer 

148 instructions. RNA quantity and integrity were assessed respectively using a NanoDrop 

149 ND‐1000 (NanoDrop Technologies, Wilmington, DE, USA) and a 2100 Bioanalyzer (Agilent 

150 Technologies, Santa Clara, CA, USA). Library constructions and single-end sequencing 

151 (SE50, 20M) were outsourced to the Beijing Genomics Institute (BGI, https://www.bgi.com) 

152 using the Illumina Hiseq 2500 technology. Raw reads are available at GSE226918.

153

154 Using the same seed lots as for plant RNAs, bacterial macerates were collected after 

155 soaking contaminated seeds (2 mL per gram of seed) overnight in KPO4 buffer, (50 mM, pH 

156 6.8), supplemented with 20% of blocking agent (RNAlater, Thermofisher scientific, Carlsbad, 

157 CA, United States). After centrifugation (15 min at 15,000 g) and removal of the supernatant, 

158 total RNAs were extracted as previously described (Darsonval et al., 2009). Concentration 

159 and integrity of RNAs were assessed with Qubit (Invitrogen, Carlsbad, CA, USA) and a 2100 

160 Bioanalyzer (Agilent Technologies, Santa Clara, CA, USA), respectively. As total RNA 

161 extracted from bacterial macerates corresponded mainly to plant transcripts (not shown), we 

162 designed a procedure of bacterial transcript enrichment. Bacterial mRNAs were captured 

163 using the SureSelectXT RNA Direct technology (Agilent, Santa Clara, CA, USA). A total of 

164 54,548 probes of 120-nts length were designed based on the predicted mRNAs of Xcf7767R 

165 genome sequence (GCA_900234465; Chen et al., 2018). Quality and quantity of sequencing 

166 libraries were evaluated and quantified using Bioanalyzer and KAPA Library Quantification 

167 assay (Roche, Basel Switzerland). Paired-end sequencing (2 × 75 bp) was performed with a 

168 NextSeq 550 System High OutPut kit (Illumina, San Diego, CA, USA). Raw reads are available 

169 at GSE227386.

170 After quality control, high‐quality reads were mapped either on Xcf 7767R transcriptome  

171 (Briand et al., 2021) (https://bbric-

172 pipelines.toulouse.inra.fr/myGenomeBrowser?browse=1&portalname=Xcf7767Rpb&owner=

173 armelle.darrasse@inrae.fr&key=TwzQ08DA) or on P. vulgaris transcriptome version 2.1 

174 (https://phytozome-next.jgi.doe.gov/info/Pvulgaris_v2_1) using quasi‐mapping alignment and 

175 quantification methods of Salmon algorithm v.1.2 (Patro et al., 2017). RNA‐Seq data were 

176 normalized as transcripts per million (TPM). Differentially expressed genes (DEGs) were 

177 determined using DESeq2 v1.22.2 (Love et al., 2014), using an adjusted p-value <5%. Xcf 

178 DEGs were analyzed between sampling dates. P. vulgaris DEGs were obtained by comparing 

179 Xcf- versus H2O-inoculated seeds at each developmental stage. Gene annotations were 

180 provided with the P. vulgaris version 2.1 genome and Mapman functional categories v.4 were 

181 determined using Mercator tool from the predicted protein sequences (Schwacke et al., 2019). 

182 Bacterial Type III effectors were predicted using the automated machine-learning based web 
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183 server Effectidor (Wagner et al., 2022). Over representation analyses of MapMan or COG 

184 terms were performed, respectively for plant and bacteria DEGs, using Clusterprofiler (Yu et 

185 al., 2012) package in R by applying an adjusted p‐value cut‐off <0.05 obtained after the 

186 Bonferroni-Hochberg procedure. 

187 Differentially expressed genes during seed germination were identified using the data 

188 generated by Narsai et al. (2017) available in the SRA database (accession GSE94457). Raw 

189 reads were downloaded and mapped against the Arabidopsis transcriptome using Salmon 

190 algorithm and DEGs during germination kinetic were determined using ImpulseDE2 algorithm 

191 (Fischer et al., 2018) following an adjusted p-value <1%.

192 To determine genes involved in post-germination defense, we inoculated healthy 

193 seeds with 107 of Xcf CFU.mL-1 or H2O during 25 min followed by 3 min of vacuum infiltration 

194 before seed drying at room temperature. Inoculated dried seeds displaying between 104 and 

195 105 CFU.seed-1 of Xcf were used for germination assay on Whatman paper in 16h-light growth 

196 chamber at 25°C. Xcf- and H2O-inoculated seeds were collected at 3 and 7 Days After 

197 Imbibition (DAI) and dissected as separated cotyledons and radicles for real-time qRT-PCR 

198 experiments. RNA were extracted at different germination timepoints and in different tissues 

199 using the NucleoSpin® RNA Plant and Fungi Kit (Macherey‐Nagel, Düren, Germany) as 

200 described above but including a DNAse treatment (Macherey-Nagel, rDNAse set, Düren, 

201 Germany). RNA were quantified using a using a NanoDrop ND‐1000 (NanoDrop 

202 Technologies, Wilmington, DE, USA) and cDNA was synthesized from 1 g of total RNA using 

203 the Reverse Transcription system (iScriptTM cDNA synthesis kit, Bio-Rad). Quantitative Real 

204 time PCR was performed using Sybr Green Master Mix (SYBR Green master mix, Bio-Rad) 

205 on a CFX96 real-time detection system (Bio-Rad Laboratories). EF1 and UBI genes were used 

206 as housekeeping genes as described in Darrasse et al. (2010). Primers used for Real-time 

207 PCR are listed in Supplementary Table S4.

208

209 small RNA extraction and analysis (sRNA-seq)
210 Using the same frozen powders obtained from Xcf- and H2O-inoculated seeds from 24 

211 DAP and 42 DAP, we extracted small RNA using the NucleoSpin® miRNA Kit 

212 (Macherey‐Nagel, Düren, Germany), according to the manufacturer’s instructions. Small RNA 

213 enrichment was validated using Bioanalyzer small RNA analysis. Small RNAs were 

214 sequenced using DNBseq sequencing technology (SE50 40M, BGI) and Unique Sequence 

215 identifiers (UMI) to correctly quantify unique reads. Reads of 20 to 24 nucleotides were 

216 extracted and mapped on the reference mature miRNA database available in miRBase version 

217 22 (Kozomara et al., 2019) using bowtie (Langmead et al., 2009) and quantified using 

218 SAMtools (Li et al., 2009). Differentially expressed small RNA between Xcf-inoculated versus 

Page 7 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE94457


Do not distribute

219 H2O-inoculated seeds at 24 and 42 DAP were determined using DESeq2 following a p-value 

220 threshold < 5% from the SARTools R package (Varet et al., 2016). Known and putative novel 

221 small RNAs were mapped to the P. vulgaris genome sequence using ShortStack4 algorithm 

222 (Johnson et al., 2016) and displayed in the dedicated Jbrowse 

223 https://iris.angers.inrae.fr/pvulgaris_v2 in the ‘small RNA tracks’ section. Transcripts 

224 potentially targeted by miRNAs were predicted via analyzing complementary matching 

225 between sRNA and target and evaluating target site accessibility using psRNATarget tool (Dai 

226 and Zhao, 2011; Dai et al., 2018) and a threshold of expectation below 5 was set to consider 

227 transcripts as putative miRNA targets. Raw reads are publicly available at GSE226920.

228

229 Plant DNA extraction and Bisulfite sequencing experiments (BS-seq)
230 From the same frozen seed powders used for RNA extractions, we performed DNA 

231 extraction, on the three biological replicates of Xcf- and H2O-inoculated seeds at 42 DAP, 

232 using the NucleoSpin® DNA Food Kit (Macherey‐Nagel, Düren, Germany), according to the 

233 manufacturer’s instructions. DNA samples were sent to the BGI Genomics (Hong Kong) for 

234 bisulfite treatment using a ZYMO EZ DNA Methylation‐Gold kit, library construction and 

235 paired‐end sequencing using BGISEQ-500 sequencing technology (PE100 45M). FastQC 

236 was used to check sequencing quality and clean reads were mapped to the P. vulgaris 

237 genome version 2.1 using Bismark software (Krueger and Andrews, 2011). After mapping, 

238 deduplication of sequences and quantification of cytosine methylation were performed using 

239 Bismark_deduplicate and Bismark_methylation_extractor. Each context of methylation was 

240 considered independently: CG, CHG, or CHH and corresponding bigwig files were generated 

241 using bismark_to_bigwig python script and displayed in the dedicated Jbrowse:  

242 https://iris.angers.inrae.fr/pvulgaris_v2. Putative differentially methylated regions (DMRs) 

243 were identified in each independent methylation context using DMRCaller algorithm available 

244 in R (Catoni et al., 2018). Raw reads are publicly available at 

245 https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE226919.

246

247 Results
248 Seed transmission of moderate Xcf population sizes does not impact seed 
249 development 
250 Seed transmission of Xcf 7767R was investigated following spray-inoculation of P. 

251 vulgaris L. cv Flavert. Three stages of seed development were targeted: (i) 24 DAP (seed 

252 filling), (ii) 35 DAP (seed maturation) and 42 DAP (seed maturity). Seed water content (Fig. 

253 1A) and dry seed weight (Fig. 1B) were not significantly impacted by Xcf-inoculation. As 
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254 described in Darsonval et al. (2008), we used 106 CFU.mL-1 for Xcf spray-inoculation at 

255 flowering time to allow seed bacterial transmission without apparition of symptoms during seed 

256 development. Otherwise, higher concentration could generate symptomatic seed bacterial 

257 transmission leading to defect in germination of infected seeds. Following this mild treatment, 

258 about 80% of seeds were contaminated with Xcf with an average population size of 105 CFU.g-

259 1 of seeds at 24 DAP (Fig. 1C). Over the course of seed development, the frequency of 

260 detection of Xcf decreased from 80% to 50%. This was accompanied by a significant decrease 

261 in Xcf population size from 35 to 42 DAP, down to an average of 103 CFU.g-1 of seeds at 

262 maturity (Fig. 1C).

263 Changes in the Xcf bacterial transcriptome during seed development 

264 To explore the genetic determinants involved in Xcf seed transmission, dual (host and 

265 pathogen) transcriptome sequencing was performed at 24, 35 and 42 DAP. An essential step 

266 to obtain sufficient bacterial transcript data was to enrich RNA-Seq libraries for Xcf transcripts 

267 using 54,656 capture-probes. Among a total of 27.7 to 61.3 M sequenced reads that were 

268 obtained for each sample, 4.7 to 55.1 M mapped on the predicted transcriptome of Xcf strain 

269 7767R (Supplementary Table S1). A total of 4,372 mRNA were detected in at least one sample 

270 (count ≥10), which corresponded to >96% of the 4,537 predicted mRNA, thus validating our 

271 Xcf transcriptome enrichment strategy. Extensive changes in Xcf transcriptome were 

272 observed between seed filling (24 DAP) and the two other seed maturation stages (35 and 42 

273 DAP). Indeed, 865 and 1,674 DEGs were detected between 24 and 35 DAP and 24 and 42 

274 DAP, respectively, (Fig. 2A). On the other hand, only 17 DEGs were detected between 35 and 

275 42 DAP, indicating that transcriptomic levels stabilized between seed maturation and maturity 

276 stages. In line with this result, over-representation analyses of COG terms associated to 

277 bacterial DEGs were performed and revealed that intracellular trafficking and secretion terms 

278 were enriched at 24 DAP and post-translational modification at 35 and 42 DAP (Fig. 2B). The 

279 other enriched categories were translation and reparation/ repair, both enriched at 42 DAP, 

280 and extracellular structure and cell motility, both enriched at 24 DAP (Fig. 2B). 

281 A focus on the COG related to secretion processes revealed that all T3SS encoding 

282 genes and several xps genes involved in the T2SS were up-regulated at the seed filling stage, 

283 but not later during seed maturation (Supplementary Table S1). This was consistent with the 

284 observed up-regulation of the master regulator hrpG that is known to control many genes 

285 involved in the interaction with the host plant (Teper et al., 2021) such as the T3SS 

286 transcriptional activator hrpX and cognate effectors (T3Es) but also the xps genes involved in 

287 the secretion of cell wall degrading enzymes (Szczesny et al., 2010). In line with this result, 

288 26/40 (65%) of T3E-encoding genes and several genes encoding pectin lyase (1), pectate 
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289 lyases (2), glycoside hydrolases (34) and proteases (40) were only up-regulated at early stage 

290 (Supplementary Table S1). As demonstrated in Darsonval et al. (2008), T3SS encoding 

291 genes, including hrpG and hrpX are essential genes for efficient bacterial seed transmission. 

292 Together, these results suggested that bacteria were actively interacting with the host plant 

293 only at early seed maturation stages, but not later. 

294 Transcriptomic analysis of bean seeds in response to pathogen colonization

295 Changes in P. vulgaris transcriptome were assessed using the same seed lots as for 

296 the Xcf transcriptome analyses described above. All results from this RNA-Seq analysis are 

297 displayed in the dedicated Jbrowse (https://iris.angers.inrae.fr/pvulgaris_v2) and in 

298 Supplementary Table S1. Similar to what was observed in Xcf transcriptome changes, RNA-

299 Seq analysis revealed that the plant response to the bacteria was higher at early than later 

300 stages of seed maturation, with 1,826 DEGs at 24 DAP, 1,351 at 35 DAP and only 105 at 42 

301 DAP (Fig. 2C). Only 137 DEGs (7.5% of 24 DAP DEGs) were shared between 24 and 35 DAP, 

302 indicating that the plant’s response was different between these stages, ending up with almost 

303 no response in mature seeds. Only one DEG, encoding a CHAPERONE PROTEIN DNAJ-

304 LIKE PROTEIN, was found to be in common between all the three stages 

305 (Phvul.001G262000) and could reflect a cellular stress in seeds inoculated with Xcf.  This low 

306 overlap in DEGs across different seed developmental stages was also reflected at the level of 

307 functional category enrichments, which were different between 24, 35 and 42 DAP (Fig. 2D). 

308 The 24 DAP timepoint displayed the most complex response, with six up-regulated and nine 

309 down-regulated Mapman functional categories detected through functional enrichment 

310 analysis of DEGs. Some categories had well characterized roles in the plant-microbe 

311 molecular dialogue, such as Leucine Rich Repeat protein kinases (LRRs), which were up-

312 regulated in Xcf-inoculated seeds (i.e. up-regulation of 15 annotated LRR related proteins), 

313 whereas the Mitogen-Activated Protein Kinases (MAPKs) and transcription factors (TF) of the 

314 bZIP, TIFY and AP2/ERF classes were down-regulated. At 24 DAP, in parallel to the down-

315 regulation of MAPKs known to be involved in defense signal transduction such as MAPKKK3, 

316 MAPK3 or MAPK4, we also identified down-regulation of defense related genes such as two 

317 encoding thaumatin pathogenesis-related (PR) proteins, five JAZ and one JAR genes involved 

318 in the jasmonic acid pathway, but also PAD4, a central regulator of the salicylic acid pathway 

319 (Supplementary Table S1). At 35 DAP, functional ontology enrichment detected four up-

320 regulated categories related to peptidase/protease activities and transfer of carbon skeletons. 

321 At 42 DAP, only two up-regulated categories (chromatin regulation and calcium-permeable 

322 channel) were detected. 

323 Small RNAs associated with Xcf seed colonization
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324 To further characterize the molecular dialogue between the colonized seeds and Xcf 

325 and the changes in plant transcript expression we focused our analysis on small RNA changes 

326 between colonized and healthy seeds at two contrasted stages, at 24 DAP to decipher if 

327 transcriptome changes due to plant response to pathogen could be mediated by small RNAs 

328 and at 42 DAP to reveal if specific small RNA could be stored at seed maturity to mediate 

329 defense response at post-germinative stage. Following sequencing and mapping against the 

330 mature miRNA database (miRBase release 22), we observed a total of 255 and 112 mature 

331 miRNAs differentially expressed (p< 0.05) between Xcf-colonized and healthy seeds at 24 and 

332 42 DAP, respectively. At 24 DAP, mature miRNA up-regulated in Xcf-colonized seeds 

333 belonged to six miRNA families (miR162, miR172, miR396, miR482, miR6478 and miR8175), 

334 while four miRNA families showed down-regulation (let7, miR21, miR2111 and miR482) 

335 (Supplementary Table S2, Table 1). Similarly, at 42 DAP, we observed up-regulation of only 

336 one miRNA family (miR31) and down-regulation of two miRNA families (miR164 and miR451) 

337 (Supplementary Table S2, table 1). These data further confirmed that the molecular dialogue 

338 was more intense at early stages compared to later stages. Moreover, several miRNA families 

339 differentially regulated in Xcf-inoculated seeds were known to be involved in plant defense 

340 response such as miR482 (Shivaprasad et al., 2012), miR396 (Soto-Suárez et al., 2017) and 

341 miR172 (Holt et al., 2015). Known and unknown identified small RNAs were mapped to the 

342 genome using ShortStack version 4 and are available in the dedicated P. vulgaris Jbrowse 

343 (https://iris.angers.inrae.fr/pvulgaris_v2).

344 To reveal the potential response mediated by these miRNAs, we identified putative 

345 transcript targets using (i) psRNATarget predictive tool (Dai et al. 2018) combined with (ii) our 

346 generated transcriptomic data at these two stages (Supplementary Table S2). To clarify, a 

347 transcript was considered as putative miRNA target if (i) its expectation (E) score from 

348 PsRNATarget was below 5 and if (ii) its expression was down-regulated when miRNA was up-

349 regulated or inversely. Following these criteria, we identified between one to 11 putative 

350 miRNA target transcripts depending on miRNA families (Table 1). Among miRNAs up-

351 regulated at 24 DAP in Xcf-inoculated, there were target transcripts related to defense such 

352 as miR8175 that could down-regulate key defense genes such as PAD4-LIKE involved in the 

353 defense pathway mediated by salicylic acid or more generic ones potentially involved in 

354 defense signaling such as a calcium-dependent-lipid-binding domain gene (CalB) or 

355 phospholipase A1 (Table 1). At the opposite, in the Xcf-inoculated seeds, we observed down-

356 regulation of miRNA families such as let7, miR21, miR2111 and miR482 that potentially 

357 enhanced expression of developmental/growth genes such as TOR-LIKE, MED15, MED13, 

358 NOC1/SWA2. At 42 DAP, only three miR families, miR31, miR451 and miR164, showed 

359 significant expression changes between Xcf-infected and healthy seeds. An unique putative 
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360 transcript target was identified associated with miR451, which encodes a UBP26-LIKE protein 

361 potentially involved in the heterochromatin silencing at the end of the seed maturation (Luo et 

362 al., 2008). In conclusion, these results suggested that miRNA did mediate seed growth by 

363 silencing defense response at 24 DAP during early seed development. On the other hand at 

364 maturity, even if miR164 up-regulation was already shown to be involved in plant defense 

365 against fungi in cotton (Gossypium hirsutum) and Populus tomentosa (Hu et al., 2020; Chen 

366 et al., 2021b), in our susceptible host this miR was down-regulated at 42 DAP, which did not 

367 support the hypothesis that specific miRNA were accumulated in Xcf-inoculated seeds to 

368 prepare plant defense during germination. Interestingly, at 24 and 42 DAP, we observed that 

369 plant miRNA could support seed defense silencing probably due to the bacteria infection 

370 arsenal such as its T3Es activated early during seed development. 

371 Seed methylome dynamics associated with Xanthomonas seed colonization

372 To better understand the plant defense response and the impact of the bacterial 

373 colonization during seed development, we analyzed the changes in the seed methylomes of 

374 healthy and Xcf-colonized bean seeds at seed maturity (42 DAP). Indeed, DNA methylation 

375 was already described as a relevant mechanism in defense priming and plant immunity (for 

376 review see Deleris et al., 2016; Espinas et al., 2016). By focusing on the mature stage, we 

377 intended to capture the cumulative impact on DNA methylation of the bacterial colonization 

378 throughout seed development. The comparison of Xcf-colonized versus healthy seeds 

379 samples revealed 954 Differentially Methylated Regions (DMRs), of which 61.95% were 

380 hypomethylated (loss of methylation due to bacterial colonization) and 38.05% 

381 hypermethylated (gain of methylation due to bacterial colonization) (Supplementary Table S3). 

382 Not surprisingly, DMRs were predominantly localized on sequences containing transposable 

383 elements or repeats (74.1% of total DMRs), while 7.9% and 4.5% were located within gene 

384 and promoter sequences, respectively (Fig. 3A). Regarding the methylation context, we mainly 

385 observed DMRs in the CHH (i.e. 481 DMRs) and CHG (i.e. 394 DMRs) contexts, while only 

386 79 were related to the CG context. The complete list of the differentially methylated genes can 

387 be found in Supplementary Table S3 and in the dedicated Jbrowse 

388 (https://iris.angers.inrae.fr/pvulgaris_v2).

389 We identified a total of 102 DMRs located within either coding (n=66) or promoter 

390 regions (n=36) of annotated genes, affecting 99 unique genes. Among coding sequences, 33 

391 genes resulted in hypomethylation and 33 hypermethylation, while among promoter regions 

392 27 genes were hypomethylated and 9 hypermethylated (Fig. 3B). To understand the role of 

393 genes differentially methylated in promoter and coding sequences at seed maturity, we 

394 compared with their changes in expression and did not observe any overlap with the DEGs 
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395 between Xcf-colonized and non-colonized mature seeds, suggesting that differentially 

396 methylated regions did not regulate gene expression during seed development. To understand 

397 the potential role of these DMRs in the host-pathogen interaction, we looked at genes involved 

398 both in the germination and defense processes. First, from the dataset generated from Narsai 

399 et al. (2017) during ten early stages of A. thaliana seed germination, we identified 21,015 

400 genes showing a differential expression (adjusted pvalue <1% using ImpulseDE2) during 

401 germination process, therefore potentially involved in germination. By mapping P. vulgaris 

402 transcripts on Arabidopsis transcripts, we identified potential homologous transcripts in these 

403 two species and revealed a statistically significant enrichment (Fig. 3B, Fisher’s Exact test p-

404 value< 2.2e-16) of P. vulgaris genes displaying DMRs following pathogen colonization with 

405 those differentially expressed during germination. Indeed, out of the 90 homologous genes 

406 identified in A. thaliana and displaying DMR, 78 were genes differentially expressed during 

407 germination (Fig. 3C). Second, by analyzing the list of 99 unique genes displaying changes in 

408 methylation levels following bacterial colonization, we compiled a list of genes with putative 

409 roles in defense. We identified 17 genes, 10 hypomethylated and 7 hypermethylated following 

410 bacterial infection (Table 2). As example, we observed five LRR-related protein kinases, two 

411 PR proteins, and some genes identified as involved in immune response such as PUB13-

412 LIKE, CES11-LIKE or WRKY72 (complete list in Supplementary Table S3). As it is known that 

413 changes in the methylation state of transposable regions can also spread to adjacent regions 

414 and regulate nearby gene expression (Ahmed et al., 2011), we extended our search to coding 

415 sequences that are 5kb nearby DMRs located in transposable regions. This analysis detected 

416 additional 280 genes potentially associated with DMRs located in transposable regions (61.4% 

417 with hypomethylated regions and 38.6% with hypermethylated regions). Among these genes, 

418 we observed a subgroup coding for disease resistance proteins, with 5 additional putative TIR-

419 NB-LRR proteins (Phvul.004G105600, Phvul.004G100300, Phvul.010G026400, 

420 Phvul.010G027900, Phvul.010G028000), 3 putative NB-ARC proteins (Phvul.002G130300, 

421 Phvul.002G130400, Phvul.004G076100) and 4 putative LRR kinases (Phvul.008G164500, 

422 Phvul.008G164600, Phvul.005G162100, Phvul.005G162000) (Table 2, Supplementary Table 

423 S3 and in the dedicated Jbrowse). In total, we listed 17 DMRs nearby genes associated with 

424 defense processes (Table 2). A comparison between these two lists revealed that 5 genes 

425 encoding three LRR related proteins (Phvul.008G164600, Phvul.005G162000 and 

426 Phvul.005G163000), one TIR NBS LRR protein (Phvul.010G026400) and WRKY72 TF 

427 (Phvul.003G068700), displayed DMRs both within their gene sequences and in transposable 

428 elements located in proximal genomic regions. To define if these DMRs present in defense 

429 genes could be associated to a mechanism of defense priming induced by the presence of 

430 the pathogen during seed development, we selected the most differentially methylated, the 

431 WRKY72 gene, and validated its implication in Xcf response during germination. By qRT-PCR, 
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432 we analyzed the expression profile of WRKY72 during germination in healthy seeds that 

433 germinated in presence of water versus Xcf. We clearly observed an over-expression of 

434 WRKY72 at 7 days after imbibition in radicle of germinated seeds in presence of Xcf, showing 

435 the role of this gene in the defense response to Xcf infection during germination (Fig. 3D).

436 Together, these results suggested that DMRs due to the presence of Xcf were mainly 

437 located in genes that could serve during the germination process and/or to the plant immune 

438 response to Xcf. In other word, pathogen-specific DNA methylations occurring during seed 

439 development could serve as defense priming to regulate gene expressions during the 

440 germination process, including a resumption of the molecular dialogue with the pathogen. 

441

442 Discussion
443 Seeds are essential components of plants fitness and represent an important means 

444 of pathogen dispersion. To date, seed-pathogen interactions have been understudied at the 

445 molecular level, with, to our knowledge, only one plant-orientated study describing the 

446 transcriptomic response of Medicago truncatula seeds to bacterial pathogens of the 

447 Xanthomonadaceae family (Terrasson et al., 2015). We thus attempted to mitigate this 

448 knowledge gap by describing the molecular dialogue between common bean seeds and Xcf 

449 in conditions that seed bacterial transmission was asymptomatic. A first central result 

450 regarding this interaction is that Xcf was able to colonize seeds without major impact on seed 

451 physiology parameters, which was reflected by similar dry weights and water contents in 

452 healthy- and infected-seeds (Fig. 1). Consequently, we could not observe any obvious 

453 morphological changes in Xcf-colonized seeds compared to mock treated samples. Such 

454 findings indicate that asymptomatic Xcf colonization does not impact seed development or 

455 alter seed growth. This is consistent with previous report in M. truncatula during compatible 

456 interaction with X. euvesicatoria pv. alfalfae, while incompatible interaction with X. campestris 

457 pv. campestris resulted in developmental defects alongside a strong activation of defense 

458 pathways (Terrasson et al., 2015). 

459 To look into molecular dialogue, transcriptomic changes were assessed using dual 

460 RNAseq, which implies that we profiled both bacterial and plant transcripts during seed 

461 development generating the first dual transcriptomic analysis of a seed-pathogen interaction 

462 ever made. Profiling of bacterial transcripts represented the main challenge we faced due to 

463 the low concentration of bacterial cells within seeds. In this study, we successfully achieved 

464 this technological breakthrough by an enrichment step of bacterial transcripts using an RNA 

465 capture technology provided by Agilent. Our study revealed that Xcf and common bean seeds 
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466 establish an intense molecular dialogue at the early stages of seed development that appears 

467 to become less intense as seed maturity approaches (Fig. 2). 

468 On the pathogen side, the up-regulation of the T3SS genes and cognate effectors 

469 observed in the early stages in comparison with 42 DAP suggests they could play a role in the 

470 host defense silencing during the early step of seed colonization (Buttner, 2016). Indeed, 

471 xanthomonads T3SS and T3Es are known to play two crucial roles in allowing efficient 

472 bacterial seed transmission (Darsonval et al., 2008) and in suppressing plant innate immunity 

473 and modulate plant pathways for the benefits of the bacteria (Büttner, 2016). Interestingly, 

474 down-regulated categories at early stages include basic biological processes such as 

475 translation, protein turnover and DNA replication. This might suggest that Xcf multiplication is 

476 hampered, consistently with the observation that number of Xcf cells in seeds does not 

477 increase significantly throughout seed developmental stages (Fig. 1C). Fewer functional 

478 categories were enriched at 35 DAP (Fig. 2D). The up-regulated ones (4 out of 5) included 

479 peptidases, glycosylases and methyl transferases. Such functions can be associated with both 

480 suppression of defense (peptidases, Figaj et al., 2019) and cell wall remodeling, which could 

481 help bacterial colonization of seed tissues, with no detectable impact on the seed  physiology 

482 and morphology, although more subtle microscopical effects cannot be excluded (Fig. 1). 

483 On the host side, we also observed intense gene expression changes at early seed 

484 developmental stage (24 DAP) in comparison to later ones, concomitantly with the intense 

485 bacterial secretion activity. We observed an enrichment of up-regulated Leucine Rich Repeat 

486 (LRR) protein kinases (2 categories out of 6, LRR class VIII and class Xb), which are known 

487 to have prominent roles in microbe perception and defense activation in non-seed tissues 

488 (Chakraborty et al., 2019), suggesting that the host may be able to recognize the pathogen. 

489 On the other hand, RNA-Seq data highlighted a down-regulation of gene categories with well 

490 characterized roles in the transduction of defense signaling pathways, including Mitogen-

491 Activated Protein Kinases (MAPKs such as MAPKKK3, MAPK3 or MAPK4) and transcription 

492 factors of the bZIP (basic leucine ZIPper), TIFY, and AP2/ERF (APETALA 2/ Ethylene 

493 Responsive Factor) families (Bethke et al., 2009; Bai et al., 2011; Tintor et al., 2013; Noman 

494 et al., 2017). In line with this, we observed down-regulation of transcription factor families 

495 known to have wider functions in plant stress signaling, such as the TUB or TLP (TUBBY-Like 

496 Proteins) and the HSF (Heat Shock Transcription factor), as well as genes encoding PR 

497 proteins, including JAZ and JAR genes involved in the jasmonic acid pathway, and PAD4 

498 involved in the salicylic acid pathway. Such data suggest that even the transduction 

499 components of the defense pathway are inhibited, potentially due to the bacterial T3E, 

500 ultimately avoiding a defense response.

501 Similar to transcriptomic data, changes in expression of small RNA at 24 DAP and 42 

502 DAP were consistent with silencing of downstream defense gene response. Indeed, analysis 
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503 of the differentially expressed miRNA at 24 DAP and their putative target genes suggest a 

504 growth/defense trade-off mechanism in favor of growth in Xcf-inoculated seeds, with down-

505 regulation of defense-associated transcripts (e.g. putative ortholog of PAD4 

506 (Phvul002G274500, Phyto Alexin Deficient 4, involved in salicylic acid signaling in A. thaliana 

507 (Pruitt et al., 2021)), a pepsin-type protease (Phvul001G229200)) and up-regulation of 

508 development-associated transcripts (e.g. TOR-LIKE (Phvul011G050300) and 

509 MED15 (Phvul010G157900, MEDIATOR 15, required for correct embryogenesis in A. thaliana 

510 (Kim et al., 2016)). Interestingly, a heat shock protein (HSP70, Phvul003G154800) was 

511 detected as down-regulated genes at 24 DAP in Xcf-inoculated seeds and potential target of 

512 miR396, which complete the observed downregulation of HSF and smallHSP from our infected 

513 host transcriptome data (Fig. 2D). Recently it was showed that heat shock proteins are the 

514 most represented family among the down-regulated DEGs in leaf in a resistant common bean 

515 genotype towards common bacterial blight (caused by Xcf and Xanthomonas phaseoli pv. 

516 phaseoli) in comparison to a susceptible one (Foucher et al., 2020). On the other hand, data 

517 obtained at 42 DAP revealed only down-regulation of one miRNA family miR451, potentially 

518 regulating the up-regulation of its predicted target gene (Phvul009G100000) (Table 1). Its A. 

519 thaliana homolog (AT3G49600.1) deubiquitinates the histone H2B and is required for 

520 heterochromatin silencing during seed development (Luo et al., 2008). It is worth noting that 

521 chromatin reorganization processes due to histone modifications are among the categories 

522 enriched at 42 DAP (Fig. 2D), therefore suggesting that epigenetic regulation is a relevant 

523 component of the seed-pathogen molecular dialogue at this stage, potentially acting as 

524 priming for post-germination phase. Globally, the transcriptomic response of the susceptible 

525 host plant suggests that developing seeds are able to perceive the pathogen, and that defense 

526 responses might be largely inhibited by the bacterial T3SS arsenal. Consistent with 

527 suppression of the plant defense, up-regulation of photosynthesis and down-regulation of cell 

528 wall organization enzymes (Fig.2D) were also previously observed in leaves of susceptible 

529 common bean plants upon infection (Foucher et al., 2020). On the other hand, down-regulation 

530 of HSP and HSF, and AP2/ERF transcription factors (Fig.2D) were the hallmark of resistant 

531 plants. This suggests that a balance between susceptibility and resistance exist in Xcf-infected 

532 seeds, which could explain why, despite active bacterial colonization, the seeds were 

533 asymptomatic and presented no obvious physiological impact.

534

535 In this study, we also revealed that DNA methylation changes in Xcf-inoculated seed 

536 may also act as defense priming for post-germination phase. Indeed, the seed host methylome 

537 analysis at 42 DAP revealed significant changes in methylation status in 826 different genomic 

538 regions, affecting a total of 99 different genes, which did not display any change in gene 

539 expression during seed maturation. Of these, 17 can be associated to defense processes in 
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540 a relatively straightforward manner (Table 2). As hypomethylation of defense genes has been 

541 widely associated with increased resistance to biotic stress (Dowen et al., 2012; Annacondia 

542 et al., 2021), the hypomethylated genes of this list (10 out of 17) can be considered as 

543 candidates for epigenetic-dependent defense priming. The concept of defense priming 

544 postulates that plants conserve the memory of previous encounters with pathogens by 

545 preparing their defense networks to respond more rapidly and strongly to a future aggression 

546 (Martinez-Medina et al., 2016). Enhanced chromatin access to defense genes through 

547 hypomethylation is one of the best characterized mechanisms in this sense (Hannan Parker 

548 et al., 2022). Furthermore, epigenetic defense priming can be transmitted to the next 

549 generations (Slaughter et al., 2012). This would be consistent with a scenario where Xcf 

550 colonization does not directly induce defense gene activation in common bean seeds, but 

551 rather triggers a primed state that prepare defense networks for the moment when the 

552 pathogen will again become virulent (after germination). Hypomethylation of transposable 

553 elements is another well-characterized mechanism of epigenetic regulation of plant defenses, 

554 as it can lead to the euchromatisation of wide genomic regions, both proximal and distal (López 

555 Sánchez et al., 2016; Halter et al., 2021). The five defense genes present in Table 2 are thus 

556 likely to be good candidates for relevant roles in bean resistance against Xcf. They include 

557 three genes affected by hypomethylation (Phvul.008G164600, Phvul.005G163000, 

558 Phvul.010G026400), namely two putative LRR kinase receptors and one effector receptor, all 

559 uncharacterized. The other two genes affected by hypermethylation are another 

560 uncharacterized LRR kinase receptor (Phvul.005G162000) and the putative bean homolog of 

561 WRKY72 (Phvul.003G068700). This transcription factor has the highest methylation gain 

562 among all the genes detected (fold change of +4,3), suggesting that its methylation status 

563 might be important in response to Xcf infection. Indeed, the role of WRKY72 orthologs is 

564 contradictory in different species. A positive role on defense responses was showed in A. 

565 thaliana and tomato (Solanum lycopersicum) against oomycetes and bacteria, respectively 

566 (Bhattarai et al., 2010), but regarding the interaction between rice (Oryza sativa) and 

567 Xanthomonas oryzae pv. Oryzae, it was showed to negatively regulate rice defense responses 

568 by repressing jasmonate biosynthetic genes (Hou et al., 2019). In our study, we validated its 

569 role as Xcf-response genes during germination by highlighting its over-expression at 7 DAI in 

570 radicles of germinated seeds in presence of Xcf. Another consideration regarding our 

571 methylome data is the high overlap between DMRs-containing genes and germination-DEGs 

572 (Fig. 3B). This suggests that the DMR-containing genes following bacterial infection detected 

573 in this study may serve during the germination process through a defense priming mechanism. 

574 More investigation will be required to define if these methylation changes will have positive or 

575 negative impacts on defense- and/or germination-related gene expressions and will require 

576 extensive transcriptomic analyses. 
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577

578 All together, these results indicate that the molecular mechanisms involved in the 

579 pathogen-seed dialogue change radically across the developmental stages for both the host 

580 and the pathogen side, potentially suggesting the existence of distinct phases in the 

581 considered seed-pathogen interaction. It would be interesting to explore whether such pattern 

582 takes place in other seed-pathogen interactions. By summing our physiological and molecular 

583 observations, with the previous findings of Terrasson et al. (2015), we can propose a model 

584 where the recognition of a host-specific pathogen at the early stages of seed development 

585 fails to trigger seed defense activation, as if the presence of the pathogen was “accepted” by 

586 the host. Even if we cannot define whether this suppression is caused by the pathogen or by 

587 the host, two Xanthomonas studies would support the role of bacterial T3SS in host defense 

588 silencing. Darsonval et al. (2008) showed the essential role of T3E for an efficient seed 

589 colonization in the X. citri pv. fuscans-bean seed interaction and Terrasson et al. (2015) 

590 showed that X. euvesicatoria pv. Alfalfae was able to silence some defense genes in a 

591 compatible interaction, but not in an incompatible one. In any case, the result is a situation 

592 where the seed develops normally without any obvious fitness costs associated to an eventual 

593 defense activation, while the host-specific pathogen displays a non-aggressive behavior 

594 throughout all the seed development and limits its proliferation (Fig. 4). Such “ceasefire” 

595 scenario might be advantageous for both parts: the seed is able to reach maturity, which would 

596 potentially be beneficial for the pathogen as well by allowing it to infect the future germinated 

597 seedling, therefore giving it access to nourishment and facilitating its dispersal. On the other 

598 hand, data at 42 DAP suggest a relevant role for epigenetic modifications in the host. It is 

599 tempting to speculate that such modifications contribute to prepare the host to face a novel 

600 pathogen assault after germination (Fig. 4). Detailed analysis of the transcriptome and 

601 epigenome of the bean-Xcf interaction during the germination process would be a promising 

602 future research direction in this sense. Recent data from the compatible interaction Alternaria 

603 brassicicola-A. thaliana, used as seed transmission model, showed that host defense 

604 pathways are subjected to drastic changes during the germination process (Ortega-Cuadros 

605 et al., 2022). It would be interesting to explore whether such rearrangements take place in 

606 other compatible interactions such as Xcf-bean and if a link with epigenetic modifications 

607 exists. 

608

609 To summarize, the present study adds novel elements to the current knowledge gap 

610 of seed-pathogen interactions. The dual transcriptomic analysis allowed for the first time to 

611 describe the molecular dialogue from both host and pathogen sides, while methylome and 

612 sRNAs profiling added further indications on the potential regulatory mechanisms and the 

613 genes involved. A dedicated Jbrowse containing all these generated data will serve as 
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614 baseline tool for the scientific communities and will be enriched by future related studies. An 

615 important general conclusion that we can draw is that seeds have primarily an active role in 

616 this interaction at early seed maturation stage, contrary to the widely diffused assumption 

617 considering seeds as passive carriers of microbes (Dutta et al., 2014). As the role of 

618 seedborne pathogens in causing yield losses receives relatively little attention, we hope that 

619 the present study can stimulate novel research efforts in this sense to shed light on the many 

620 obscure points still shrouding seed-pathogen interactions. 

621
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848 Legends
849 Figure 1. Transmission of Xcf to bean seeds. (A) Seed water content (B) Seed dry weight 

850 (gram) and (C) Xcf population size (log10 CFU per gram of seed) at the different sampling 

851 stages (24DAP, 35DAP and 42DAP). Differences between the sampling stage and the 

852 treatment (H2O- or Xcf-inoculated) were assessed by Kruskall-Wallis test followed by post-hoc 

853 Dunn’s test. The percentages of observed contaminated seeds at different seed 

854 developmental stages are indicated (expressed as averages with SD between brackets). P-

855 values are indicated as * <5%, ** <1% and *** <0.1%.

856

857 Figure 2. Dual transcriptomic analysis of the Xcf-P. vulgaris seed interaction. (A) & (C) 

858 Histograms summarizing the number of differentially expressed genes (DEGs) detected 

859 comparing datasets from different seed development stages from Xcf samples (A) and DEGs 

860 from different development stages from P. vulgaris samples (C). The number of DEGs is 

861 indicated on the bars.  (B) & (D) Dot plots showing category enrichment results obtained 

862 through gene ontology analysis of DEGs from Xcf (B) and P. vulgaris (D). Gene ontology 

863 analysis was performed with the Clusterprofiler package for R. 

864 Figure 3. Summary of methylome analysis data generated by comparing Xcf-colonized 
865 and uncolonized seeds at 42 DAP.  (A) Pie chart illustrating the repartition of differentially 

866 methylated regions (DMRs) following Xcf colonization on P. vulgaris genome at 42 DAP. (B) 

867 Venn diagram illustrating the overlap between gene sequences containing DMRs at 42 DAP 

868 and differentially expressed genes (DEGs) during germination (see details in text). 
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869 Figure 4. Schematic model of the Xcf-bean seed dialogue. Left panel: at early seed 

870 development stages (24 DAP), Xcf is recognized by the host. Despite the bacterial recognition, 

871 defense transduction pathways based on MAP kinases cascades (MAPKs) and transcription 

872 factors (TFs) activation are suppressed in seeds, thus failing to induce a defense reaction. 

873 Red dotted lines with flat end indicate hypothetical inhibition. Middle Panel: at 35 DAP, both 

874 the bacterial pathogen and the host plant are still transcriptionally active. Bacterial populations 

875 continue to grow, but the T3SS is no longer active, suggesting that the bacteria lowered its 

876 weapons, keeping the seed alive and healthy. Right panel: at seed maturation (42 DAP), the 

877 dialogue between Xcf and seed is much less detectable in comparison to earlier stages but 

878 epigenetic mechanisms such as DNA methylation could be active, which was observed at 

879 seed maturity by the changes in the methylation status of genes identified as involved in both 

880 defense and germination processes. This change in DNA methylation could prime genes 

881 involved in defense/germination, ultimately preparing the host for the post-germination battle 

882 with the virulent Xcf (see text for more details).
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900

901

902

903

904 Tables
905 Table 1. Summary of differentially accumulated small RNAs (up- or down-regulated) 
906 detected at 24 and 42 DAP in Xcf-colonized P. vulgaris seeds with their putative target 
907 genes according to psRNAtarget.

908

psRNAtarget combined with corresponding significant expression changes from RNAseq data
Up- or
down-

regulation
in Xcf-

colonized
seeds

mature
miR variants putative targets using psRNAtarget (= miRNA potential target genes )

Up miR162 a,b Phvul.007G067800 (HSF), Phvul.008G055500 (TGD3), Phvul.006G176000 (trihelix DNA-binding), Phvul.008G114700 (Rab-GDF)

Up miR172 a,c,d,e,f,g,h,I,l Phvul.009G014600 (cardiolipin deacylase), Phvul.001G212400 (RING-domain E3 ligase), Phvul.005G068800 (Probable E3 ubiquitin-
protein ligase), Phvul.003G053000 (glycosyltransferase)

Up miR396 a,b,c,d,e,i Phvul.009G246000 (SNF4-like), Phvul.001G229200 (pepsin-type protease), Phvul.002G026300 integrin-like protein), Phvul.003G154800
(HSP70)

Up miR482 3p, b-3p, d-3p
Phvul.011G149100 Transducin/WD40 repeat-like), Phvul.008G055500 (ATPase component TGD3 of TGD), Phvul.003G295800 (ATG2-

like), Phvul.011G082700 (P-loop NTPase), Phvul.010G141400 (DOF1-like TF), Phvul.002G261500 (RNA polymerase regulatory protein)

Up miR6478 - Phvul.003G155500 (component SR-alpha of SRP)

Up miR8175 - Phvul.002G059000 (Phospholipase A1), Phvul.002G274500 (PAD4-like), Phvul.010G082300 (UDP-D-glucuronic acid 4-epimerase),
Phvul.005G035400 (mRNA-splicing factor 18), Phvul.001G240600 (CaLB domain)

Down let7 a,c,d,f

Phvul.001G022700 (REMORIN-LIKE), Phvul.003G119100 (calcium-dependent lipid-binding), Phvul.011G061600 (PTAC16 -like),
Phvul.003G035400 (XYL1-like), Phvul.004G121666 (subunit of CF1 of ATP synthase), Phvul.008G163350 (cohesin cofactor (PDS5)),

Phvul.011G050300 (protein kinase (PIKK) TOR-like ), Phvul.003G050600 (catalytic protein (CER2)), Phvul.007G069900,
Phvul.011G001200 (SAC1-like), Phvul.002G185150 (sodium:proton antiporter (SOS1))

Down miR21 a Phvul.010G157900 (MED15-like), Phvul.007G191600 (CHR8-like)

Down miR2111
a,b,c,d,e,f,g,h,

I,j,k,m,n,o
Phvul.001G269300 (MED13-like), Phvul.001G179300 (PGP1-like), Phvul.010G125200 (NOC1/SWA2-like), Phvul.007G168500 (Solute

transport channels)

Down miR482 5p Phvul.004G170000 (STT3-like), Phvul.010G125200 (NOC1/SWA2-like), Phvul.007G244066, Phvul.002G189700 (UPL1-like)

Up miR31 - -

Down miR451 a Phvul.009G100000 (UBP26-like)

Down miR164
a,b,c,d,e,f,g,h,

I,j,k
-
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922

923

924

925

926

927 Table 2. List of differentially methylated regions located in defense-associated genes 
928 in of P. vulgaris seeds following Xcf colonization at 42 DAP. DMRs were located in 
929 promoter or gene sequences, but also in transposable elements located within 5kb of 
930 genic regions. The P. vulgaris annotation column was filled according to the P. vulgaris 

931 genome (v2.1). The location indicates whether the region is localized in a coding region (gene) 

932 or in the promoter (1kbprom) or in TE within 5kb of genic regions (within 5kb). The putative 

933 ortholog was assigned as best hit based on sequence similarity in the A. thaliana genome 

934 (v.11). The “gain or loss” column shows whether the differentially methylated region 

935 associated with the corresponding P. vulgaris gene is hypo- (loss) or hypermethylated (gain) 

936 in response to Xcf colonization at 42 DAP. FC, fold change of methylation between Xcf- versus 

937 H2O-treated seeds. FC ratios are not indicated for DMRs within 5kb of genic regions because 

938 they correspond to multiple DMRs.

939

940

P. vulgaris locus ID Location P. vulgaris annotation
A. thaliana

putative
ortholog

A. thaliana
symbol

A. thaliana annotation
Methylation

FC (Xcf vs
H2O)

Gain or loss of
methylation in Xcf-

treated seeds
Phvul.001G233000 gene protein kinase (SD-1) AT3G16030 CES101 lectin protein kinase family protein 0.52 loss
Phvul.002G125500 within 5kb not annotated AT5G08315 Defensin-like (DEFL) family protein loss
Phvul.002G130300 within 5kb not annotated AT3G14470 NB-ARC domain-containing disease resistance protein gain
Phvul.002G130400 within 5kb not annotated AT3G14470 NB-ARC domain-containing disease resistance protein gain
Phvul.003G021700 1kbProm transferase transferring phosphorus-containing group AT1G70740 Protein kinase superfamily protein 0.51 loss
Phvul.003G040300 1kbProm 6-deoxocastasterone 6-oxidase AT3G30180 BR6OX2 brassinosteroid-6-oxidase 2 2.98 gain
Phvul.003G056900 within 5kb systemic acquired resistance (SAR) regulator protein (SNI1) AT4G18470 SNI1 negative regulator of systemic acquired resistance (SNI1) loss
Phvul.003G068700 gene transcription factor (WRKY) AT5G15130 WRKY72 WRKY DNA-binding protein 72 4.30 gain
Phvul.003G068700 within 5kb transcription factor (WRKY) AT5G15130 WRKY72 WRKY DNA-binding protein 72 gain
Phvul.003G175700 gene DRB4-DRB7.1 regulator complex.component DRB7 AT5G20320 DCL4 dicer-like 4 0.37 loss
Phvul.004G076100 within 5kb not annotated AT3G14470 NB-ARC domain-containing disease resistance protein loss
Phvul.004G105600 within 5kb not annotated AT2G34930 disease resistance family protein / LRR family protein loss
Phvul.005G162000 1kbProm transferase transferring phosphorus-containing group AT4G29990 Leucine-rich repeat transmembrane protein kinase protein 2.36 gain
Phvul.005G162000 within 5kb transferase transferring phosphorus-containing group AT4G29990 Leucine-rich repeat transmembrane protein kinase protein gain
Phvul.005G162100 within 5kb transferase transferring phosphorus-containing group AT1G51800 Leucine-rich repeat protein kinase family protein gain
Phvul.005G163000 gene transferase transferring phosphorus-containing group AT4G29990 Leucine-rich repeat transmembrane protein kinase protein 0.38 loss
Phvul.005G163000 within 5kb transferase transferring phosphorus-containing group AT4G29990 Leucine-rich repeat transmembrane protein kinase protein loss
Phvul.006G006800 gene TKL protein kinase superfamily.protein kinase (DUF26) AT4G05200 CRK25 cysteine-rich RLK (RECEPTOR-like protein kinase) 25 0.18 loss
Phvul.006G033200 gene not annotated AT5G38280 PR5K PR5-like receptor kinase 0.52 loss
Phvul.007G187700 1kbProm not annotated AT3G04720 PR4 pathogenesis-related 4 0.37 loss
Phvul.007G241200 gene transcription factor (MYB-related) AT5G47390 myb-like transcription factor family protein 3.25 gain
Phvul.007G241200 within 5kb transcription factor (MYB-related) AT5G47390 myb-like transcription factor family protein gain
Phvul.007G241300 within 5kb Ser/Thr protein kinase AT1G50240 FU Protein kinase family protein with ARM repeat domain gain
Phvul.008G164500 within 5kb transferase transferring phosphorus-containing group AT3G21340 Leucine-rich repeat protein kinase family protein loss
Phvul.008G164600 gene not annotated AT1G05700 Leucine-rich repeat transmembrane protein kinase protein 0.45 loss
Phvul.008G164600 within 5kb not annotated AT1G05700 Leucine-rich repeat transmembrane protein kinase protein loss
Phvul.008G228714 gene S8-class protease (subtilisin) families.protease (SBT4) AT3G46850 Subtilase family protein 4.29 gain
Phvul.008G229400 gene S8-class protease (subtilisin) families.protease (SBT4) AT5G59100 Subtilisin-like serine endopeptidase family protein 0.48 loss
Phvul.010G026400 1kbProm effector receptor (NLR) AT5G36930 Disease resistance protein (TIR-NBS-LRR class) family 0.35 loss
Phvul.010G026400 within 5kb effector receptor (NLR) AT5G36930 Disease resistance protein (TIR-NBS-LRR class) family loss
Phvul.010G027900 within 5kb effector receptor (NLR) AT5G36930 Disease resistance protein (TIR-NBS-LRR class) family loss
Phvul.010G028000 within 5kb effector receptor (NLR) AT5G36930 Disease resistance protein (TIR-NBS-LRR class) family loss
Phvul.010G062500 within 5kb WRKY33-dependent plant immunity transcription factor AT2G38470 WRKY33 WRKY DNA-binding protein 33 loss
Phvul.011G064700 gene U-Box E3 ligase activities.E3 ubiquitin ligase (PUB) AT3G46510 PUB13 plant U-box 13 4.06 gain
Phvul.011G108300 gene transferase transferring phosphorus-containing group AT1G29730 Leucine-rich repeat transmembrane protein kinase 2.32 gain
Phvul.011G176100 gene transferase transferring one-carbon group AT3G11480 BSMT1 S-adenosyl-L-methionine-dependent methyltransferases family protein 2.56 gain

941

942
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Table 2. List of differentially methylated regions located in defense-associated genes in of P. vulgaris seeds following Xcf colonization at 42 DAP. DMRs were located in promoter or gene sequences, but also in transposable elements located within 5kb of genic regions. The P. vulgaris annotation column was filled according to the P. vulgaris genome (v2.1). The location indicates whether the region is localized in a coding region (gene) or in the promoter (1kbprom) or in TE within 5kb of genic regions (within 5kb). The putative ortholog was assigned as best hit based on sequence similarity in the A. thaliana genome (v.11). The “gain or loss” column shows whether the differentially methylated region associated with the corresponding P. vulgaris gene is hypo- (loss) or hypermethylated (gain) in response to Xcf colonization at 42 DAP. FC, fold change of methylation between Xcf- versus H2O-treated seeds. FC ratios are not indicated for DMRs within 5kb of genic regions because they correspond to multiple DMRs.

P. vulgaris locus ID Location P. vulgaris annotation

Phvul.001G233000 gene protein kinase (SD-1)
Phvul.002G125500 within 5kb not annotated
Phvul.002G130300 within 5kb not annotated
Phvul.002G130400 within 5kb not annotated
Phvul.003G021700 1kbProm transferase transferring phosphorus-containing group
Phvul.003G040300 1kbProm 6-deoxocastasterone 6-oxidase
Phvul.003G056900 within 5kb systemic acquired resistance (SAR) regulator protein (SNI1)
Phvul.003G068700 gene transcription factor (WRKY)
Phvul.003G068700 within 5kb transcription factor (WRKY)
Phvul.003G175700 gene DRB4-DRB7.1 regulator complex.component DRB7
Phvul.004G076100 within 5kb not annotated
Phvul.004G105600 within 5kb not annotated
Phvul.005G162000 1kbProm transferase transferring phosphorus-containing group
Phvul.005G162000 within 5kb transferase transferring phosphorus-containing group
Phvul.005G162100 within 5kb transferase transferring phosphorus-containing group
Phvul.005G163000 gene  transferase transferring phosphorus-containing group
Phvul.005G163000 within 5kb transferase transferring phosphorus-containing group
Phvul.006G006800 gene TKL protein kinase superfamily.protein kinase (DUF26)
Phvul.006G033200 gene not annotated
Phvul.007G187700 1kbProm not annotated
Phvul.007G241200 gene transcription factor (MYB-related)
Phvul.007G241200 within 5kb transcription factor (MYB-related)
Phvul.007G241300 within 5kb Ser/Thr protein kinase
Phvul.008G164500 within 5kb transferase transferring phosphorus-containing group
Phvul.008G164600 gene not annotated
Phvul.008G164600 within 5kb not annotated
Phvul.008G228714 gene S8-class protease (subtilisin) families.protease (SBT4)
Phvul.008G229400 gene S8-class protease (subtilisin) families.protease (SBT4)
Phvul.010G026400 1kbProm effector receptor (NLR)
Phvul.010G026400 within 5kb effector receptor (NLR)
Phvul.010G027900 within 5kb effector receptor (NLR)
Phvul.010G028000 within 5kb effector receptor (NLR)
Phvul.010G062500 within 5kb WRKY33-dependent plant immunity transcription factor 
Phvul.011G064700 gene U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)
Phvul.011G108300 gene  transferase transferring phosphorus-containing group
Phvul.011G176100 gene transferase transferring one-carbon group
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A. thaliana
putative
ortholog

A. thaliana
symbol

A. thaliana annotation

AT3G16030 CES101 lectin protein kinase family protein
AT5G08315 Defensin-like (DEFL) family protein
AT3G14470 NB-ARC domain-containing disease resistance protein
AT3G14470 NB-ARC domain-containing disease resistance protein
AT1G70740 Protein kinase superfamily protein
AT3G30180 BR6OX2 brassinosteroid-6-oxidase 2
AT4G18470 SNI1 negative regulator of systemic acquired resistance (SNI1)
AT5G15130 WRKY72 WRKY DNA-binding protein 72
AT5G15130 WRKY72 WRKY DNA-binding protein 72
AT5G20320 DCL4 dicer-like 4
AT3G14470 NB-ARC domain-containing disease resistance protein
AT2G34930 disease resistance family protein / LRR family protein
AT4G29990 Leucine-rich repeat transmembrane protein kinase protein
AT4G29990 Leucine-rich repeat transmembrane protein kinase protein
AT1G51800 Leucine-rich repeat protein kinase family protein
AT4G29990 Leucine-rich repeat transmembrane protein kinase protein
AT4G29990 Leucine-rich repeat transmembrane protein kinase protein
AT4G05200 CRK25 cysteine-rich RLK (RECEPTOR-like protein kinase) 25
AT5G38280 PR5K PR5-like receptor kinase
AT3G04720 PR4 pathogenesis-related 4
AT5G47390 myb-like transcription factor family protein
AT5G47390 myb-like transcription factor family protein
AT1G50240 FU Protein kinase family protein with ARM repeat domain
AT3G21340 Leucine-rich repeat protein kinase family protein
AT1G05700 Leucine-rich repeat transmembrane protein kinase protein
AT1G05700 Leucine-rich repeat transmembrane protein kinase protein
AT3G46850 Subtilase family protein
AT5G59100 Subtilisin-like serine endopeptidase family protein
AT5G36930 Disease resistance protein (TIR-NBS-LRR class) family
AT5G36930 Disease resistance protein (TIR-NBS-LRR class) family
AT5G36930 Disease resistance protein (TIR-NBS-LRR class) family
AT5G36930 Disease resistance protein (TIR-NBS-LRR class) family
AT2G38470 WRKY33 WRKY DNA-binding protein 33
AT3G46510 PUB13 plant U-box 13
AT1G29730 Leucine-rich repeat transmembrane protein kinase
AT3G11480 BSMT1 S-adenosyl-L-methionine-dependent methyltransferases family protein

Table 2. List of differentially methylated regions located in defense-associated genes in of P. vulgaris seeds following Xcf colonization at 42 DAP. DMRs were located in promoter or gene sequences, but also in transposable elements located within 5kb of genic regions. The P. vulgaris annotation column was filled according to the P. vulgaris genome (v2.1). The location indicates whether the region is localized in a coding region (gene) or in the promoter (1kbprom) or in TE within 5kb of genic regions (within 5kb). The putative ortholog was assigned as best hit based on sequence similarity in the A. thaliana genome (v.11). The “gain or loss” column shows whether the differentially methylated region associated with the corresponding P. vulgaris gene is hypo- (loss) or hypermethylated (gain) in response to Xcf colonization at 42 DAP. FC, fold change of methylation between Xcf- versus H2O-treated seeds. FC ratios are not indicated for DMRs within 5kb of genic regions because they correspond to multiple DMRs.
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Methylatio
n FC (Xcf vs

H2O)

Gain or loss of
methylation in

Xcf-treated seeds loss gain
0.52 loss Protein kinases 6 2

loss Resistance proteins 1 0
gain Transcription factors 0 1
gain Antimicrobial proteins 2 1

0.51 loss loss gain
2.98 gain Protein kinases 4 3

loss Resistance proteins 4 2
4.30 gain Transcription factors 1 1

gain Antimicrobial proteins 1 0
0.37 loss

loss
loss

2.36 gain
gain
gain

0.38 loss
loss

0.18 loss
0.52 loss
0.37 loss
3.25 gain

gain
gain
loss

0.45 loss
loss

4.29 gain
0.48 loss
0.35 loss

loss
loss
loss
loss

4.06 gain
2.32 gain
2.56 gain

Table 2. List of differentially methylated regions located in defense-associated genes in of P. vulgaris seeds following Xcf colonization at 42 DAP. DMRs were located in promoter or gene sequences, but also in transposable elements located within 5kb of genic regions. The P. vulgaris annotation column was filled according to the P. vulgaris genome (v2.1). The location indicates whether the region is localized in a coding region (gene) or in the promoter (1kbprom) or in TE within 5kb of genic regions (within 5kb). The putative ortholog was assigned as best hit based on sequence similarity in the A. thaliana genome (v.11). The “gain or loss” column shows whether the differentially methylated region associated with the corresponding P. vulgaris gene is hypo- (loss) or hypermethylated (gain) in response to Xcf colonization at 42 DAP. FC, fold change of methylation between Xcf- versus H2O-treated seeds. FC ratios are not indicated for DMRs within 5kb of genic regions because they correspond to multiple DMRs.
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Table 2. List of differentially methylated regions located in defense-associated genes in of P. vulgaris seeds following Xcf colonization at 42 DAP. DMRs were located in promoter or gene sequences, but also in transposable elements located within 5kb of genic regions. The P. vulgaris annotation column was filled according to the P. vulgaris genome (v2.1). The location indicates whether the region is localized in a coding region (gene) or in the promoter (1kbprom) or in TE within 5kb of genic regions (within 5kb). The putative ortholog was assigned as best hit based on sequence similarity in the A. thaliana genome (v.11). The “gain or loss” column shows whether the differentially methylated region associated with the corresponding P. vulgaris gene is hypo- (loss) or hypermethylated (gain) in response to Xcf colonization at 42 DAP. FC, fold change of methylation between Xcf- versus H2O-treated seeds. FC ratios are not indicated for DMRs within 5kb of genic regions because they correspond to multiple DMRs.
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Table 2. List of differentially methylated regions located in defense-associated genes in of P. vulgaris seeds following Xcf colonization at 42 DAP. DMRs were located in promoter or gene sequences, but also in transposable elements located within 5kb of genic regions. The P. vulgaris annotation column was filled according to the P. vulgaris genome (v2.1). The location indicates whether the region is localized in a coding region (gene) or in the promoter (1kbprom) or in TE within 5kb of genic regions (within 5kb). The putative ortholog was assigned as best hit based on sequence similarity in the A. thaliana genome (v.11). The “gain or loss” column shows whether the differentially methylated region associated with the corresponding P. vulgaris gene is hypo- (loss) or hypermethylated (gain) in response to Xcf colonization at 42 DAP. FC, fold change of methylation between Xcf- versus H2O-treated seeds. FC ratios are not indicated for DMRs within 5kb of genic regions because they correspond to multiple DMRs.
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Table 2. List of differentially methylated regions located in defense-associated genes in of P. vulgaris seeds following Xcf colonization at 42 DAP. DMRs were located in promoter or gene sequences, but also in transposable elements located within 5kb of genic regions. The P. vulgaris annotation column was filled according to the P. vulgaris genome (v2.1). The location indicates whether the region is localized in a coding region (gene) or in the promoter (1kbprom) or in TE within 5kb of genic regions (within 5kb). The putative ortholog was assigned as best hit based on sequence similarity in the A. thaliana genome (v.11). The “gain or loss” column shows whether the differentially methylated region associated with the corresponding P. vulgaris gene is hypo- (loss) or hypermethylated (gain) in response to Xcf colonization at 42 DAP. FC, fold change of methylation between Xcf- versus H2O-treated seeds. FC ratios are not indicated for DMRs within 5kb of genic regions because they correspond to multiple DMRs.
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Table 2. List of differentially methylated regions located in defense-associated genes in of P. vulgaris seeds following Xcf colonization at 42 DAP. DMRs were located in promoter or gene sequences, but also in transposable elements located within 5kb of genic regions. The P. vulgaris annotation column was filled according to the P. vulgaris genome (v2.1). The location indicates whether the region is localized in a coding region (gene) or in the promoter (1kbprom) or in TE within 5kb of genic regions (within 5kb). The putative ortholog was assigned as best hit based on sequence similarity in the A. thaliana genome (v.11). The “gain or loss” column shows whether the differentially methylated region associated with the corresponding P. vulgaris gene is hypo- (loss) or hypermethylated (gain) in response to Xcf colonization at 42 DAP. FC, fold change of methylation between Xcf- versus H2O-treated seeds. FC ratios are not indicated for DMRs within 5kb of genic regions because they correspond to multiple DMRs.
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regulation
in Xcf-

colonized
seeds

mature
miR

variants

24
DA

P

Up miR162 a,b

Up miR172 a,c,d,e,f,g,h,I,l

Up miR396 a,b,c,d,e,i

Up miR482 3p, b-3p, d-3p

Up miR6478 -

Up miR8175 -

Down let7 a,c,d,f

Down miR21 a

Down miR2111
a,b,c,d,e,f,g,h

,I,j,k,m,n,o
Down miR482 5p

42
DA

P Up miR31 -
Down miR451 a

Down miR164
a,b,c,d,e,f,g,h

,I,j,k
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psRNAtarget combined with corresponding significant expression changes
from RNAseq data

putative targets using psRNAtarget (= miRNA potential target genes )

Phvul.007G067800 (HSF), Phvul.008G055500 (TGD3), Phvul.006G176000 (trihelix DNA-binding),
Phvul.008G114700 (Rab-GDF)

Phvul.009G014600 (cardiolipin deacylase), Phvul.001G212400 (RING-domain E3 ligase),
Phvul.005G068800 (Probable E3 ubiquitin-protein ligase), Phvul.003G053000 (glycosyltransferase)

Phvul.009G246000 (SNF4-like), Phvul.001G229200 (pepsin-type protease), Phvul.002G026300
integrin-like protein), Phvul.003G154800 (HSP70)

Phvul.011G149100 Transducin/WD40 repeat-like), Phvul.008G055500 (ATPase component TGD3 of
TGD), Phvul.003G295800 (ATG2-like), Phvul.011G082700 (P-loop NTPase), Phvul.010G141400 (DOF1-

like TF), Phvul.002G261500 (RNA polymerase regulatory protein)

Phvul.003G155500 (component SR-alpha of SRP)
Phvul.002G059000 (Phospholipase A1), Phvul.002G274500 (PAD4-like), Phvul.010G082300 (UDP-D-

glucuronic acid 4-epimerase), Phvul.005G035400 (mRNA-splicing factor 18), Phvul.001G240600
(CaLB domain)Phvul.001G022700 (REMORIN-LIKE), Phvul.003G119100 (calcium-dependent lipid-binding),

Phvul.011G061600 (PTAC16 -like), Phvul.003G035400 (XYL1-like), Phvul.004G121666 (subunit of
CF1 of ATP synthase), Phvul.008G163350 (cohesin cofactor (PDS5)), Phvul.011G050300 (protein

kinase (PIKK) TOR-like ), Phvul.003G050600 (catalytic protein (CER2)), Phvul.007G069900,
Phvul.011G001200 (SAC1-like), Phvul.002G185150 (sodium:proton antiporter (SOS1))

Phvul.010G157900 (MED15-like), Phvul.007G191600 (CHR8-like)

Phvul.001G269300 (MED13-like), Phvul.001G179300 (PGP1-like), Phvul.010G125200 (NOC1/SWA2-
like), Phvul.007G168500 (Solute transport channels)

Phvul.004G170000 (STT3-like), Phvul.010G125200 (NOC1/SWA2-like), Phvul.007G244066,
Phvul.002G189700 (UPL1-like)

-
Phvul.009G100000 (UBP26-like)

-
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Id H24_1 H24_2 H24_3 X24_1 X24_2
csi-miR482e-3p 492 0 0 1 0
ata-miR5168-3p 314 1 0 2 1
bdi-miR166h-3p 314 1 0 2 1
osa-miR166k-3p 314 1 0 2 1
osa-miR166l-3p 314 1 0 2 1
sbi-miR166e 314 1 0 2 1
sbi-miR166g 314 1 0 2 1
zma-miR166j-3p 314 1 0 2 1
zma-miR166k-3p 314 1 0 2 1
zma-miR166n-3p 314 1 0 2 1
ami-let-7f-5p 53 36 153 10 39
ggo-let-7f 53 36 153 10 39
oar-let-7f 53 36 153 10 39
efu-let-7c 106 111 486 62 89
abu-let-7c 96 107 463 60 82
aca-let-7c-5p 96 107 463 60 82
ami-let-7c-5p 96 107 463 60 82
bta-let-7c 96 107 463 60 82
cfa-let-7c 96 107 463 60 82
chi-let-7c-5p 96 107 463 60 82
cja-let-7c 96 107 463 60 82
cli-let-7c-5p 96 107 463 60 82
cpi-let-7c-5p 96 107 463 60 82
cpo-let-7c-5p 96 107 463 60 82
dma-let-7c 96 107 463 60 82
dno-let-7c-5p 96 107 463 60 82
dre-let-7c-5p 96 107 463 60 82
eca-let-7c 96 107 463 60 82
gga-let-7c-5p 96 107 463 60 82
gmo-let-7c-5p 96 107 463 60 82
hhi-let-7c 96 107 463 60 82
hsa-let-7c-5p 96 107 463 60 82
ipu-let-7c 96 107 463 60 82
mml-let-7c-5p 96 107 463 60 82
mmr-let-7c 96 107 463 60 82
mmu-let-7c-5p 96 107 463 60 82
mze-let-7c 96 107 463 60 82
nbr-let-7c 96 107 463 60 82
nle-let-7c 96 107 463 60 82
oan-let-7c-5p 96 107 463 60 82
oar-let-7c 96 107 463 60 82
ocu-let-7c-5p 96 107 463 60 82
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oga-let-7c 96 107 463 60 82
oha-let-7c-5p 96 107 463 60 82
oni-let-7c 96 107 463 60 82
pal-let-7c-5p 96 107 463 60 82
pbv-let-7c-5p 96 107 463 60 82
pha-let-7c 96 107 463 60 82
pny-let-7c 96 107 463 60 82
pol-let-7a-5p 96 107 463 60 82
ppa-let-7c 96 107 463 60 82
ppy-let-7c 96 107 463 60 82
ptr-let-7c 96 107 463 60 82
rno-let-7c-5p 96 107 463 60 82
ssa-let-7c-5p 96 107 463 60 82
ssc-let-7c 96 107 463 60 82
tcf-let-7-5p 96 107 463 60 82
tgu-let-7c-5p 96 107 463 60 82
xla-let-7c-5p 96 107 463 60 82
xtr-let-7c 96 107 463 60 82
efu-let-7f 174 117 380 52 105
aca-let-7f-5p 172 115 379 52 105
bta-let-7f 172 115 379 52 105
cfa-let-7f 172 115 379 52 105
cgr-let-7f 172 115 379 52 105
chi-let-7f-5p 172 115 379 52 105
cja-let-7f 172 115 379 52 105
cli-let-7f-5p 172 115 379 52 105
cpi-let-7f-5p 172 115 379 52 105
cpo-let-7f-5p 172 115 379 52 105
dma-let-7f 172 115 379 52 105
dno-let-7f-5p 172 115 379 52 105
dre-let-7f 172 115 379 52 105
eca-let-7f 172 115 379 52 105
gga-let-7f-5p 172 115 379 52 105
gmo-let-7f-5p 172 115 379 52 105
hsa-let-7f-5p 172 115 379 52 105
ipu-let-7f 172 115 379 52 105
mdo-let-7f-5p 172 115 379 52 105
mml-let-7f-5p 172 115 379 52 105
mmr-let-7f 172 115 379 52 105
mmu-let-7f-5p 172 115 379 52 105
nle-let-7f 172 115 379 52 105
oan-let-7f-5p 172 115 379 52 105
ocu-let-7f-5p 172 115 379 52 105
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oga-let-7f 172 115 379 52 105
oha-let-7f-5p 172 115 379 52 105
oni-let-7f 172 115 379 52 105
pal-let-7f-5p 172 115 379 52 105
pbv-let-7f-5p 172 115 379 52 105
pha-let-7f 172 115 379 52 105
ppa-let-7f 172 115 379 52 105
ppy-let-7f 172 115 379 52 105
ptr-let-7f 172 115 379 52 105
rno-let-7f-5p 172 115 379 52 105
sbo-let-7f 172 115 379 52 105
ssc-let-7f-5p 172 115 379 52 105
tch-let-7f-5p 172 115 379 52 105
tgu-let-7f-5p 172 115 379 52 105
xla-let-7f-5p 172 115 379 52 105
xtr-let-7f 172 115 379 52 105
aly-miR2111a-5p 555 707 456 105 264
aly-miR2111b-5p 555 707 456 105 264
aly-miR2111c-5p 555 707 456 105 264
ath-miR2111a-5p 555 707 456 105 264
ath-miR2111b-5p 555 707 456 105 264
bna-miR2111a-5p 555 707 456 105 264
bna-miR2111b-5p 555 707 456 105 264
bna-miR2111d 555 707 456 105 264
bra-miR2111a-5p 555 707 456 105 264
bra-miR2111b-5p 555 707 456 105 264
cme-miR2111a 555 707 456 105 264
cme-miR2111b 555 707 456 105 264
gma-miR2111b 555 707 456 105 264
gma-miR2111c 555 707 456 105 264
gma-miR2111e 555 707 456 105 264
gma-miR2111f 555 707 456 105 264
lja-miR2111-5p 555 707 456 105 264
mdm-miR2111a 555 707 456 105 264
mdm-miR2111b 555 707 456 105 264
mes-miR2111a 555 707 456 105 264
mes-miR2111b 555 707 456 105 264
mtr-miR2111a-5p 555 707 456 105 264
mtr-miR2111b 555 707 456 105 264
mtr-miR2111c 555 707 456 105 264
mtr-miR2111d-5p 555 707 456 105 264
mtr-miR2111e-5p 555 707 456 105 264
mtr-miR2111f 555 707 456 105 264
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mtr-miR2111g-5p 555 707 456 105 264
mtr-miR2111h 555 707 456 105 264
mtr-miR2111i 555 707 456 105 264
mtr-miR2111j 555 707 456 105 264
mtr-miR2111k 555 707 456 105 264
mtr-miR2111m-5p 555 707 456 105 264
mtr-miR2111n 555 707 456 105 264
mtr-miR2111o 555 707 456 105 264
ppe-miR2111a 555 707 456 105 264
ppe-miR2111b 555 707 456 105 264
ppe-miR2111c 555 707 456 105 264
ppe-miR2111d 555 707 456 105 264
tcc-miR2111 555 707 456 105 264
csi-miR2111-5p 509 626 412 92 239
ptc-miR2111a 509 626 412 92 239
ptc-miR2111b 509 626 412 92 239
fve-miR2111a 509 626 411 92 239
fve-miR2111b-5p 509 626 411 92 239
fve-miR2111c 509 626 411 92 239
efu-let-7d 73 45 170 27 42
bta-let-7d 65 44 166 25 42
cgr-let-7d-5p 65 44 166 25 42
chi-let-7d-5p 65 44 166 25 42
cja-let-7d 65 44 166 25 42
cli-let-7d-5p 65 44 166 25 42
cpi-let-7d-5p 65 44 166 25 42
cpo-let-7d-5p 65 44 166 25 42
dno-let-7d-5p 65 44 166 25 42
eca-let-7d 65 44 166 25 42
hsa-let-7d-5p 65 44 166 25 42
mml-let-7d 65 44 166 25 42
mmu-let-7d-5p 65 44 166 25 42
oan-let-7d-5p 65 44 166 25 42
ocu-let-7d-5p 65 44 166 25 42
oha-let-7d-5p 65 44 166 25 42
pbv-let-7d-5p 65 44 166 25 42
ppy-let-7d 65 44 166 25 42
ptr-let-7d 65 44 166 25 42
rno-let-7d-5p 65 44 166 25 42
ssc-let-7d-5p 65 44 166 25 42
tgu-let-7d-5p 65 44 166 25 42
pvu-miR482-5p 395 278 197 141 106
bta-miR-21-5p 5527 1944 4924 1486 1872
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cpo-miR-21-5p 5527 1944 4924 1486 1872
dno-miR-21-5p 5527 1944 4924 1486 1872
ocu-miR-21-5p 5527 1944 4924 1486 1872
sha-miR-21 5527 1944 4924 1486 1872
ami-miR-21-5p 5489 1934 4893 1478 1859
chi-miR-21-5p 5489 1934 4893 1478 1859
dma-miR-21 5489 1934 4893 1478 1859
mmr-miR-21 5489 1934 4893 1478 1859
nle-miR-21 5489 1934 4893 1478 1859
oar-miR-21 5489 1934 4893 1478 1859
oga-miR-21 5489 1934 4893 1478 1859
pbv-miR-21-5p 5489 1934 4893 1478 1859
pha-miR-21 5489 1934 4893 1478 1859
sbo-miR-21 5489 1934 4893 1478 1859
aca-miR-21-5p 1292 407 432 239 354
age-miR-21 1292 407 432 239 354
cfa-miR-21 1292 407 432 239 354
cgr-miR-21-5p 1292 407 432 239 354
cja-miR-21 1292 407 432 239 354
cli-miR-21-5p 1292 407 432 239 354
cpi-miR-21-5p 1292 407 432 239 354
eca-miR-21 1292 407 432 239 354
gga-miR-21-5p 1292 407 432 239 354
ggo-miR-21 1292 407 432 239 354
hsa-miR-21-5p 1292 407 432 239 354
mdo-miR-21-5p 1292 407 432 239 354
mml-miR-21-5p 1292 407 432 239 354
mmu-miR-21a-5p 1292 407 432 239 354
mne-miR-21 1292 407 432 239 354
oan-miR-21-5p 1292 407 432 239 354
oha-miR-21-5p 1292 407 432 239 354
pal-miR-21-5p 1292 407 432 239 354
ppa-miR-21 1292 407 432 239 354
ppy-miR-21 1292 407 432 239 354
ptr-miR-21 1292 407 432 239 354
rno-miR-21-5p 1292 407 432 239 354
ssc-miR-21-5p 1292 407 432 239 354
tch-miR-21-5p 1292 407 432 239 354
tgu-miR-21-5p 1292 407 432 239 354
efu-miR-34a 175 95 221 65 86
ami-miR-34a-5p 174 95 220 65 86
cja-miR-34a 174 95 220 65 86
gga-miR-34a-5p 174 95 220 65 86
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Do not distribute

mdo-miR-34a-5p 174 95 220 65 86
oha-miR-34a-5p 174 95 220 65 86
tch-miR-34a-5p 174 95 220 65 86
xtr-miR-34a 174 95 220 65 86
ame-let-7-5p 80 75 204 53 63
bdo-let-7 80 75 204 53 63
bmo-let-7-5p 80 75 204 53 63
cte-let-7 80 75 204 53 63
dan-let-7 80 75 204 53 63
der-let-7 80 75 204 53 63
dgr-let-7 80 75 204 53 63
dme-let-7-5p 80 75 204 53 63
dmo-let-7 80 75 204 53 63
dpe-let-7 80 75 204 53 63
dps-let-7 80 75 204 53 63
dqu-let-7-5p 80 75 204 53 63
dse-let-7 80 75 204 53 63
dsi-let-7 80 75 204 53 63
dvi-let-7 80 75 204 53 63
dwi-let-7 80 75 204 53 63
dya-let-7 80 75 204 53 63
ggo-let-7a 80 75 204 53 63
isc-let-7 80 75 204 53 63
ngi-let-7 80 75 204 53 63
nvi-let-7 80 75 204 53 63
ola-let-7a-5p 80 75 204 53 63
sha-let-7a 80 75 204 53 63
hme-let-7 80 75 204 53 64
pca-let-7-5p 80 75 204 53 64
abu-miR-34 134 76 189 56 75
age-miR-34a 134 76 189 56 75
bta-miR-34a 134 76 189 56 75
ccr-miR-34 134 76 189 56 75
cfa-miR-34a 134 76 189 56 75
cgr-miR-34a 134 76 189 56 75
chi-miR-34a 134 76 189 56 75
cli-miR-34a-5p 134 76 189 56 75
cpi-miR-34a-5p 134 76 189 56 75
cpo-miR-34a-5p 134 76 189 56 75
dno-miR-34a-5p 134 76 189 56 75
dre-miR-34a 134 76 189 56 75
eca-miR-34a 134 76 189 56 75
ggo-miR-34a 134 76 189 56 75
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gmo-miR-34-5p 134 76 189 56 75
hsa-miR-34a-5p 134 76 189 56 75
ipu-miR-34a 134 76 189 56 75
lla-miR-34a 134 76 189 56 75
mml-miR-34a-5p 134 76 189 56 75
mmr-miR-34a 134 76 189 56 75
mmu-miR-34a-5p 134 76 189 56 75
mne-miR-34a 134 76 189 56 75
mze-miR-34 134 76 189 56 75
nbr-miR-34 134 76 189 56 75
nle-miR-34a 134 76 189 56 75
ocu-miR-34a-5p 134 76 189 56 75
oga-miR-34a 134 76 189 56 75
oni-miR-34 134 76 189 56 75
pal-miR-34a-5p 134 76 189 56 75
pbv-miR-34a-5p 134 76 189 56 75
pny-miR-34 134 76 189 56 75
ppa-miR-34a 134 76 189 56 75
ppy-miR-34a 134 76 189 56 75
ptr-miR-34a 134 76 189 56 75
rno-miR-34a-5p 134 76 189 56 75
sla-miR-34a 134 76 189 56 75
ssc-miR-34a 134 76 189 56 75
tgu-miR-34a 134 76 189 56 75
prd-let-7-5p 283 201 540 169 186
abu-let-7a 276 195 528 165 184
aca-let-7a-5p 276 195 528 165 184
ami-let-7a-5p 276 195 528 165 184
asu-let-7-5p 276 195 528 165 184
bbe-let-7a-5p 276 195 528 165 184
bfl-let-7a-5p 276 195 528 165 184
bma-let-7 276 195 528 165 184
bta-let-7a-5p 276 195 528 165 184
cbn-let-7 276 195 528 165 184
cbr-let-7 276 195 528 165 184
ccr-let-7a 276 195 528 165 184
cel-let-7-5p 276 195 528 165 184
cfa-let-7a 276 195 528 165 184
cgr-let-7a 276 195 528 165 184
chi-let-7a-5p 276 195 528 165 184
cja-let-7a 276 195 528 165 184
cli-let-7a-5p 276 195 528 165 184
cpi-let-7a-5p 276 195 528 165 184
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cpo-let-7a-5p 276 195 528 165 184
crm-let-7 276 195 528 165 184
dma-let-7a 276 195 528 165 184
dno-let-7a-5p 276 195 528 165 184
dre-let-7a 276 195 528 165 184
eca-let-7a 276 195 528 165 184
fru-let-7a 276 195 528 165 184
gga-let-7a-5p 276 195 528 165 184
gga-let-7j-5p 276 195 528 165 184
gmo-let-7a-5p 276 195 528 165 184
hpo-let-7-5p 276 195 528 165 184
hsa-let-7a-5p 276 195 528 165 184
ipu-let-7a 276 195 528 165 184
lgi-let-7 276 195 528 165 184
mdo-let-7a-5p 276 195 528 165 184
mml-let-7a-5p 276 195 528 165 184
mmr-let-7a 276 195 528 165 184
mmu-let-7a-5p 276 195 528 165 184
mze-let-7a 276 195 528 165 184
nbr-let-7a 276 195 528 165 184
nle-let-7a 276 195 528 165 184
oar-let-7a 276 195 528 165 184
ocu-let-7a-5p 276 195 528 165 184
oga-let-7a 276 195 528 165 184
oha-let-7a 276 195 528 165 184
oha-let-7a-5p 276 195 528 165 184
ola-let-7a 276 195 528 165 184
oni-let-7a 276 195 528 165 184
pal-let-7a-5p 276 195 528 165 184
pbv-let-7a-5p 276 195 528 165 184
pha-let-7a 276 195 528 165 184
pma-let-7a 276 195 528 165 184
pny-let-7a 276 195 528 165 184
ppa-let-7a 276 195 528 165 184
ppc-let-7 276 195 528 165 184
ppy-let-7a 276 195 528 165 184
pte-let-7-5p 276 195 528 165 184
ptr-let-7a 276 195 528 165 184
rno-let-7a-5p 276 195 528 165 184
sbo-let-7a 276 195 528 165 184
sko-let-7 276 195 528 165 184
ssa-let-7a-5p 276 195 528 165 184
ssc-let-7a 276 195 528 165 184
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tgu-let-7a-5p 276 195 528 165 184
tni-let-7a 276 195 528 165 184
xla-let-7a-5p 276 195 528 165 184
xtr-let-7a 276 195 528 165 184
abu-miR-429b 9 37 167 23 39
aca-miR-429-3p 9 37 167 23 39
bta-miR-429 9 37 167 23 39
ccr-miR-429 9 37 167 23 39
cfa-miR-429 9 37 167 23 39
cgr-miR-429 9 37 167 23 39
cli-miR-429-3p 9 37 167 23 39
cpi-miR-429-3p 9 37 167 23 39
cpo-miR-429-3p 9 37 167 23 39
dno-miR-429-3p 9 37 167 23 39
dre-miR-429a 9 37 167 23 39
efu-miR-429 9 37 167 23 39
fru-miR-429 9 37 167 23 39
gga-miR-429-3p 9 37 167 23 39
gmo-miR-429-3p 9 37 167 23 39
mmu-miR-429-3p 9 37 167 23 39
mze-miR-429b 9 37 167 23 39
nbr-miR-429b 9 37 167 23 39
oan-miR-429-3p 9 37 167 23 39
oha-miR-429-3p 9 37 167 23 39
oni-miR-429b 9 37 167 23 39
pal-miR-429-3p 9 37 167 23 39
pbv-miR-429-3p 9 37 167 23 39
pny-miR-429b 9 37 167 23 39
rno-miR-429 9 37 167 23 39
ssc-miR-429 9 37 167 23 39
tni-miR-429 9 37 167 23 39
xla-miR-429-3p 9 37 167 23 39
xtr-miR-429 9 37 167 23 39
aof-miR166c 101 1840 1341 461 530
ath-miR165a-3p 101 1840 1341 461 530
ath-miR165b 101 1840 1341 461 530
bna-miR166f 101 1840 1341 461 530
cas-miR165a 101 1840 1341 461 530
lus-miR166b 101 1840 1341 461 530
cli-let-7i-5p 203 105 205 74 111
abu-let-7i 201 103 204 74 111
aca-let-7i-5p 201 103 204 74 111
bta-let-7i 201 103 204 74 111
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chi-let-7i-5p 201 103 204 74 111
cja-let-7i 201 103 204 74 111
cpi-let-7i-5p 201 103 204 74 111
cpo-let-7i-5p 201 103 204 74 111
dno-let-7i-5p 201 103 204 74 111
dre-let-7i 201 103 204 74 111
fru-let-7i 201 103 204 74 111
gmo-let-7i-5p 201 103 204 74 111
hsa-let-7i-5p 201 103 204 74 111
ipu-let-7i 201 103 204 74 111
mml-let-7i-5p 201 103 204 74 111
mmu-let-7i-5p 201 103 204 74 111
mze-let-7i 201 103 204 74 111
nbr-let-7i 201 103 204 74 111
nle-let-7i 201 103 204 74 111
oar-let-7i 201 103 204 74 111
ocu-let-7i-5p 201 103 204 74 111
oga-let-7i 201 103 204 74 111
oha-let-7i-5p 201 103 204 74 111
oni-let-7i 201 103 204 74 111
pal-let-7i-5p 201 103 204 74 111
pbv-let-7i-5p 201 103 204 74 111
pha-let-7i 201 103 204 74 111
pny-let-7i 201 103 204 74 111
ppa-let-7i 201 103 204 74 111
ppy-let-7i 201 103 204 74 111
ptr-let-7i 201 103 204 74 111
rno-let-7i-5p 201 103 204 74 111
ssa-let-7i-5p 201 103 204 74 111
tch-let-7i-5p 201 103 204 74 111
tgu-let-7i-5p 201 103 204 74 111
tni-let-7i 201 103 204 74 111
ami-miR-30d-5p 75 82 136 31 60
bta-miR-30d 75 82 136 31 60
cfa-miR-30d 75 82 136 31 60
cli-miR-30d-5p 75 82 136 31 60
cpo-miR-30d-5p 75 82 136 31 60
dno-miR-30d-5p 75 82 136 31 60
gmo-miR-30a-5p 75 82 136 31 60
nle-miR-30d 75 82 136 31 60
ocu-miR-30d-5p 75 82 136 31 60
oga-miR-30d 75 82 136 31 60
oha-miR-30d-5p 75 82 136 31 60
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pal-miR-30d-5p 75 82 136 31 60
pbv-miR-30d-5p 75 82 136 31 60
pha-miR-30d 75 82 136 31 60
ssa-miR-30b-5p 75 82 136 31 60
ssc-miR-30d 75 82 136 31 60
tgu-miR-30d-5p 75 82 136 31 60
xla-miR-30d-5p 75 82 136 31 60
cgr-miR-29a-3p 88 63 108 32 67
chi-miR-29a-3p 88 63 108 32 67
oar-miR-29a 88 63 108 32 67
tch-miR-29a-3p 88 63 108 32 67
ssa-miR-23b-3p 101 31 58 21 45
ami-miR-23b-3p 98 30 57 21 45
bta-miR-10174-3p 98 30 57 21 45
bta-miR-23b-3p 98 30 57 21 45
cpo-miR-23b-3p 98 30 57 21 45
dno-miR-23b-3p 98 30 57 21 45
dre-miR-23b-3p 98 30 57 21 45
efu-miR-23b 98 30 57 21 45
hsa-miR-23b-3p 98 30 57 21 45
ocu-miR-23b-3p 98 30 57 21 45
oga-miR-23b 98 30 57 21 45
oha-miR-23b-3p 98 30 57 21 45
ola-miR-23b 98 30 57 21 45
pbv-miR-23b-3p 98 30 57 21 45
pma-miR-23b 98 30 57 21 45
ppa-miR-23b 98 30 57 21 45
ppy-miR-23b 98 30 57 21 45
ptr-miR-23b 98 30 57 21 45
tch-miR-23b-3p 98 30 57 21 45
cfa-miR-29a 117 82 137 45 82
cja-miR-29a 117 82 137 45 82
cpo-miR-29a-3p 117 82 137 45 82
dma-miR-29a 117 82 137 45 82
dno-miR-29a-3p 117 82 137 45 82
eca-miR-29a 117 82 137 45 82
hsa-miR-29a-3p 117 82 137 45 82
mmr-miR-29a 117 82 137 45 82
mmu-miR-29a-3p 117 82 137 45 82
nle-miR-29a 117 82 137 45 82
ocu-miR-29a-3p 117 82 137 45 82
oga-miR-29a 117 82 137 45 82
pal-miR-29a-3p 117 82 137 45 82
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pha-miR-29a 117 82 137 45 82
rno-miR-29a-3p 117 82 137 45 82
cli-miR-23b-3p 99 30 57 22 45
age-miR-29a 170 93 148 58 108
ggo-miR-29a 170 93 148 58 108
lla-miR-29a 170 93 148 58 108
mml-miR-29a-3p 170 93 148 58 108
mne-miR-29a 170 93 148 58 108
ppa-miR-29a 170 93 148 58 108
ppy-miR-29a 170 93 148 58 108
ptr-miR-29a 170 93 148 58 108
sbo-miR-29a 170 93 148 58 108
sla-miR-29a 170 93 148 58 108
gga-miR-126-3p 752 501 671 291 487
bta-miR-200c 2 59 226 29 53
cfa-miR-200c 2 59 226 29 53
cgr-miR-200c 2 59 226 29 53
chi-miR-200c 2 59 226 29 53
cja-miR-200c 2 59 226 29 53
cpo-miR-200c-3p 2 59 226 29 53
eca-miR-200c 2 59 226 29 53
efu-miR-200c 2 59 226 29 53
hsa-miR-200c-3p 2 59 226 29 53
mmu-miR-200c-3p 2 59 226 29 53
ocu-miR-200c-3p 2 59 226 29 53
pal-miR-200c-3p 2 59 226 29 53
ptr-miR-200c 2 59 226 29 53
tch-miR-200c-3p 2 59 226 29 53
aca-miR-126-3p 752 499 671 291 487
ami-miR-126-3p 752 499 671 291 487
cgr-miR-126a 752 499 671 291 487
cja-miR-126 752 499 671 291 487
cli-miR-126-3p 752 499 671 291 487
cpi-miR-126-3p 752 499 671 291 487
cpo-miR-126-3p 752 499 671 291 487
dno-miR-126-3p 752 499 671 291 487
eca-miR-126-3p 752 499 671 291 487
hsa-miR-126-3p 752 499 671 291 487
mdo-miR-126-3p 752 499 671 291 487
mml-miR-126 752 499 671 291 487
mmu-miR-126a-3p 752 499 671 291 487
oan-miR-126-3p 752 499 671 291 487
pbv-miR-126-3p 752 499 671 291 487
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ppy-miR-126 752 499 671 291 487
ptr-miR-126 752 499 671 291 487
rno-miR-126a-3p 752 499 671 291 487
ssc-miR-126-3p 752 499 671 291 487
tgu-miR-126-3p 752 499 671 291 487
ccr-miR-30d 46 49 94 18 34
cja-miR-30d 46 49 94 18 34
cpi-miR-30d-5p 46 49 94 18 34
oan-miR-30d-5p 46 49 94 18 34
ola-miR-30d-5p 46 49 94 18 34
efu-miR-126 756 506 678 291 498
ccr-miR-100 126 30 25 38 32
cgr-miR-100-5p 126 30 25 38 32
chi-miR-100-5p 126 30 25 38 32
cpi-miR-100-5p 126 30 25 38 32
dma-miR-100 126 30 25 38 32
mdo-miR-100-5p 126 30 25 38 32
pmi-miR-100-5p 126 30 25 38 32
sbo-miR-100 126 30 25 38 32
sha-miR-100 126 30 25 38 32
tgu-miR-100-5p 126 30 25 38 32
efu-miR-29a 207 117 182 73 128
gga-let-7g-5p 27 68 130 39 56
ggo-let-7g 27 68 130 39 56
mdo-let-7g-5p 27 68 130 39 56
oar-let-7g 27 68 130 39 56
sha-let-7g 27 68 130 39 56
bta-miR-29a 200 114 179 73 124
ssc-miR-29a-3p 200 114 179 73 124
cpo-miR-16b-5p 401 204 217 133 202
dno-miR-16b-5p 401 204 217 133 202
efu-miR-16 401 204 217 133 202
ocu-miR-16b-5p 401 204 217 133 202
bta-miR-375 12 470 1593 199 498
efu-miR-375 12 470 1593 199 498
mdo-miR-375 12 470 1593 199 498
cfa-miR-375 12 464 1564 196 491
cpo-miR-375-3p 12 464 1564 196 491
dno-miR-375-3p 12 464 1564 196 491
ggo-miR-375 12 464 1564 196 491
hsa-miR-375-3p 12 464 1564 196 491
mml-miR-375 12 464 1564 196 491
mmu-miR-375-3p 12 464 1564 196 491
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ocu-miR-375-3p 12 464 1564 196 491
pal-miR-375-3p 12 464 1564 196 491
ppy-miR-375 12 464 1564 196 491
ptr-miR-375 12 464 1564 196 491
rno-miR-375-3p 12 464 1564 196 491
ssc-miR-375 12 464 1564 196 491
gma-miR390a-3p 6474 6483 8058 5160 4809
gma-miR390c 6474 6483 8058 5160 4809
mes-miR390 6474 6483 8058 5160 4809
nle-miR-148a 0 84 241 41 76
oga-miR-148a 0 84 241 41 76
pha-miR-148a 0 84 241 41 76
ppa-miR-148a 0 84 241 41 76
abu-miR-26a 519 374 526 243 334
aca-miR-26-3-5p 519 374 526 243 334
ami-miR-26-5p 519 374 526 243 334
bta-miR-26a 519 374 526 243 334
ccr-miR-26a 519 374 526 243 334
cfa-miR-26a 519 374 526 243 334
chi-miR-26a-5p 519 374 526 243 334
cja-miR-26a 519 374 526 243 334
cli-miR-26-5p 519 374 526 243 334
cpi-miR-26-5p 519 374 526 243 334
cpo-miR-26a-5p 519 374 526 243 334
dma-miR-26a 519 374 526 243 334
dno-miR-26a-5p 519 374 526 243 334
dre-miR-26a-5p 519 374 526 243 334
eca-miR-26a 519 374 526 243 334
fru-miR-26 519 374 526 243 334
gga-miR-26a-2-5p 519 374 526 243 334
ggo-miR-26a 519 374 526 243 334
gmo-miR-26a-5p 519 374 526 243 334
hsa-miR-26a-5p 519 374 526 243 334
ipu-miR-26a 519 374 526 243 334
lla-miR-26a 519 374 526 243 334
mml-miR-26a-5p 519 374 526 243 334
mmr-miR-26a 519 374 526 243 334
mmu-miR-26a-5p 519 374 526 243 334
mne-miR-26a 519 374 526 243 334
mze-miR-26a 519 374 526 243 334
nbr-miR-26a 519 374 526 243 334
nle-miR-26a 519 374 526 243 334
oan-miR-26-5p 519 374 526 243 334
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oar-miR-26a 519 374 526 243 334
ocu-miR-26a-5p 519 374 526 243 334
oga-miR-26a 519 374 526 243 334
oha-miR-26-5p 519 374 526 243 334
oni-miR-26a 519 374 526 243 334
pal-miR-26a-5p 519 374 526 243 334
pbv-miR-26-5p 519 374 526 243 334
pha-miR-26a 519 374 526 243 334
pma-miR-26a-5p 519 374 526 243 334
pny-miR-26a 519 374 526 243 334
ppa-miR-26a 519 374 526 243 334
ppy-miR-26a 519 374 526 243 334
ptr-miR-26a 519 374 526 243 334
rno-miR-26a-5p 519 374 526 243 334
sbo-miR-26a 519 374 526 243 334
ssa-miR-26a-5p 519 374 526 243 334
ssc-miR-26a 519 374 526 243 334
tch-miR-26a-5p 519 374 526 243 334
tgu-miR-26-5p 519 374 526 243 334
tni-miR-26 519 374 526 243 334
xla-miR-26-5p 519 374 526 243 334
efu-miR-26a 521 375 527 243 334
efu-miR-26c 521 375 527 243 334
gma-miR391-5p 85 196 96 86 109
aca-let-7g 85 147 289 94 135
ami-let-7g-5p 85 147 289 94 135
bta-let-7g 85 147 289 94 135
cfa-let-7g 85 147 289 94 135
cgr-let-7g-5p 85 147 289 94 135
chi-let-7g-5p 85 147 289 94 135
cja-let-7g 85 147 289 94 135
cli-let-7g-5p 85 147 289 94 135
cpi-let-7g-5p 85 147 289 94 135
cpo-let-7g-5p 85 147 289 94 135
dma-let-7g 85 147 289 94 135
dno-let-7g-5p 85 147 289 94 135
eca-let-7g 85 147 289 94 135
hsa-let-7g-5p 85 147 289 94 135
mml-let-7g-5p 85 147 289 94 135
mmr-let-7g 85 147 289 94 135
mmu-let-7g-5p 85 147 289 94 135
nle-let-7g 85 147 289 94 135
oan-let-7g-5p 85 147 289 94 135
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ocu-let-7g-5p 85 147 289 94 135
oga-let-7g 85 147 289 94 135
oha-let-7g-5p 85 147 289 94 135
pal-let-7g-5p 85 147 289 94 135
pbv-let-7g-5p 85 147 289 94 135
pha-let-7g 85 147 289 94 135
ppa-let-7g 85 147 289 94 135
ppy-let-7g 85 147 289 94 135
ptr-let-7g 85 147 289 94 135
rno-let-7g-5p 85 147 289 94 135
ssc-let-7g 85 147 289 94 135
tch-let-7g-5p 85 147 289 94 135
tgu-let-7g-5p 85 147 289 94 135
aly-miR390a-3p 7408 7479 8969 5907 5712
ath-miR390a-3p 7408 7479 8969 5907 5712
cas-miR390a-3p 7408 7479 8969 5907 5712
csi-miR390a-3p 7408 7479 8969 5907 5712
lja-miR390a-3p 7408 7479 8969 5907 5712
lja-miR390b-3p 7408 7479 8969 5907 5712
sly-miR390b-3p 7408 7479 8969 5907 5712
pal-miR-126-3p 144 117 122 63 112
xla-miR-126-3p 144 117 122 63 112
aof-miR166a 7981 8169 8133 5956 6604
atr-miR166b 7981 8169 8133 5956 6604
bdi-miR166f 7981 8169 8133 5956 6604
csi-miR166b-3p 7981 8169 8133 5956 6604
csi-miR166d-3p 7981 8169 8133 5956 6604
csi-miR166g-3p 7981 8169 8133 5956 6604
gma-miR166h-3p 7981 8169 8133 5956 6604
gma-miR166k 7981 8169 8133 5956 6604
pab-miR166e 7981 8169 8133 5956 6604
abu-let-7b 225 214 386 156 214
ami-let-7b-5p 225 214 386 156 214
bta-let-7b 225 214 386 156 214
ccr-let-7b 225 214 386 156 214
cfa-let-7b 225 214 386 156 214
cgr-let-7b 225 214 386 156 214
chi-let-7b-5p 225 214 386 156 214
cja-let-7b 225 214 386 156 214
cpi-let-7b-5p 225 214 386 156 214
cpo-let-7b-5p 225 214 386 156 214
dma-let-7b 225 214 386 156 214
dno-let-7b-5p 225 214 386 156 214
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dre-let-7b 225 214 386 156 214
fru-let-7b 225 214 386 156 214
gga-let-7b 225 214 386 156 214
hsa-let-7b-5p 225 214 386 156 214
mdo-let-7b 225 214 386 156 214
mml-let-7b-5p 225 214 386 156 214
mmr-let-7b 225 214 386 156 214
mmu-let-7b-5p 225 214 386 156 214
mze-let-7b 225 214 386 156 214
nbr-let-7b 225 214 386 156 214
oan-let-7b-5p 225 214 386 156 214
ocu-let-7b-5p 225 214 386 156 214
oga-let-7b 225 214 386 156 214
oha-let-7b-5p 225 214 386 156 214
oni-let-7b 225 214 386 156 214
pbv-let-7b-5p 225 214 386 156 214
pha-let-7b 225 214 386 156 214
pny-let-7b 225 214 386 156 214
pol-let-7b-5p 225 214 386 156 214
ppa-let-7b 225 214 386 156 214
ppy-let-7b 225 214 386 156 214
ptr-let-7b 225 214 386 156 214
rno-let-7b-5p 225 214 386 156 214
sbo-let-7b 225 214 386 156 214
ssa-let-7b-5p 225 214 386 156 214
tgu-let-7b-5p 225 214 386 156 214
tni-let-7b 225 214 386 156 214
bta-miR-126-3p 144 115 122 63 112
xla-miR-126-2-3p 144 115 122 63 112
efu-miR-22 1415 908 1298 714 916
xla-miR-22-3p 1415 908 1298 714 916
ama-miR156 4349 4087 2522 2892 2048
aly-miR156a-5p 4346 4087 2521 2892 2048
aly-miR156b-5p 4346 4087 2521 2892 2048
aly-miR156c-5p 4346 4087 2521 2892 2048
aly-miR156d-5p 4346 4087 2521 2892 2048
aly-miR156e-5p 4346 4087 2521 2892 2048
aly-miR156f-5p 4346 4087 2521 2892 2048
aof-miR156a 4346 4087 2521 2892 2048
ata-miR156a-5p 4346 4087 2521 2892 2048
ata-miR156b-5p 4346 4087 2521 2892 2048
ata-miR156c-5p 4346 4087 2521 2892 2048
ata-miR156d-5p 4346 4087 2521 2892 2048
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ata-miR156e-5p 4346 4087 2521 2892 2048
ath-miR156a-5p 4346 4087 2521 2892 2048
ath-miR156b-5p 4346 4087 2521 2892 2048
ath-miR156c-5p 4346 4087 2521 2892 2048
ath-miR156d-5p 4346 4087 2521 2892 2048
ath-miR156e 4346 4087 2521 2892 2048
ath-miR156f-5p 4346 4087 2521 2892 2048
atr-miR156b 4346 4087 2521 2892 2048
atr-miR156d 4346 4087 2521 2892 2048
bdi-miR156b-5p 4346 4087 2521 2892 2048
bdi-miR156c 4346 4087 2521 2892 2048
bdi-miR156d-5p 4346 4087 2521 2892 2048
bdi-miR156e-5p 4346 4087 2521 2892 2048
bdi-miR156f-5p 4346 4087 2521 2892 2048
bdi-miR156g-5p 4346 4087 2521 2892 2048
bdi-miR156h-5p 4346 4087 2521 2892 2048
bdi-miR156i-5p 4346 4087 2521 2892 2048
bna-miR156d 4346 4087 2521 2892 2048
bna-miR156e 4346 4087 2521 2892 2048
bna-miR156f 4346 4087 2521 2892 2048
bra-miR156a-5p 4346 4087 2521 2892 2048
bra-miR156b-5p 4346 4087 2521 2892 2048
bra-miR156c-5p 4346 4087 2521 2892 2048
bra-miR156d-5p 4346 4087 2521 2892 2048
bra-miR156e-5p 4346 4087 2521 2892 2048
bra-miR156f-5p 4346 4087 2521 2892 2048
bra-miR156g-5p 4346 4087 2521 2892 2048
cas-miR156a 4346 4087 2521 2892 2048
cas-miR156b-5p 4346 4087 2521 2892 2048
cas-miR156c-5p 4346 4087 2521 2892 2048
cas-miR156d-5p 4346 4087 2521 2892 2048
cas-miR156e-5p 4346 4087 2521 2892 2048
cas-miR156f-5p 4346 4087 2521 2892 2048
cas-miR156k-5p 4346 4087 2521 2892 2048
cca-miR156a 4346 4087 2521 2892 2048
cme-miR156a 4346 4087 2521 2892 2048
cme-miR156c 4346 4087 2521 2892 2048
cme-miR156d 4346 4087 2521 2892 2048
cme-miR156i 4346 4087 2521 2892 2048
cpa-miR156a 4346 4087 2521 2892 2048
cpa-miR156b 4346 4087 2521 2892 2048
cpa-miR156c 4346 4087 2521 2892 2048
cpa-miR156d 4346 4087 2521 2892 2048
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csi-miR156a-5p 4346 4087 2521 2892 2048
csi-miR156b-5p 4346 4087 2521 2892 2048
csi-miR156c-5p 4346 4087 2521 2892 2048
ctr-miR156 4346 4087 2521 2892 2048
dpr-miR156b 4346 4087 2521 2892 2048
fve-miR156d 4346 4087 2521 2892 2048
ghr-miR156a 4346 4087 2521 2892 2048
ghr-miR156b 4346 4087 2521 2892 2048
ghr-miR156d 4346 4087 2521 2892 2048
gma-miR156a 4346 4087 2521 2892 2048
gma-miR156h 4346 4087 2521 2892 2048
gma-miR156u 4346 4087 2521 2892 2048
gma-miR156v 4346 4087 2521 2892 2048
gma-miR156w 4346 4087 2521 2892 2048
gma-miR156x 4346 4087 2521 2892 2048
gma-miR156y 4346 4087 2521 2892 2048
han-miR156a 4346 4087 2521 2892 2048
han-miR156b 4346 4087 2521 2892 2048
har-miR156a 4346 4087 2521 2892 2048
htu-miR156a 4346 4087 2521 2892 2048
lus-miR156a 4346 4087 2521 2892 2048
lus-miR156g 4346 4087 2521 2892 2048
mdm-miR156a 4346 4087 2521 2892 2048
mdm-miR156b 4346 4087 2521 2892 2048
mdm-miR156c 4346 4087 2521 2892 2048
mdm-miR156d 4346 4087 2521 2892 2048
mdm-miR156e 4346 4087 2521 2892 2048
mdm-miR156f 4346 4087 2521 2892 2048
mdm-miR156g 4346 4087 2521 2892 2048
mdm-miR156h 4346 4087 2521 2892 2048
mdm-miR156i 4346 4087 2521 2892 2048
mdm-miR156j 4346 4087 2521 2892 2048
mdm-miR156k 4346 4087 2521 2892 2048
mdm-miR156l 4346 4087 2521 2892 2048
mdm-miR156m 4346 4087 2521 2892 2048
mdm-miR156n 4346 4087 2521 2892 2048
mdm-miR156o 4346 4087 2521 2892 2048
mes-miR156a 4346 4087 2521 2892 2048
mes-miR156b 4346 4087 2521 2892 2048
mes-miR156c 4346 4087 2521 2892 2048
mes-miR156d 4346 4087 2521 2892 2048
mes-miR156e 4346 4087 2521 2892 2048
mes-miR156f 4346 4087 2521 2892 2048
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mes-miR156g 4346 4087 2521 2892 2048
mtr-miR156b-5p 4346 4087 2521 2892 2048
mtr-miR156c-5p 4346 4087 2521 2892 2048
mtr-miR156d-5p 4346 4087 2521 2892 2048
mtr-miR156i-5p 4346 4087 2521 2892 2048
nta-miR156a 4346 4087 2521 2892 2048
nta-miR156b 4346 4087 2521 2892 2048
nta-miR156c 4346 4087 2521 2892 2048
nta-miR156d 4346 4087 2521 2892 2048
nta-miR156e 4346 4087 2521 2892 2048
osa-miR156a 4346 4087 2521 2892 2048
osa-miR156b-5p 4346 4087 2521 2892 2048
osa-miR156c-5p 4346 4087 2521 2892 2048
osa-miR156d 4346 4087 2521 2892 2048
osa-miR156e 4346 4087 2521 2892 2048
osa-miR156f-5p 4346 4087 2521 2892 2048
osa-miR156g-5p 4346 4087 2521 2892 2048
osa-miR156h-5p 4346 4087 2521 2892 2048
osa-miR156i 4346 4087 2521 2892 2048
osa-miR156j-5p 4346 4087 2521 2892 2048
pab-miR156a 4346 4087 2521 2892 2048
pab-miR156l 4346 4087 2521 2892 2048
ppe-miR156c 4346 4087 2521 2892 2048
ppe-miR156d 4346 4087 2521 2892 2048
ppe-miR156e 4346 4087 2521 2892 2048
ppt-miR156a 4346 4087 2521 2892 2048
ppt-miR156b 4346 4087 2521 2892 2048
ppt-miR156c 4346 4087 2521 2892 2048
ptc-miR156a 4346 4087 2521 2892 2048
ptc-miR156b 4346 4087 2521 2892 2048
ptc-miR156c 4346 4087 2521 2892 2048
ptc-miR156d 4346 4087 2521 2892 2048
ptc-miR156e 4346 4087 2521 2892 2048
ptc-miR156f 4346 4087 2521 2892 2048
sbi-miR156a 4346 4087 2521 2892 2048
sbi-miR156b 4346 4087 2521 2892 2048
sbi-miR156c 4346 4087 2521 2892 2048
sbi-miR156f 4346 4087 2521 2892 2048
sbi-miR156g 4346 4087 2521 2892 2048
sbi-miR156h 4346 4087 2521 2892 2048
sbi-miR156i 4346 4087 2521 2892 2048
sly-miR156d-5p 4346 4087 2521 2892 2048
sof-miR156 4346 4087 2521 2892 2048
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stu-miR156e 4346 4087 2521 2892 2048
stu-miR156g-5p 4346 4087 2521 2892 2048
stu-miR156h-5p 4346 4087 2521 2892 2048
stu-miR156i-5p 4346 4087 2521 2892 2048
stu-miR156j-5p 4346 4087 2521 2892 2048
stu-miR156k-5p 4346 4087 2521 2892 2048
tcc-miR156b 4346 4087 2521 2892 2048
tcc-miR156c 4346 4087 2521 2892 2048
tcc-miR156d 4346 4087 2521 2892 2048
tcc-miR156g 4346 4087 2521 2892 2048
vca-miR156a-5p 4346 4087 2521 2892 2048
vun-miR156a 4346 4087 2521 2892 2048
vvi-miR156b 4346 4087 2521 2892 2048
vvi-miR156c 4346 4087 2521 2892 2048
vvi-miR156d 4346 4087 2521 2892 2048
zma-miR156a-5p 4346 4087 2521 2892 2048
zma-miR156b-5p 4346 4087 2521 2892 2048
zma-miR156c 4346 4087 2521 2892 2048
zma-miR156d-5p 4346 4087 2521 2892 2048
zma-miR156e-5p 4346 4087 2521 2892 2048
zma-miR156f-5p 4346 4087 2521 2892 2048
zma-miR156g-5p 4346 4087 2521 2892 2048
zma-miR156h-5p 4346 4087 2521 2892 2048
zma-miR156i-5p 4346 4087 2521 2892 2048
zma-miR156l-5p 4346 4087 2521 2892 2048
cme-miR156j 4473 4226 2603 2978 2127
fve-miR156a 4473 4226 2603 2978 2127
fve-miR156b 4473 4226 2603 2978 2127
fve-miR156c 4473 4226 2603 2978 2127
fve-miR156e 4473 4226 2603 2978 2127
gma-miR156k 4473 4226 2603 2978 2127
gma-miR156n 4473 4226 2603 2978 2127
gma-miR156o 4473 4226 2603 2978 2127
bna-miR156a 4370 4109 2532 2903 2073
hvu-miR156a 4370 4109 2532 2903 2073
hvu-miR156b 4370 4109 2532 2903 2073
rco-miR156a 4370 4109 2532 2903 2073
rco-miR156b 4370 4109 2532 2903 2073
rco-miR156c 4370 4109 2532 2903 2073
rco-miR156d 4370 4109 2532 2903 2073
ssl-miR156 4370 4109 2532 2903 2073
ssp-miR156 4370 4109 2532 2903 2073
tae-miR156 4370 4109 2532 2903 2073
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gma-miR156q 4361 4101 2529 2913 2052
gma-miR156s 4361 4101 2529 2913 2052
aca-miR-148a-3p 0 61 174 33 60
bta-miR-148a 0 61 174 33 60
cfa-miR-148a 0 61 174 33 60
cgr-miR-148a 0 61 174 33 60
chi-miR-148a-3p 0 61 174 33 60
cja-miR-148a 0 61 174 33 60
cli-miR-148a-3p 0 61 174 33 60
cpi-miR-148a-3p 0 61 174 33 60
cpo-miR-148a-3p 0 61 174 33 60
dno-miR-148a-3p 0 61 174 33 60
eca-miR-148a 0 61 174 33 60
gga-miR-148a-3p 0 61 174 33 60
hsa-miR-148a-3p 0 61 174 33 60
mdo-miR-148-3p 0 61 174 33 60
mml-miR-148a-3p 0 61 174 33 60
mmu-miR-148a-3p 0 61 174 33 60
oan-miR-148-3p 0 61 174 33 60
oar-miR-148a 0 61 174 33 60
ocu-miR-148a-3p 0 61 174 33 60
pal-miR-148a-3p 0 61 174 33 60
pbv-miR-148a-3p 0 61 174 33 60
ppy-miR-148a 0 61 174 33 60
ptr-miR-148a 0 61 174 33 60
sbo-miR-148a 0 61 174 33 60
ssc-miR-148a-3p 0 61 174 33 60
tch-miR-148a-3p 0 61 174 33 60
tgu-miR-148a-3p 0 61 174 33 60
xtr-miR-148a 0 61 174 33 60
age-miR-22 1379 886 1272 702 902
aja-miR-22 1379 886 1272 702 902
cfa-miR-22 1379 886 1272 702 902
cgr-miR-22-3p 1379 886 1272 702 902
cja-miR-22 1379 886 1272 702 902
cli-miR-22-3p 1379 886 1272 702 902
cpi-miR-22-3p 1379 886 1272 702 902
cpo-miR-22-3p 1379 886 1272 702 902
dma-miR-22 1379 886 1272 702 902
dno-miR-22-3p 1379 886 1272 702 902
eca-miR-22 1379 886 1272 702 902
gga-miR-22-3p 1379 886 1272 702 902
hsa-miR-22-3p 1379 886 1272 702 902
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lca-miR-22 1379 886 1272 702 902
lla-miR-22 1379 886 1272 702 902
mml-miR-22 1379 886 1272 702 902
mmr-miR-22 1379 886 1272 702 902
mmu-miR-22-3p 1379 886 1272 702 902
mne-miR-22 1379 886 1272 702 902
nle-miR-22 1379 886 1272 702 902
oan-miR-22-3p 1379 886 1272 702 902
ocu-miR-22-3p 1379 886 1272 702 902
oga-miR-22 1379 886 1272 702 902
oha-miR-22a 1379 886 1272 702 902
pal-miR-22-3p 1379 886 1272 702 902
pbv-miR-22-3p 1379 886 1272 702 902
pha-miR-22 1379 886 1272 702 902
ppa-miR-22 1379 886 1272 702 902
ppy-miR-22 1379 886 1272 702 902
ptr-miR-22 1379 886 1272 702 902
rno-miR-22-3p 1379 886 1272 702 902
sbo-miR-22 1379 886 1272 702 902
sla-miR-22 1379 886 1272 702 902
ssc-miR-22-3p 1379 886 1272 702 902
tch-miR-22-3p 1379 886 1272 702 902
xtr-miR-22-3p 1379 886 1272 702 902
aly-miR170-5p 8021 6868 7105 4211 6540
aly-miR171a-5p 8021 6868 7105 4211 6540
ath-miR170-5p 8021 6868 7105 4211 6540
ath-miR171a-5p 8021 6868 7105 4211 6540
cas-miR170 8021 6868 7105 4211 6540
cas-miR171a-5p 8021 6868 7105 4211 6540
csi-miR171f-5p 8021 6868 7105 4211 6540
gma-miR171j-5p 8021 6868 7105 4211 6540
sly-miR171f 8021 6868 7105 4211 6540
stu-miR171a-5p 8021 6868 7105 4211 6540
stu-miR171c-5p 8021 6868 7105 4211 6540
age-miR-16 266 163 163 103 156
cfa-miR-16 266 163 163 103 156
cgr-miR-16-5p 266 163 163 103 156
cja-miR-16 266 163 163 103 156
cpi-miR-16a-5p 266 163 163 103 156
dma-miR-16 266 163 163 103 156
eca-miR-16 266 163 163 103 156
ggo-miR-16 266 163 163 103 156
hsa-miR-16-5p 266 163 163 103 156
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lla-miR-16 266 163 163 103 156
mdo-miR-16-5p 266 163 163 103 156
mml-miR-16-5p 266 163 163 103 156
mmu-miR-16-5p 266 163 163 103 156
mne-miR-16 266 163 163 103 156
mze-miR-16a 266 163 163 103 156
nle-miR-16 266 163 163 103 156
oan-miR-16a-5p 266 163 163 103 156
oga-miR-16 266 163 163 103 156
oni-miR-16a 266 163 163 103 156
pal-miR-16-5p 266 163 163 103 156
pha-miR-16 266 163 163 103 156
ppa-miR-16 266 163 163 103 156
ptr-miR-16 266 163 163 103 156
rno-miR-16-5p 266 163 163 103 156
sbo-miR-16 266 163 163 103 156
sla-miR-16 266 163 163 103 156
ssa-miR-16c-5p 266 163 163 103 156
ssc-miR-16 266 163 163 103 156
xla-miR-148a-3p 0 61 177 34 60
efu-miR-133-3p 331 233 127 128 219
chi-miR-133a-3p 324 223 125 127 212
cli-miR-133a-3p 324 223 125 127 212
cpi-miR-133a-3p 324 223 125 127 212
cpo-miR-133a-3p 324 223 125 127 212
dno-miR-133a-3p 324 223 125 127 212
ocu-miR-133a-3p 324 223 125 127 212
pbv-miR-133a-3p 324 223 125 127 212
aca-miR-200a-3p 2 58 166 41 61
ami-miR-200a-3p 2 58 166 41 61
dre-miR-200a-3p 2 58 166 41 61
eca-miR-200a 2 58 166 41 61
fru-miR-200a 2 58 166 41 61
gga-miR-200a-3p 2 58 166 41 61
ggo-miR-200a 2 58 166 41 61
gmo-miR-200a-3p 2 58 166 41 61
hsa-miR-200a-3p 2 58 166 41 61
mdo-miR-200a-3p 2 58 166 41 61
mml-miR-200a-3p 2 58 166 41 61
mmu-miR-200a-3p 2 58 166 41 61
ppy-miR-200a 2 58 166 41 61
ptr-miR-200a 2 58 166 41 61
rno-miR-200a-3p 2 58 166 41 61
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tni-miR-200a 2 58 166 41 61
xtr-miR-200a 2 58 166 41 61
osa-miR159f 1487 3915 3203 2104 1946
aof-miR171b 340 402 379 288 323
fve-miR171f-3p 340 402 379 288 323
gma-miR171k-3p 340 402 379 288 323
lja-miR171d-5p 340 402 379 288 323
mdm-miR171j 340 402 379 288 323
mdm-miR171k 340 402 379 288 323
mdm-miR171l 340 402 379 288 323
mes-miR171e 340 402 379 288 323
nta-miR171b 340 402 379 288 323
pab-miR171b 340 402 379 288 323
pab-miR171c 340 402 379 288 323
ppe-miR171b 340 402 379 288 323
ssl-miR171b 340 402 379 288 323
vvi-miR171f 340 402 379 288 323
abu-miR-200a 16 197 535 142 189
bta-miR-200a 16 197 535 142 189
cgr-miR-200a 16 197 535 142 189
cli-miR-200a-3p 16 197 535 142 189
cpi-miR-200a-3p 16 197 535 142 189
cpo-miR-200a-3p 16 197 535 142 189
efu-miR-200a 16 197 535 142 189
mze-miR-200a 16 197 535 142 189
nbr-miR-200a 16 197 535 142 189
oan-miR-200a-3p 16 197 535 142 189
oha-miR-200a 16 197 535 142 189
oni-miR-200a 16 197 535 142 189
pal-miR-200a-3p 16 197 535 142 189
pbv-miR-200a-3p 16 197 535 142 189
pny-miR-200a 16 197 535 142 189
ssa-miR-200b-3p 16 197 535 142 189
tch-miR-200a-3p 16 197 535 142 189
tgu-miR-200a-3p 16 197 535 142 189
xla-miR-200a-3p 16 197 535 142 189
aca-miR-181a 221 179 302 129 188
ami-miR-181a-5p 221 179 302 129 188
cgr-miR-181a-5p 221 179 302 129 188
cja-miR-181a 221 179 302 129 188
cpi-miR-181a-5p 221 179 302 129 188
dma-miR-181a 221 179 302 129 188
dre-miR-181a-5p 221 179 302 129 188
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Do not distribute

eca-miR-181a 221 179 302 129 188
fru-miR-181a-5p 221 179 302 129 188
gga-miR-181a-5p 221 179 302 129 188
ggo-miR-181a-5p 221 179 302 129 188
gmo-miR-181a-5p 221 179 302 129 188
hsa-miR-181a-5p 221 179 302 129 188
lla-miR-181a-5p 221 179 302 129 188
mdo-miR-181a-5p 221 179 302 129 188
mml-miR-181a-5p 221 179 302 129 188
mmu-miR-181a-5p 221 179 302 129 188
mne-miR-181a-5p 221 179 302 129 188
nle-miR-181a 221 179 302 129 188
oan-miR-181a-5p 221 179 302 129 188
oar-miR-181a 221 179 302 129 188
oga-miR-181a 221 179 302 129 188
pha-miR-181a 221 179 302 129 188
pma-miR-181a-5p 221 179 302 129 188
ppa-miR-181a-5p 221 179 302 129 188
ppy-miR-181a-5p 221 179 302 129 188
ptr-miR-181a-5p 221 179 302 129 188
rno-miR-181a-5p 221 179 302 129 188
sla-miR-181a 221 179 302 129 188
ssa-miR-181a-5p 221 179 302 129 188
tch-miR-181a-5p 221 179 302 129 188
tgu-miR-181a-5p 221 179 302 129 188
tni-miR-181a-5p 221 179 302 129 188
xtr-miR-181a-5p 221 179 302 129 188
bta-miR-181a 264 202 337 151 211
cli-miR-181a-5p 264 202 337 151 211
cpo-miR-181a-5p 264 202 337 151 211
dno-miR-181a-5p 264 202 337 151 211
ocu-miR-181a-5p 264 202 337 151 211
oha-miR-181a-5p 264 202 337 151 211
pal-miR-181a-5p 264 202 337 151 211
pbv-miR-181a-5p 264 202 337 151 211
ssc-miR-181a 264 202 337 151 211
abu-miR-221 90 49 41 42 43
ami-miR-221-3p 90 49 41 42 43
cgr-miR-221-3p 90 49 41 42 43
cpo-miR-221-3p 90 49 41 42 43
dma-miR-221 90 49 41 42 43
dno-miR-221-3p 90 49 41 42 43
dre-miR-221-3p 90 49 41 42 43
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eca-miR-221 90 49 41 42 43
fru-miR-221 90 49 41 42 43
gga-miR-221-3p 90 49 41 42 43
ggo-miR-221 90 49 41 42 43
hsa-miR-221-3p 90 49 41 42 43
mdo-miR-221-3p 90 49 41 42 43
mml-miR-221-3p 90 49 41 42 43
mmr-miR-221 90 49 41 42 43
mmu-miR-221-3p 90 49 41 42 43
mze-miR-221 90 49 41 42 43
nbr-miR-221 90 49 41 42 43
nle-miR-221 90 49 41 42 43
ocu-miR-221-3p 90 49 41 42 43
oga-miR-221 90 49 41 42 43
oha-miR-221-3p 90 49 41 42 43
ola-miR-221 90 49 41 42 43
oni-miR-221 90 49 41 42 43
pha-miR-221 90 49 41 42 43
pny-miR-221 90 49 41 42 43
ppa-miR-221 90 49 41 42 43
ppy-miR-221 90 49 41 42 43
ptr-miR-221 90 49 41 42 43
rno-miR-221-3p 90 49 41 42 43
sbo-miR-221 90 49 41 42 43
tgu-miR-221-3p 90 49 41 42 43
tni-miR-221 90 49 41 42 43
xtr-miR-221 90 49 41 42 43
gma-miR159e-5p 2364 1927 1599 1667 1619
cli-miR-199-3p 191 104 103 82 111
efu-miR-199 191 104 103 82 111
dre-miR-199-3p 182 97 95 75 108
oha-miR-199c-3p 182 97 95 75 108
ssc-miR-199b-3p 182 97 95 75 108
xtr-miR-199a-3p 182 97 95 75 108
aca-miR-23a-3p 177 117 122 81 117
age-miR-23a 177 117 122 81 117
ccr-miR-23a 177 117 122 81 117
cgr-miR-23a-3p 177 117 122 81 117
chi-miR-23a 177 117 122 81 117
cpi-miR-23a-3p 177 117 122 81 117
eca-miR-23a 177 117 122 81 117
ggo-miR-23a 177 117 122 81 117
hsa-miR-23a-3p 177 117 122 81 117
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ipu-miR-23a 177 117 122 81 117
lca-miR-23a 177 117 122 81 117
mml-miR-23a-3p 177 117 122 81 117
mmu-miR-23a-3p 177 117 122 81 117
mne-miR-23a 177 117 122 81 117
pbv-miR-23a-3p 177 117 122 81 117
pha-miR-23a 177 117 122 81 117
pny-miR-23a 177 117 122 81 117
ppa-miR-23a 177 117 122 81 117
ppy-miR-23a 177 117 122 81 117
ptr-miR-23a 177 117 122 81 117
rno-miR-23a-3p 177 117 122 81 117
sla-miR-23a 177 117 122 81 117
ssa-miR-23a-3p 177 117 122 81 117
ssc-miR-23a 177 117 122 81 117
xla-miR-23a 177 117 122 81 117
xtr-miR-23a 177 117 122 81 117
aly-miR168a-5p 28942 22785 27536 20618 22487
aly-miR168b-5p 28942 22785 27536 20618 22487
aof-miR168a 28942 22785 27536 20618 22487
ath-miR168a-5p 28942 22785 27536 20618 22487
ath-miR168b-5p 28942 22785 27536 20618 22487
atr-miR168 28942 22785 27536 20618 22487
bna-miR168a 28942 22785 27536 20618 22487
bra-miR168a-5p 28942 22785 27536 20618 22487
cca-miR168a 28942 22785 27536 20618 22487
ccl-miR168 28942 22785 27536 20618 22487
crt-miR168 28942 22785 27536 20618 22487
csi-miR168-5p 28942 22785 27536 20618 22487
fve-miR168-5p 28942 22785 27536 20618 22487
gma-miR168a 28942 22785 27536 20618 22487
lus-miR168a 28942 22785 27536 20618 22487
lus-miR168b 28942 22785 27536 20618 22487
mdm-miR168a 28942 22785 27536 20618 22487
mdm-miR168b 28942 22785 27536 20618 22487
mes-miR168a 28942 22785 27536 20618 22487
mtr-miR168b 28942 22785 27536 20618 22487
mtr-miR168c-5p 28942 22785 27536 20618 22487
nta-miR168d 28942 22785 27536 20618 22487
nta-miR168e 28942 22785 27536 20618 22487
pab-miR168a 28942 22785 27536 20618 22487
ppe-miR168 28942 22785 27536 20618 22487
ptc-miR168a-5p 28942 22785 27536 20618 22487
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ptc-miR168b-5p 28942 22785 27536 20618 22487
rco-miR168 28942 22785 27536 20618 22487
tcc-miR168 28942 22785 27536 20618 22487
vca-miR168a-5p 28942 22785 27536 20618 22487
vca-miR168b-5p 28942 22785 27536 20618 22487
vun-miR168 28942 22785 27536 20618 22487
vvi-miR168 28942 22785 27536 20618 22487
lja-miR168-5p 29003 22843 27583 20701 22538
oha-miR-1a-3p 135 103 63 65 98
pma-miR-1c-3p 135 103 63 65 98
ami-miR-27b-3p 67 83 148 54 80
dma-miR-27b 67 83 148 54 80
gmo-miR-27b-3p 67 83 148 54 80
nle-miR-27b 67 83 148 54 80
oga-miR-27b 67 83 148 54 80
pha-miR-27b 67 83 148 54 80
csi-miR167c-3p 377 359 421 357 328
aae-miR-133 206 143 77 83 146
abu-miR-133a 206 143 77 83 146
aga-miR-133 206 143 77 83 146
age-miR-133a 206 143 77 83 146
ame-miR-133-3p 206 143 77 83 146
bbe-miR-133-5p 206 143 77 83 146
bmo-miR-133 206 143 77 83 146
ccr-miR-133a-3p 206 143 77 83 146
cfa-miR-133a 206 143 77 83 146
cja-miR-133a 206 143 77 83 146
cqu-miR-133 206 143 77 83 146
cte-miR-133 206 143 77 83 146
dan-miR-133 206 143 77 83 146
der-miR-133 206 143 77 83 146
dgr-miR-133 206 143 77 83 146
dme-miR-133-3p 206 143 77 83 146
dmo-miR-133 206 143 77 83 146
dpe-miR-133 206 143 77 83 146
dps-miR-133 206 143 77 83 146
dpu-miR-133 206 143 77 83 146
dqu-miR-133-3p 206 143 77 83 146
dse-miR-133 206 143 77 83 146
dsi-miR-133 206 143 77 83 146
dvi-miR-133-3p 206 143 77 83 146
dwi-miR-133 206 143 77 83 146
dya-miR-133 206 143 77 83 146
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gga-miR-133a-3p 206 143 77 83 146
ggo-miR-133a 206 143 77 83 146
gmo-miR-133a-3p 206 143 77 83 146
ipu-miR-133a 206 143 77 83 146
isc-miR-133 206 143 77 83 146
lgi-miR-133-3p 206 143 77 83 146
lla-miR-133a 206 143 77 83 146
mdo-miR-133a-3p 206 143 77 83 146
mne-miR-133a 206 143 77 83 146
mse-miR-133 206 143 77 83 146
mze-miR-133a 206 143 77 83 146
nbr-miR-133a 206 143 77 83 146
ngi-miR-133 206 143 77 83 146
nlo-miR-133 206 143 77 83 146
nvi-miR-133 206 143 77 83 146
oan-miR-133a-3p 206 143 77 83 146
oar-miR-133 206 143 77 83 146
oni-miR-133a 206 143 77 83 146
pal-miR-133a-3p 206 143 77 83 146
pca-miR-133-3p 206 143 77 83 146
ppa-miR-133a 206 143 77 83 146
sko-miR-133 206 143 77 83 146
sla-miR-133a 206 143 77 83 146
ssa-miR-133a-3p 206 143 77 83 146
tca-miR-133-3p 206 143 77 83 146
tcf-miR-133 206 143 77 83 146
tur-miR-133-3p 206 143 77 83 146
xla-miR-133a 206 143 77 83 146
xtr-miR-133a 206 143 77 83 146
ami-miR-199-3p 152 98 96 73 100
bta-miR-199a-3p 152 98 96 73 100
cpi-miR-199-3p 152 98 96 73 100
cpo-miR-199-3p 152 98 96 73 100
dno-miR-199-3p 152 98 96 73 100
eca-miR-199a-3p 152 98 96 73 100
eca-miR-199b-3p 152 98 96 73 100
gmo-miR-199-3p 152 98 96 73 100
hsa-miR-199a-3p 152 98 96 73 100
hsa-miR-199b-3p 152 98 96 73 100
mml-miR-199a-3p 152 98 96 73 100
mmu-miR-199a-3p 152 98 96 73 100
mmu-miR-199b-3p 152 98 96 73 100
ocu-miR-199a-3p 152 98 96 73 100
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oha-miR-199a-3p 152 98 96 73 100
ola-miR-199a-3p 152 98 96 73 100
pol-miR-199a-3p 152 98 96 73 100
ptr-miR-199a-3p 152 98 96 73 100
ptr-miR-199b 152 98 96 73 100
rno-miR-199a-3p 152 98 96 73 100
ssc-miR-199a-3p 152 98 96 73 100
xla-miR-199-3p 152 98 96 73 100
bdi-miR166e-3p 1001 1255 1211 1048 894
atr-miR319a 4040 3144 2272 2517 2469
atr-miR319c 4040 3144 2272 2517 2469
cme-miR319a 4040 3144 2272 2517 2469
cme-miR319b 4040 3144 2272 2517 2469
ctr-miR319 4040 3144 2272 2517 2469
gma-miR319a 4040 3144 2272 2517 2469
gma-miR319b 4040 3144 2272 2517 2469
gma-miR319e 4040 3144 2272 2517 2469
lus-miR319b 4040 3144 2272 2517 2469
mtr-miR319a-3p 4040 3144 2272 2517 2469
mtr-miR319b-3p 4040 3144 2272 2517 2469
pab-miR319a 4040 3144 2272 2517 2469
pab-miR319b 4040 3144 2272 2517 2469
pab-miR319c 4040 3144 2272 2517 2469
pab-miR319f 4040 3144 2272 2517 2469
pab-miR319g 4040 3144 2272 2517 2469
pab-miR319i 4040 3144 2272 2517 2469
pab-miR319k 4040 3144 2272 2517 2469
pab-miR319l 4040 3144 2272 2517 2469
pab-miR319m 4040 3144 2272 2517 2469
pab-miR319n 4040 3144 2272 2517 2469
ppe-miR319a 4040 3144 2272 2517 2469
ptc-miR319a 4040 3144 2272 2517 2469
ptc-miR319b 4040 3144 2272 2517 2469
ptc-miR319c 4040 3144 2272 2517 2469
ptc-miR319d 4040 3144 2272 2517 2469
mes-miR166i 65 161 139 108 79
csi-miR159c-3p 4060 3182 2307 2548 2498
ppt-miR319c 4060 3182 2307 2548 2498
ppt-miR319d-3p 4060 3182 2307 2548 2498
ppt-miR319e 4060 3182 2307 2548 2498
abu-miR-199-3p 144 91 88 66 97
ccr-miR-199-3p 144 91 88 66 97
cfa-miR-199 144 91 88 66 97
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cgr-miR-199a-3p 144 91 88 66 97
chi-miR-199a-3p 144 91 88 66 97
chi-miR-199b-3p 144 91 88 66 97
chi-miR-199c-3p 144 91 88 66 97
cja-miR-199 144 91 88 66 97
dma-miR-199 144 91 88 66 97
gmo-miR-199-4-3p 144 91 88 66 97
ipu-miR-199a-3p 144 91 88 66 97
mdo-miR-199b-3p 144 91 88 66 97
mmr-miR-199 144 91 88 66 97
mze-miR-199 144 91 88 66 97
nbr-miR-199 144 91 88 66 97
nle-miR-199a 144 91 88 66 97
nle-miR-199b 144 91 88 66 97
oan-miR-199-3p 144 91 88 66 97
oar-miR-199a-3p 144 91 88 66 97
oga-miR-199 144 91 88 66 97
oni-miR-199a 144 91 88 66 97
pal-miR-199-3p 144 91 88 66 97
pbv-miR-199-3p 144 91 88 66 97
pha-miR-199 144 91 88 66 97
pny-miR-199 144 91 88 66 97
ppa-miR-199b 144 91 88 66 97
sbo-miR-199 144 91 88 66 97
sha-miR-199a 144 91 88 66 97
ssa-miR-199a-3p 144 91 88 66 97
tch-miR-199a-3p 144 91 88 66 97
tch-miR-199b-3p 144 91 88 66 97
tgu-miR-199-3p 144 91 88 66 97
mtr-miR319c-3p 4046 3147 2279 2525 2473
vvi-miR319g 4046 3147 2279 2525 2473
csi-miR396f-3p 870 702 698 707 569
gma-miR396b-3p 870 702 698 707 569
gma-miR396k-3p 870 702 698 707 569
mtr-miR396a-3p 870 702 698 707 569
cpo-miR-23a-3p 264 180 170 131 175
dno-miR-23a-3p 264 180 170 131 175
efu-miR-23a 270 183 174 134 177
abu-miR-92a 107 89 126 64 97
aca-miR-92a 107 89 126 64 97
age-miR-92 107 89 126 64 97
ami-miR-92a-3p 107 89 126 64 97
bta-miR-92a 107 89 126 64 97
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ccr-miR-92a 107 89 126 64 97
cfa-miR-92a 107 89 126 64 97
cgr-miR-92a-3p 107 89 126 64 97
chi-miR-92a-3p 107 89 126 64 97
chi-miR-92b 107 89 126 64 97
cja-miR-92a 107 89 126 64 97
cli-miR-92-3p 107 89 126 64 97
cpo-miR-92a-3p 107 89 126 64 97
dma-miR-92a 107 89 126 64 97
dno-miR-92a-3p 107 89 126 64 97
dre-miR-92a-3p 107 89 126 64 97
eca-miR-92a 107 89 126 64 97
efu-miR-92a 107 89 126 64 97
fru-miR-92 107 89 126 64 97
ggo-miR-92 107 89 126 64 97
hsa-miR-92a-3p 107 89 126 64 97
ipu-miR-92a 107 89 126 64 97
lca-miR-92 107 89 126 64 97
lla-miR-92 107 89 126 64 97
mdo-miR-92a-3p 107 89 126 64 97
mml-miR-92a-3p 107 89 126 64 97
mmr-miR-92a 107 89 126 64 97
mmr-miR-92b 107 89 126 64 97
mne-miR-92 107 89 126 64 97
mze-miR-92a 107 89 126 64 97
nbr-miR-92a 107 89 126 64 97
nle-miR-92a 107 89 126 64 97
oan-miR-92a-3p 107 89 126 64 97
ocu-miR-92a-3p 107 89 126 64 97
oga-miR-92a 107 89 126 64 97
oha-miR-92a 107 89 126 64 97
oha-miR-92a-3p 107 89 126 64 97
oni-miR-92a 107 89 126 64 97
pal-miR-92a-3p 107 89 126 64 97
pbv-miR-92a-3p 107 89 126 64 97
pha-miR-92a 107 89 126 64 97
pny-miR-92 107 89 126 64 97
ppa-miR-92a 107 89 126 64 97
ppy-miR-92 107 89 126 64 97
ptr-miR-92 107 89 126 64 97
sbo-miR-92a 107 89 126 64 97
sla-miR-92 107 89 126 64 97
ssa-miR-92a-3p 107 89 126 64 97
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ssc-miR-92a 107 89 126 64 97
tch-miR-92a-3p 107 89 126 64 97
tgu-miR-92-3p 107 89 126 64 97
tni-miR-92 107 89 126 64 97
xla-miR-92a-3p 107 89 126 64 97
aau-miR319 5644 4160 3002 3409 3391
aly-miR319a-3p 5644 4160 3002 3409 3391
aly-miR319b-3p 5644 4160 3002 3409 3391
amg-miR319 5644 4160 3002 3409 3391
aof-miR319a 5644 4160 3002 3409 3391
aqc-miR319 5644 4160 3002 3409 3391
ath-miR319a 5644 4160 3002 3409 3391
ath-miR319b 5644 4160 3002 3409 3391
bra-miR319-3p 5644 4160 3002 3409 3391
cca-miR319 5644 4160 3002 3409 3391
gma-miR319h 5644 4160 3002 3409 3391
gma-miR319j 5644 4160 3002 3409 3391
gma-miR319k 5644 4160 3002 3409 3391
gma-miR319m 5644 4160 3002 3409 3391
hbr-miR319 5644 4160 3002 3409 3391
lus-miR319a 5644 4160 3002 3409 3391
mdm-miR319a 5644 4160 3002 3409 3391
mdm-miR319b-3p 5644 4160 3002 3409 3391
mes-miR319a 5644 4160 3002 3409 3391
mes-miR319b 5644 4160 3002 3409 3391
mes-miR319c 5644 4160 3002 3409 3391
mes-miR319d 5644 4160 3002 3409 3391
mes-miR319e 5644 4160 3002 3409 3391
mtr-miR319d-3p 5644 4160 3002 3409 3391
nta-miR319a 5644 4160 3002 3409 3391
nta-miR319b 5644 4160 3002 3409 3391
rco-miR319a 5644 4160 3002 3409 3391
rco-miR319b 5644 4160 3002 3409 3391
rco-miR319c 5644 4160 3002 3409 3391
sly-miR319b 5644 4160 3002 3409 3391
stu-miR319a-3p 5644 4160 3002 3409 3391
tae-miR319 5644 4160 3002 3409 3391
vun-miR319a 5644 4160 3002 3409 3391
vvi-miR319b 5644 4160 3002 3409 3391
vvi-miR319c 5644 4160 3002 3409 3391
vvi-miR319f 5644 4160 3002 3409 3391
gma-miR5374-5p 200 176 217 147 170
abu-miR-23a 257 176 161 129 171
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ami-miR-23a-3p 257 176 161 129 171
bta-miR-23a 257 176 161 129 171
cja-miR-23a 257 176 161 129 171
dre-miR-23a-3p 257 176 161 129 171
fru-miR-23a 257 176 161 129 171
gmo-miR-23a-3p 257 176 161 129 171
hhi-miR-23a 257 176 161 129 171
mze-miR-23a 257 176 161 129 171
nbr-miR-23a 257 176 161 129 171
oan-miR-23a-3p 257 176 161 129 171
oar-miR-23a 257 176 161 129 171
oga-miR-23a 257 176 161 129 171
oha-miR-23a-3p 257 176 161 129 171
ola-miR-23a 257 176 161 129 171
oni-miR-23a 257 176 161 129 171
pal-miR-23a-3p 257 176 161 129 171
tni-miR-23a 257 176 161 129 171
xla-miR-23a-3p 257 176 161 129 171
aly-miR171b-3p 717 906 916 769 739
aly-miR171c-3p 717 906 916 769 739
ata-miR171c-3p 717 906 916 769 739
ath-miR171b-3p 717 906 916 769 739
ath-miR171c-3p 717 906 916 769 739
bna-miR171a 717 906 916 769 739
bna-miR171b 717 906 916 769 739
bna-miR171c 717 906 916 769 739
bna-miR171d 717 906 916 769 739
bna-miR171e 717 906 916 769 739
bol-miR171a 717 906 916 769 739
bra-miR171a 717 906 916 769 739
bra-miR171b 717 906 916 769 739
bra-miR171c 717 906 916 769 739
bra-miR171d 717 906 916 769 739
cas-miR171b 717 906 916 769 739
cas-miR171c-3p 717 906 916 769 739
cme-miR171b 717 906 916 769 739
cme-miR171d 717 906 916 769 739
gma-miR171i-3p 717 906 916 769 739
lus-miR171i 717 906 916 769 739
mdm-miR171f-3p 717 906 916 769 739
mes-miR171b 717 906 916 769 739
mes-miR171c 717 906 916 769 739
mtr-miR171f 717 906 916 769 739
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Do not distribute

ptc-miR171a-3p 717 906 916 769 739
ptc-miR171b 717 906 916 769 739
rco-miR171a 717 906 916 769 739
rco-miR171b 717 906 916 769 739
sly-miR171b-3p 717 906 916 769 739
ssl-miR171a 717 906 916 769 739
stu-miR171d-3p 717 906 916 769 739
tae-miR171b 717 906 916 769 739
ptc-miR396e-3p 559 463 485 488 383
aly-miR390a-5p 4718 5643 4258 4695 3692
aly-miR390b-5p 4718 5643 4258 4695 3692
aof-miR390 4718 5643 4258 4695 3692
ata-miR390-5p 4718 5643 4258 4695 3692
ath-miR390a-5p 4718 5643 4258 4695 3692
ath-miR390b-5p 4718 5643 4258 4695 3692
atr-miR390.2 4718 5643 4258 4695 3692
bdi-miR390a-5p 4718 5643 4258 4695 3692
bna-miR390a 4718 5643 4258 4695 3692
bna-miR390b 4718 5643 4258 4695 3692
bna-miR390c 4718 5643 4258 4695 3692
bra-miR390-5p 4718 5643 4258 4695 3692
cas-miR390a-5p 4718 5643 4258 4695 3692
cas-miR390b 4718 5643 4258 4695 3692
cme-miR390a 4718 5643 4258 4695 3692
cme-miR390b 4718 5643 4258 4695 3692
cme-miR390c 4718 5643 4258 4695 3692
cme-miR390d 4718 5643 4258 4695 3692
cpa-miR390a 4718 5643 4258 4695 3692
cpa-miR390b 4718 5643 4258 4695 3692
csi-miR390a-5p 4718 5643 4258 4695 3692
fve-miR390a 4718 5643 4258 4695 3692
fve-miR390b 4718 5643 4258 4695 3692
ghr-miR390a 4718 5643 4258 4695 3692
ghr-miR390b 4718 5643 4258 4695 3692
ghr-miR390c 4718 5643 4258 4695 3692
gma-miR390a-5p 4718 5643 4258 4695 3692
gma-miR390f 4718 5643 4258 4695 3692
gma-miR390g 4718 5643 4258 4695 3692
hex-miR390a 4718 5643 4258 4695 3692
hex-miR390b 4718 5643 4258 4695 3692
lja-miR390a-5p 4718 5643 4258 4695 3692
lja-miR390b-5p 4718 5643 4258 4695 3692
lus-miR390a 4718 5643 4258 4695 3692
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Do not distribute

lus-miR390b 4718 5643 4258 4695 3692
lus-miR390c 4718 5643 4258 4695 3692
lus-miR390d 4718 5643 4258 4695 3692
mdm-miR390a 4718 5643 4258 4695 3692
mdm-miR390b 4718 5643 4258 4695 3692
mdm-miR390c 4718 5643 4258 4695 3692
mdm-miR390d 4718 5643 4258 4695 3692
mdm-miR390e 4718 5643 4258 4695 3692
mdm-miR390f 4718 5643 4258 4695 3692
mes-miR390b 4718 5643 4258 4695 3692
mtr-miR390 4718 5643 4258 4695 3692
nta-miR390b 4718 5643 4258 4695 3692
nta-miR390c 4718 5643 4258 4695 3692
osa-miR390-5p 4718 5643 4258 4695 3692
pab-miR390a 4718 5643 4258 4695 3692
pab-miR390b 4718 5643 4258 4695 3692
ppe-miR390 4718 5643 4258 4695 3692
ppt-miR390a 4718 5643 4258 4695 3692
ppt-miR390b 4718 5643 4258 4695 3692
ptc-miR390a 4718 5643 4258 4695 3692
ptc-miR390b 4718 5643 4258 4695 3692
ptc-miR390c 4718 5643 4258 4695 3692
ptc-miR390d-5p 4718 5643 4258 4695 3692
rco-miR390a 4718 5643 4258 4695 3692
rco-miR390b 4718 5643 4258 4695 3692
sbi-miR390 4718 5643 4258 4695 3692
sly-miR390b-5p 4718 5643 4258 4695 3692
tcc-miR390a 4718 5643 4258 4695 3692
tcc-miR390b 4718 5643 4258 4695 3692
vvi-miR390 4718 5643 4258 4695 3692
zma-miR390a-5p 4718 5643 4258 4695 3692
zma-miR390b-5p 4718 5643 4258 4695 3692
aae-miR-125-5p 89 54 61 42 55
abu-miR-125b 89 54 61 42 55
aca-miR-125b 89 54 61 42 55
aga-miR-125 89 54 61 42 55
age-miR-125b 89 54 61 42 55
ami-miR-125b-5p 89 54 61 42 55
bbe-miR-125a-5p 89 54 61 42 55
bdo-miR-125 89 54 61 42 55
bfl-miR-125a-5p 89 54 61 42 55
bta-miR-125b 89 54 61 42 55
ccr-miR-125b 89 54 61 42 55
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Do not distribute

cfa-miR-125b 89 54 61 42 55
cgr-miR-125b-5p 89 54 61 42 55
cja-miR-125 89 54 61 42 55
cja-miR-125b 89 54 61 42 55
cli-miR-125-5p 89 54 61 42 55
cpi-miR-125b-5p 89 54 61 42 55
cpo-miR-125b-5p 89 54 61 42 55
cqu-miR-125-5p 89 54 61 42 55
cte-miR-125 89 54 61 42 55
dan-miR-125 89 54 61 42 55
der-miR-125 89 54 61 42 55
dgr-miR-125 89 54 61 42 55
dma-miR-125b 89 54 61 42 55
dme-miR-125-5p 89 54 61 42 55
dmo-miR-125 89 54 61 42 55
dno-miR-125b-5p 89 54 61 42 55
dpe-miR-125 89 54 61 42 55
dps-miR-125 89 54 61 42 55
dqu-miR-125-5p 89 54 61 42 55
dre-miR-125b-5p 89 54 61 42 55
dse-miR-125 89 54 61 42 55
dsi-miR-125 89 54 61 42 55
dwi-miR-125 89 54 61 42 55
dya-miR-125 89 54 61 42 55
eca-miR-125b-5p 89 54 61 42 55
efu-miR-125b 89 54 61 42 55
fru-miR-125b 89 54 61 42 55
gga-miR-125b-5p 89 54 61 42 55
ggo-miR-125b 89 54 61 42 55
gmo-miR-125b-5p 89 54 61 42 55
hsa-miR-125b-5p 89 54 61 42 55
ipu-miR-125b 89 54 61 42 55
lca-miR-125b 89 54 61 42 55
lla-miR-125b 89 54 61 42 55
lva-miR-125-5p 89 54 61 42 55
mdo-miR-125b-5p 89 54 61 42 55
mml-miR-125b-5p 89 54 61 42 55
mmr-miR-125a 89 54 61 42 55
mmu-miR-125b-5p 89 54 61 42 55
mne-miR-125b 89 54 61 42 55
mze-miR-125b 89 54 61 42 55
nbr-miR-125b 89 54 61 42 55
nle-miR-125b 89 54 61 42 55
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nlo-miR-125 89 54 61 42 55
nvi-miR-125 89 54 61 42 55
oan-miR-125-5p 89 54 61 42 55
ocu-miR-125b-5p 89 54 61 42 55
oga-miR-125b 89 54 61 42 55
oha-miR-125b-5p 89 54 61 42 55
ola-miR-125b 89 54 61 42 55
ola-miR-125c 89 54 61 42 55
oni-miR-125b 89 54 61 42 55
pal-miR-125b-5p 89 54 61 42 55
pbv-miR-125b-5p 89 54 61 42 55
pha-miR-125b 89 54 61 42 55
pma-miR-125-5p 89 54 61 42 55
pmi-miR-125-5p 89 54 61 42 55
pny-miR-125b 89 54 61 42 55
ppa-miR-125b 89 54 61 42 55
ppy-miR-125b 89 54 61 42 55
ptr-miR-125b 89 54 61 42 55
rno-miR-125b-5p 89 54 61 42 55
sha-miR-125a 89 54 61 42 55
sko-miR-125a 89 54 61 42 55
sla-miR-125b 89 54 61 42 55
spu-miR-125-5p 89 54 61 42 55
ssa-miR-125a-5p 89 54 61 42 55
ssc-miR-125b 89 54 61 42 55
tca-miR-125-5p 89 54 61 42 55
tcf-miR-125 89 54 61 42 55
tch-miR-125b-5p 89 54 61 42 55
tgu-miR-125-5p 89 54 61 42 55
tni-miR-125b 89 54 61 42 55
xla-miR-125b-5p 89 54 61 42 55
xtr-miR-125b 89 54 61 42 55
cpa-miR166d 9876 9912 11328 9107 9264
gma-miR166j-3p 9876 9912 11328 9107 9264
crt-miR166a 9887 9917 11339 9118 9271
mes-miR166h 9887 9917 11339 9118 9271
atr-miR171b 613 340 332 360 408
gma-miR171c-3p 613 340 332 360 408
gma-miR171o-3p 613 340 332 360 408
gma-miR171q 613 340 332 360 408
mdm-miR171m 613 340 332 360 408
mdm-miR171n 613 340 332 360 408
zma-miR171f-3p 613 340 332 360 408
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Do not distribute

gma-miR169e 561 651 624 465 600
mtr-miR169e-5p 565 652 625 467 602
vvi-miR169m 565 652 625 467 602
vvi-miR169n 565 652 625 467 602
vvi-miR169p 565 652 625 467 602
vvi-miR169q 565 652 625 467 602
ata-miR169h-5p 566 657 625 469 603
bdi-miR169b 566 657 625 469 603
mes-miR169f 566 657 625 469 603
osa-miR169e 566 657 625 469 603
sbi-miR169e 566 657 625 469 603
sbi-miR169j 566 657 625 469 603
ssp-miR169 566 657 625 469 603
zma-miR169p-5p 566 657 625 469 603
cme-miR168 953 1082 894 850 845
bra-miR168b-5p 965 1101 912 870 854
bra-miR168c-5p 965 1101 912 870 854
nta-miR168a 965 1101 912 870 854
nta-miR168b 965 1101 912 870 854
nta-miR168c 965 1101 912 870 854
sly-miR168a-5p 965 1101 912 870 854
sly-miR168b-5p 965 1101 912 870 854
aof-miR167b 10888 9933 10539 8743 9558
ata-miR167b-5p 10888 9933 10539 8743 9558
ata-miR167d-5p 10888 9933 10539 8743 9558
bdi-miR167c-5p 10888 9933 10539 8743 9558
bdi-miR167d-5p 10888 9933 10539 8743 9558
bdi-miR167e-5p 10888 9933 10539 8743 9558
bdi-miR167g 10888 9933 10539 8743 9558
ccl-miR167a 10888 9933 10539 8743 9558
ccl-miR167b 10888 9933 10539 8743 9558
cpa-miR167d 10888 9933 10539 8743 9558
ctr-miR167 10888 9933 10539 8743 9558
eun-miR167a-5p 10888 9933 10539 8743 9558
gma-miR167g 10888 9933 10539 8743 9558
mes-miR167d 10888 9933 10539 8743 9558
mes-miR167e 10888 9933 10539 8743 9558
mes-miR167f 10888 9933 10539 8743 9558
ppe-miR167c 10888 9933 10539 8743 9558
vca-miR167a-5p 10888 9933 10539 8743 9558
vca-miR167b-5p 10888 9933 10539 8743 9558
aof-miR167c 10502 9647 10322 8511 9280
atr-miR167 10502 9647 10322 8511 9280
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Do not distribute

cme-miR167d 10502 9647 10322 8511 9280
cme-miR167f 10502 9647 10322 8511 9280
csi-miR167a-5p 10502 9647 10322 8511 9280
csi-miR167c-5p 10502 9647 10322 8511 9280
dpr-miR167c 10502 9647 10322 8511 9280
gma-miR167c 10502 9647 10322 8511 9280
gma-miR167j 10502 9647 10322 8511 9280
gso-miR167a 10502 9647 10322 8511 9280
lja-miR167 10502 9647 10322 8511 9280
lus-miR167f 10502 9647 10322 8511 9280
lus-miR167g 10502 9647 10322 8511 9280
lus-miR167i 10502 9647 10322 8511 9280
mes-miR167a 10502 9647 10322 8511 9280
mtr-miR167b-5p 10502 9647 10322 8511 9280
osa-miR167d-5p 10502 9647 10322 8511 9280
osa-miR167e-5p 10502 9647 10322 8511 9280
osa-miR167f 10502 9647 10322 8511 9280
osa-miR167g 10502 9647 10322 8511 9280
osa-miR167h-5p 10502 9647 10322 8511 9280
osa-miR167i-5p 10502 9647 10322 8511 9280
osa-miR167j 10502 9647 10322 8511 9280
ptc-miR167e 10502 9647 10322 8511 9280
sbi-miR167c 10502 9647 10322 8511 9280
sbi-miR167d 10502 9647 10322 8511 9280
sbi-miR167e 10502 9647 10322 8511 9280
sbi-miR167f 10502 9647 10322 8511 9280
sbi-miR167g 10502 9647 10322 8511 9280
sbi-miR167h 10502 9647 10322 8511 9280
sof-miR167a 10502 9647 10322 8511 9280
sof-miR167b 10502 9647 10322 8511 9280
ssp-miR167b 10502 9647 10322 8511 9280
vvi-miR167a 10502 9647 10322 8511 9280
zma-miR167e-5p 10502 9647 10322 8511 9280
zma-miR167f-5p 10502 9647 10322 8511 9280
zma-miR167g-5p 10502 9647 10322 8511 9280
zma-miR167h-5p 10502 9647 10322 8511 9280
zma-miR167i-5p 10502 9647 10322 8511 9280
zma-miR167j-5p 10502 9647 10322 8511 9280
aca-let-7b-5p 28 71 150 47 82
ggo-let-7b 28 71 150 47 82
ipu-let-7b 28 71 150 47 82
oar-let-7b 28 71 150 47 82
ola-let-7b 28 71 150 47 82
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ata-miR167f-5p 10504 9649 10324 8514 9284
tae-miR167c-5p 10504 9649 10324 8514 9284
ppt-miR390c-5p 278 325 186 285 168
efu-miR-99a 203 319 406 196 297
aof-miR166b 356 315 387 316 314
csi-miR390b-5p 275 324 186 285 167
gma-miR390e 275 324 186 285 167
abu-miR-27b 109 114 188 89 124
bta-miR-27b 109 114 188 89 124
cfa-miR-27b 109 114 188 89 124
cgr-miR-27b-3p 109 114 188 89 124
chi-miR-27b-3p 109 114 188 89 124
cja-miR-27b 109 114 188 89 124
cli-miR-27b-3p 109 114 188 89 124
cpi-miR-27b-3p 109 114 188 89 124
cpo-miR-27b-3p 109 114 188 89 124
dno-miR-27b-3p 109 114 188 89 124
eca-miR-27b 109 114 188 89 124
gga-miR-27b-3p 109 114 188 89 124
ggo-miR-27b 109 114 188 89 124
hsa-miR-27b-3p 109 114 188 89 124
ipu-miR-27b 109 114 188 89 124
mdo-miR-27b-3p 109 114 188 89 124
mml-miR-27b-3p 109 114 188 89 124
mmr-miR-27b 109 114 188 89 124
mmu-miR-27b-3p 109 114 188 89 124
mze-miR-27b 109 114 188 89 124
nbr-miR-27b 109 114 188 89 124
oan-miR-27b-3p 109 114 188 89 124
ocu-miR-27b-3p 109 114 188 89 124
oni-miR-27b 109 114 188 89 124
pal-miR-27b-3p 109 114 188 89 124
pbv-miR-27b-3p 109 114 188 89 124
pma-miR-27b-3p 109 114 188 89 124
pny-miR-27b 109 114 188 89 124
ppa-miR-27b 109 114 188 89 124
ppy-miR-27b 109 114 188 89 124
ptr-miR-27b 109 114 188 89 124
rno-miR-27b-3p 109 114 188 89 124
sbo-miR-27b 109 114 188 89 124
sha-miR-27b 109 114 188 89 124
ssa-miR-27b-3p 109 114 188 89 124
ssc-miR-27b-3p 109 114 188 89 124
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tch-miR-27b-3p 109 114 188 89 124
tgu-miR-27-3p 109 114 188 89 124
xtr-miR-27b 109 114 188 89 124
aca-miR-27b-3p 116 124 192 94 134
dre-miR-27b-3p 116 124 192 94 134
fru-miR-27b 116 124 192 94 134
oha-miR-27b-3p 116 124 192 94 134
tni-miR-27b 116 124 192 94 134
xla-miR-27b-3p 116 124 192 94 134
efu-miR-378 167 180 151 115 162
ggo-miR-378a 166 180 151 115 162
gma-miR169n-5p 387 611 589 332 607
mtr-miR169c 387 611 589 332 607
aca-miR-99a-5p 201 311 402 194 294
ami-miR-99a-5p 201 311 402 194 294
cli-miR-99-5p 201 311 402 194 294
cpi-miR-99a-5p 201 311 402 194 294
cpo-miR-99a-5p 201 311 402 194 294
dno-miR-99a-5p 201 311 402 194 294
dre-miR-99 201 311 402 194 294
eca-miR-99a 201 311 402 194 294
gga-miR-99a-5p 201 311 402 194 294
ggo-miR-99a 201 311 402 194 294
gmo-miR-99-5p 201 311 402 194 294
hsa-miR-99a-5p 201 311 402 194 294
ipu-miR-99a 201 311 402 194 294
lla-miR-99a 201 311 402 194 294
mml-miR-99a-5p 201 311 402 194 294
mmr-miR-99a 201 311 402 194 294
mmu-miR-99a-5p 201 311 402 194 294
mne-miR-99a 201 311 402 194 294
mze-miR-99b 201 311 402 194 294
nbr-miR-99b 201 311 402 194 294
ocu-miR-99a-5p 201 311 402 194 294
oga-miR-99a 201 311 402 194 294
oha-miR-99a-5p 201 311 402 194 294
oni-miR-99b 201 311 402 194 294
pbv-miR-99a-5p 201 311 402 194 294
pha-miR-99a 201 311 402 194 294
pny-miR-99b 201 311 402 194 294
ppa-miR-99a 201 311 402 194 294
ppy-miR-99a 201 311 402 194 294
ptr-miR-99a 201 311 402 194 294
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rno-miR-99a-5p 201 311 402 194 294
ssa-miR-99-5p 201 311 402 194 294
ssc-miR-99a-5p 201 311 402 194 294
tch-miR-99a-5p 201 311 402 194 294
xtr-miR-99 201 311 402 194 294
bna-miR167d 7576 6868 7151 6109 6451
fve-miR167a 7576 6868 7151 6109 6451
fve-miR167b 7576 6868 7151 6109 6451
fve-miR167c 7576 6868 7151 6109 6451
gma-miR167l 7576 6868 7151 6109 6451
lja-miR167a 7576 6868 7151 6109 6451
lja-miR167b 7576 6868 7151 6109 6451
lja-miR167c 7576 6868 7151 6109 6451
mes-miR167b 7576 6868 7151 6109 6451
lus-miR167a 7648 6940 7218 6183 6514
vvi-miR167c 7648 6940 7218 6183 6514
fve-miR167d 7696 6976 7256 6211 6559
aca-miR-191-5p 250 146 156 119 176
bta-miR-191 250 146 156 119 176
cgr-miR-191-5p 250 146 156 119 176
cja-miR-191 250 146 156 119 176
cpo-miR-191-5p 250 146 156 119 176
dma-miR-191 250 146 156 119 176
dno-miR-191-5p 250 146 156 119 176
eca-miR-191a 250 146 156 119 176
gga-miR-191-5p 250 146 156 119 176
hsa-miR-191-5p 250 146 156 119 176
mml-miR-191-5p 250 146 156 119 176
mmr-miR-191 250 146 156 119 176
mmu-miR-191-5p 250 146 156 119 176
nle-miR-191 250 146 156 119 176
ocu-miR-191-5p 250 146 156 119 176
oga-miR-191 250 146 156 119 176
oha-miR-191-5p 250 146 156 119 176
pbv-miR-191-5p 250 146 156 119 176
pha-miR-191 250 146 156 119 176
ppa-miR-191 250 146 156 119 176
ppy-miR-191 250 146 156 119 176
ptr-miR-191 250 146 156 119 176
rno-miR-191a-5p 250 146 156 119 176
sbo-miR-191 250 146 156 119 176
ssc-miR-191 250 146 156 119 176
bta-miR-378 166 179 151 115 162
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cfa-miR-378 166 179 151 115 162
cgr-miR-378-3p 166 179 151 115 162
chi-miR-378-3p 166 179 151 115 162
cja-miR-378 166 179 151 115 162
cpo-miR-378-3p 166 179 151 115 162
dno-miR-378-3p 166 179 151 115 162
hsa-miR-378a-3p 166 179 151 115 162
nle-miR-378a 166 179 151 115 162
ocu-miR-378-3p 166 179 151 115 162
oga-miR-378 166 179 151 115 162
pal-miR-378-3p 166 179 151 115 162
pha-miR-378 166 179 151 115 162
ppa-miR-378a 166 179 151 115 162
ssc-miR-378 166 179 151 115 162
tch-miR-378a-3p 166 179 151 115 162
ipu-miR-99b 220 333 441 213 320
abu-miR-99b 90 189 250 100 172
bta-miR-99a-5p 90 189 250 100 172
ccr-miR-99 90 189 250 100 172
cfa-miR-99a 90 189 250 100 172
cgr-miR-99a-5p 90 189 250 100 172
chi-miR-99a-5p 90 189 250 100 172
cja-miR-99 90 189 250 100 172
nle-miR-99a 90 189 250 100 172
oan-miR-99-5p 90 189 250 100 172
pal-miR-99a-5p 90 189 250 100 172
sbo-miR-99a 90 189 250 100 172
tgu-miR-99-5p 90 189 250 100 172
xla-miR-99-5p 90 189 250 100 172
abu-miR-30d 42 53 90 31 65
aca-miR-30b-5p 42 53 90 31 65
ami-miR-30b-5p 42 53 90 31 65
bta-miR-30b-5p 42 53 90 31 65
ccr-miR-30b 42 53 90 31 65
cfa-miR-30b 42 53 90 31 65
cgr-miR-30b-5p 42 53 90 31 65
chi-miR-30b-5p 42 53 90 31 65
cja-miR-30b 42 53 90 31 65
cpi-miR-30b-5p 42 53 90 31 65
cpo-miR-30b-5p 42 53 90 31 65
dno-miR-30b-5p 42 53 90 31 65
dre-miR-30b 42 53 90 31 65
eca-miR-30b 42 53 90 31 65
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Do not distribute

fru-miR-30b 42 53 90 31 65
gga-miR-30b-5p 42 53 90 31 65
gmo-miR-30c-5p 42 53 90 31 65
hsa-miR-30b-5p 42 53 90 31 65
ipu-miR-30b 42 53 90 31 65
mdo-miR-30b-5p 42 53 90 31 65
mmu-miR-30b-5p 42 53 90 31 65
mze-miR-30d 42 53 90 31 65
nbr-miR-30d 42 53 90 31 65
nle-miR-30b 42 53 90 31 65
oan-miR-30b-5p 42 53 90 31 65
ocu-miR-30b-5p 42 53 90 31 65
oga-miR-30b 42 53 90 31 65
oha-miR-30b-5p 42 53 90 31 65
oni-miR-30d 42 53 90 31 65
pal-miR-30b-5p 42 53 90 31 65
pbv-miR-30b-5p 42 53 90 31 65
pny-miR-30d 42 53 90 31 65
ppy-miR-30b 42 53 90 31 65
rno-miR-30b-5p 42 53 90 31 65
ssa-miR-30e-5p 42 53 90 31 65
ssc-miR-30b-5p 42 53 90 31 65
tch-miR-30b-5p 42 53 90 31 65
tgu-miR-30e 42 53 90 31 65
tni-miR-30b 42 53 90 31 65
xla-miR-30b-5p 42 53 90 31 65
xtr-miR-30b 42 53 90 31 65
mdo-miR-22-3p 55 48 121 42 82
crt-miR166b 1477 1442 1546 1462 1248
cas-miR166e 1471 1437 1540 1457 1243
csi-miR166f-3p 1471 1437 1540 1457 1243
osa-miR166m 1471 1437 1540 1457 1243
aly-miR166a-5p 5486 4533 6616 5391 4363
aly-miR166c-5p 5486 4533 6616 5391 4363
aly-miR166d-5p 5486 4533 6616 5391 4363
bdi-miR166e-5p 5486 4533 6616 5391 4363
cas-miR166a 5486 4533 6616 5391 4363
csi-miR166a-5p 5486 4533 6616 5391 4363
csi-miR166e-5p 5486 4533 6616 5391 4363
eun-miR166-5p 5486 4533 6616 5391 4363
gma-miR166a-5p 5486 4533 6616 5391 4363
gma-miR166c-5p 5486 4533 6616 5391 4363
gma-miR166l 5486 4533 6616 5391 4363
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Do not distribute

mtr-miR166g-5p 5486 4533 6616 5391 4363
osa-miR166d-5p 5486 4533 6616 5391 4363
stu-miR166a-5p 5486 4533 6616 5391 4363
vca-miR166b-5p 5486 4533 6616 5391 4363
zma-miR166c-5p 5486 4533 6616 5391 4363
gma-miR169d 678 740 699 522 697
aly-miR167d-5p 14528 13834 15655 12374 13711
ath-miR167d 14528 13834 15655 12374 13711
cca-miR167 14528 13834 15655 12374 13711
eun-miR167b-5p 14528 13834 15655 12374 13711
nta-miR167a 14528 13834 15655 12374 13711
nta-miR167b 14528 13834 15655 12374 13711
nta-miR167c 14528 13834 15655 12374 13711
pab-miR167b 14528 13834 15655 12374 13711
rco-miR167c 14528 13834 15655 12374 13711
mes-miR394c 20373 13190 6876 10560 9404
vvi-miR394a 20373 13190 6876 10560 9404
vvi-miR394c 20373 13190 6876 10560 9404
ahy-miR394 20361 13174 6869 10551 9394
aly-miR394a-5p 20361 13174 6869 10551 9394
aly-miR394b-5p 20361 13174 6869 10551 9394
aof-miR394 20361 13174 6869 10551 9394
ata-miR394-5p 20361 13174 6869 10551 9394
ath-miR394a 20361 13174 6869 10551 9394
ath-miR394b-5p 20361 13174 6869 10551 9394
atr-miR394 20361 13174 6869 10551 9394
bdi-miR394 20361 13174 6869 10551 9394
bna-miR394a 20361 13174 6869 10551 9394
bna-miR394b 20361 13174 6869 10551 9394
cca-miR394 20361 13174 6869 10551 9394
cme-miR394a 20361 13174 6869 10551 9394
cme-miR394b 20361 13174 6869 10551 9394
cpa-miR394a 20361 13174 6869 10551 9394
cpa-miR394b 20361 13174 6869 10551 9394
csi-miR394a 20361 13174 6869 10551 9394
csi-miR394b-5p 20361 13174 6869 10551 9394
fve-miR394 20361 13174 6869 10551 9394
ghr-miR394a 20361 13174 6869 10551 9394
ghr-miR394b 20361 13174 6869 10551 9394
gma-miR394a-5p 20361 13174 6869 10551 9394
gma-miR394b-5p 20361 13174 6869 10551 9394
gma-miR394c-5p 20361 13174 6869 10551 9394
gma-miR394d 20361 13174 6869 10551 9394
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gma-miR394e 20361 13174 6869 10551 9394
gma-miR394f 20361 13174 6869 10551 9394
gma-miR394g 20361 13174 6869 10551 9394
lus-miR394a 20361 13174 6869 10551 9394
lus-miR394b 20361 13174 6869 10551 9394
mdm-miR394a 20361 13174 6869 10551 9394
mdm-miR394b 20361 13174 6869 10551 9394
mes-miR394a 20361 13174 6869 10551 9394
mes-miR394b 20361 13174 6869 10551 9394
nta-miR394 20361 13174 6869 10551 9394
osa-miR394 20361 13174 6869 10551 9394
pab-miR394c 20361 13174 6869 10551 9394
ppe-miR394a 20361 13174 6869 10551 9394
ppe-miR394b 20361 13174 6869 10551 9394
ptc-miR394a-5p 20361 13174 6869 10551 9394
ptc-miR394b-5p 20361 13174 6869 10551 9394
sbi-miR394a 20361 13174 6869 10551 9394
sbi-miR394b 20361 13174 6869 10551 9394
sly-miR394-5p 20361 13174 6869 10551 9394
ssl-miR394 20361 13174 6869 10551 9394
stu-miR384-5p 20361 13174 6869 10551 9394
tcc-miR394a 20361 13174 6869 10551 9394
tcc-miR394b 20361 13174 6869 10551 9394
vvi-miR394b 20361 13174 6869 10551 9394
zma-miR394a-5p 20361 13174 6869 10551 9394
zma-miR394b-5p 20361 13174 6869 10551 9394
aly-miR396a-3p 248 215 161 180 207
ath-miR396a-3p 248 215 161 180 207
csi-miR396b-3p 248 215 161 180 207
eun-miR396a-3p 248 215 161 180 207
fve-miR396a-3p 248 215 161 180 207
fve-miR396c-3p 248 215 161 180 207
gma-miR396i-3p 248 215 161 180 207
mtr-miR396b-3p 248 215 161 180 207
sly-miR396a-3p 248 215 161 180 207
cas-miR394 20411 13198 6897 10582 9441
bna-miR167a 13781 13587 11418 10576 12688
bna-miR167b 13781 13587 11418 10576 12688
aly-miR167a-5p 13768 13581 11415 10571 12683
aly-miR167b-5p 13768 13581 11415 10571 12683
aof-miR167a 13768 13581 11415 10571 12683
ata-miR167a-5p 13768 13581 11415 10571 12683
ata-miR167c-5p 13768 13581 11415 10571 12683
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Do not distribute

ata-miR167e-5p 13768 13581 11415 10571 12683
ath-miR167a-5p 13768 13581 11415 10571 12683
ath-miR167b 13768 13581 11415 10571 12683
bdi-miR167a 13768 13581 11415 10571 12683
bdi-miR167b 13768 13581 11415 10571 12683
bdi-miR167f 13768 13581 11415 10571 12683
bna-miR167c 13768 13581 11415 10571 12683
bra-miR167a 13768 13581 11415 10571 12683
bra-miR167b 13768 13581 11415 10571 12683
bra-miR167c 13768 13581 11415 10571 12683
bra-miR167d 13768 13581 11415 10571 12683
cme-miR167a 13768 13581 11415 10571 12683
cme-miR167b 13768 13581 11415 10571 12683
cpa-miR167a 13768 13581 11415 10571 12683
cpa-miR167b 13768 13581 11415 10571 12683
csi-miR167d-5p 13768 13581 11415 10571 12683
csi-miR167e-5p 13768 13581 11415 10571 12683
dpr-miR167a 13768 13581 11415 10571 12683
dpr-miR167b 13768 13581 11415 10571 12683
ghr-miR167a 13768 13581 11415 10571 12683
ghr-miR167b 13768 13581 11415 10571 12683
gma-miR167a 13768 13581 11415 10571 12683
gma-miR167b 13768 13581 11415 10571 12683
gma-miR167d 13768 13581 11415 10571 12683
lus-miR167c 13768 13581 11415 10571 12683
lus-miR167d 13768 13581 11415 10571 12683
lus-miR167e 13768 13581 11415 10571 12683
lus-miR167h 13768 13581 11415 10571 12683
mdm-miR167b 13768 13581 11415 10571 12683
mdm-miR167c 13768 13581 11415 10571 12683
mdm-miR167d 13768 13581 11415 10571 12683
mdm-miR167e 13768 13581 11415 10571 12683
mdm-miR167f 13768 13581 11415 10571 12683
mdm-miR167g 13768 13581 11415 10571 12683
mes-miR167c 13768 13581 11415 10571 12683
mtr-miR167a 13768 13581 11415 10571 12683
nta-miR167d 13768 13581 11415 10571 12683
nta-miR167e 13768 13581 11415 10571 12683
osa-miR167a-5p 13768 13581 11415 10571 12683
osa-miR167b 13768 13581 11415 10571 12683
osa-miR167c-5p 13768 13581 11415 10571 12683
ppe-miR167a 13768 13581 11415 10571 12683
ppe-miR167b 13768 13581 11415 10571 12683
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Do not distribute

ptc-miR167a 13768 13581 11415 10571 12683
ptc-miR167b 13768 13581 11415 10571 12683
ptc-miR167c 13768 13581 11415 10571 12683
ptc-miR167d 13768 13581 11415 10571 12683
rco-miR167a 13768 13581 11415 10571 12683
rco-miR167b 13768 13581 11415 10571 12683
sbi-miR167a 13768 13581 11415 10571 12683
sbi-miR167b 13768 13581 11415 10571 12683
sbi-miR167i 13768 13581 11415 10571 12683
sly-miR167a 13768 13581 11415 10571 12683
stu-miR167a-5p 13768 13581 11415 10571 12683
stu-miR167b-5p 13768 13581 11415 10571 12683
stu-miR167c-5p 13768 13581 11415 10571 12683
stu-miR167d-5p 13768 13581 11415 10571 12683
tae-miR167a 13768 13581 11415 10571 12683
tcc-miR167a 13768 13581 11415 10571 12683
tcc-miR167b 13768 13581 11415 10571 12683
vvi-miR167b 13768 13581 11415 10571 12683
vvi-miR167d 13768 13581 11415 10571 12683
vvi-miR167e 13768 13581 11415 10571 12683
zma-miR167a-5p 13768 13581 11415 10571 12683
zma-miR167b-5p 13768 13581 11415 10571 12683
zma-miR167c-5p 13768 13581 11415 10571 12683
zma-miR167d-5p 13768 13581 11415 10571 12683
efu-miR-27b 118 125 193 96 138
gma-miR166u 276 242 308 248 245
ami-miR-191-5p 140 88 106 70 105
cfa-miR-191 140 88 106 70 105
chi-miR-191-5p 140 88 106 70 105
cpi-miR-191-5p 140 88 106 70 105
mdo-miR-191-5p 140 88 106 70 105
oan-miR-191-5p 140 88 106 70 105
oar-miR-191 140 88 106 70 105
pal-miR-191-5p 140 88 106 70 105
tch-miR-191-5p 140 88 106 70 105
xla-miR-191-5p 140 88 106 70 105
xtr-miR-191 140 88 106 70 105
aly-miR166a-3p 117790 98898 110407 105198 91820
aly-miR166b-3p 117790 98898 110407 105198 91820
aly-miR166c-3p 117790 98898 110407 105198 91820
aly-miR166d-3p 117790 98898 110407 105198 91820
aly-miR166e-3p 117790 98898 110407 105198 91820
aly-miR166f-3p 117790 98898 110407 105198 91820
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Do not distribute

aly-miR166g-3p 117790 98898 110407 105198 91820
aly-miR166h-3p 117790 98898 110407 105198 91820
aof-miR166d 117790 98898 110407 105198 91820
aqc-miR166b 117790 98898 110407 105198 91820
aqc-miR166e 117790 98898 110407 105198 91820
ata-miR166a-3p 117790 98898 110407 105198 91820
ata-miR166b-3p 117790 98898 110407 105198 91820
ata-miR166d-3p 117790 98898 110407 105198 91820
ata-miR166e-3p 117790 98898 110407 105198 91820
ath-miR166a-3p 117790 98898 110407 105198 91820
ath-miR166b-3p 117790 98898 110407 105198 91820
ath-miR166c 117790 98898 110407 105198 91820
ath-miR166d 117790 98898 110407 105198 91820
ath-miR166e-3p 117790 98898 110407 105198 91820
ath-miR166f 117790 98898 110407 105198 91820
ath-miR166g 117790 98898 110407 105198 91820
atr-miR166a 117790 98898 110407 105198 91820
atr-miR166c 117790 98898 110407 105198 91820
gma-miR166i-3p 117790 98898 110407 105198 91820
hpa-miR166a 117790 98898 110407 105198 91820
hpe-miR166a 117790 98898 110407 105198 91820
hvu-miR166a 117790 98898 110407 105198 91820
hvu-miR166b 117790 98898 110407 105198 91820
hvu-miR166c 117790 98898 110407 105198 91820
lus-miR166a 117790 98898 110407 105198 91820
lus-miR166c 117790 98898 110407 105198 91820
lus-miR166d 117790 98898 110407 105198 91820
lus-miR166g 117790 98898 110407 105198 91820
lus-miR166h 117790 98898 110407 105198 91820
lus-miR166j 117790 98898 110407 105198 91820
mdm-miR166a 117790 98898 110407 105198 91820
mdm-miR166b 117790 98898 110407 105198 91820
mdm-miR166c 117790 98898 110407 105198 91820
mdm-miR166d 117790 98898 110407 105198 91820
mdm-miR166e 117790 98898 110407 105198 91820
mdm-miR166f 117790 98898 110407 105198 91820
mdm-miR166h 117790 98898 110407 105198 91820
mdm-miR166i 117790 98898 110407 105198 91820
mdm-miR166j 117790 98898 110407 105198 91820
mes-miR166a 117790 98898 110407 105198 91820
mes-miR166b 117790 98898 110407 105198 91820
mtr-miR166g-3p 117790 98898 110407 105198 91820
nta-miR166a 117790 98898 110407 105198 91820
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nta-miR166b 117790 98898 110407 105198 91820
osa-miR166b-3p 117790 98898 110407 105198 91820
osa-miR166c-3p 117790 98898 110407 105198 91820
rco-miR166c 117790 98898 110407 105198 91820
atr-miR166d 117790 98898 110407 105198 91820
bdi-miR166a-3p 117790 98898 110407 105198 91820
bdi-miR166b-3p 117790 98898 110407 105198 91820
bdi-miR166c-3p 117790 98898 110407 105198 91820
bdi-miR166d-3p 117790 98898 110407 105198 91820
bdi-miR166i-3p 117790 98898 110407 105198 91820
bna-miR166a 117790 98898 110407 105198 91820
bna-miR166b 117790 98898 110407 105198 91820
bna-miR166c 117790 98898 110407 105198 91820
bna-miR166d 117790 98898 110407 105198 91820
bna-miR166e 117790 98898 110407 105198 91820
cme-miR166a 117790 98898 110407 105198 91820
cme-miR166b 117790 98898 110407 105198 91820
cme-miR166c 117790 98898 110407 105198 91820
cme-miR166d 117790 98898 110407 105198 91820
cme-miR166f 117790 98898 110407 105198 91820
cme-miR166h 117790 98898 110407 105198 91820
cpa-miR166a 117790 98898 110407 105198 91820
cpa-miR166b 117790 98898 110407 105198 91820
cpa-miR166c 117790 98898 110407 105198 91820
csi-miR166e-3p 117790 98898 110407 105198 91820
dpr-miR166b 117790 98898 110407 105198 91820
eun-miR166-3p 117790 98898 110407 105198 91820
fve-miR166a 117790 98898 110407 105198 91820
fve-miR166b 117790 98898 110407 105198 91820
fve-miR166c 117790 98898 110407 105198 91820
fve-miR166d-3p 117790 98898 110407 105198 91820
fve-miR166e 117790 98898 110407 105198 91820
fve-miR166f 117790 98898 110407 105198 91820
ghr-miR166b 117790 98898 110407 105198 91820
gma-miR166a-3p 117790 98898 110407 105198 91820
gma-miR166b 117790 98898 110407 105198 91820
gma-miR166c-3p 117790 98898 110407 105198 91820
gma-miR166d 117790 98898 110407 105198 91820
gma-miR166e 117790 98898 110407 105198 91820
gma-miR166f 117790 98898 110407 105198 91820
gma-miR166g 117790 98898 110407 105198 91820
gma-miR166n 117790 98898 110407 105198 91820
gma-miR166o 117790 98898 110407 105198 91820
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mdm-miR166g 117790 98898 110407 105198 91820
mes-miR166c 117790 98898 110407 105198 91820
mes-miR166d 117790 98898 110407 105198 91820
mes-miR166e 117790 98898 110407 105198 91820
mes-miR166f 117790 98898 110407 105198 91820
mes-miR166g 117790 98898 110407 105198 91820
mtr-miR166a 117790 98898 110407 105198 91820
mtr-miR166e-3p 117790 98898 110407 105198 91820
nta-miR166c 117790 98898 110407 105198 91820
nta-miR166d 117790 98898 110407 105198 91820
nta-miR166e 117790 98898 110407 105198 91820
nta-miR166f 117790 98898 110407 105198 91820
nta-miR166g 117790 98898 110407 105198 91820
nta-miR166h 117790 98898 110407 105198 91820
osa-miR166a-3p 117790 98898 110407 105198 91820
osa-miR166d-3p 117790 98898 110407 105198 91820
osa-miR166f 117790 98898 110407 105198 91820
osa-miR166j-3p 117790 98898 110407 105198 91820
pab-miR166f 117790 98898 110407 105198 91820
pab-miR166g 117790 98898 110407 105198 91820
pab-miR166h 117790 98898 110407 105198 91820
pab-miR166i 117790 98898 110407 105198 91820
ppe-miR166a 117790 98898 110407 105198 91820
ppe-miR166b 117790 98898 110407 105198 91820
ppe-miR166c 117790 98898 110407 105198 91820
ppe-miR166d 117790 98898 110407 105198 91820
ppe-miR166e 117790 98898 110407 105198 91820
ppt-miR166a 117790 98898 110407 105198 91820
ppt-miR166b 117790 98898 110407 105198 91820
ppt-miR166c 117790 98898 110407 105198 91820
ppt-miR166d 117790 98898 110407 105198 91820
ppt-miR166e 117790 98898 110407 105198 91820
ppt-miR166f 117790 98898 110407 105198 91820
ppt-miR166g 117790 98898 110407 105198 91820
ppt-miR166h 117790 98898 110407 105198 91820
ppt-miR166i 117790 98898 110407 105198 91820
pta-miR166a 117790 98898 110407 105198 91820
pta-miR166b 117790 98898 110407 105198 91820
ptc-miR166a 117790 98898 110407 105198 91820
ptc-miR166b 117790 98898 110407 105198 91820
ptc-miR166c 117790 98898 110407 105198 91820
ptc-miR166d 117790 98898 110407 105198 91820
ptc-miR166e 117790 98898 110407 105198 91820
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ptc-miR166f 117790 98898 110407 105198 91820
ptc-miR166g 117790 98898 110407 105198 91820
ptc-miR166h 117790 98898 110407 105198 91820
ptc-miR166i 117790 98898 110407 105198 91820
ptc-miR166j 117790 98898 110407 105198 91820
ptc-miR166k 117790 98898 110407 105198 91820
ptc-miR166l 117790 98898 110407 105198 91820
ptc-miR166m 117790 98898 110407 105198 91820
pvu-miR166a 117790 98898 110407 105198 91820
rco-miR166a 117790 98898 110407 105198 91820
rco-miR166b 117790 98898 110407 105198 91820
rco-miR166d 117790 98898 110407 105198 91820
rco-miR166e 117790 98898 110407 105198 91820
sly-miR166a 117790 98898 110407 105198 91820
sly-miR166b 117790 98898 110407 105198 91820
smo-miR166a 117790 98898 110407 105198 91820
smo-miR166b 117790 98898 110407 105198 91820
smo-miR166c 117790 98898 110407 105198 91820
ssl-miR166b 117790 98898 110407 105198 91820
ssp-miR166 117790 98898 110407 105198 91820
stu-miR166a-3p 117790 98898 110407 105198 91820
stu-miR166c-3p 117790 98898 110407 105198 91820
stu-miR166d-3p 117790 98898 110407 105198 91820
tcc-miR166a 117790 98898 110407 105198 91820
tcc-miR166d 117790 98898 110407 105198 91820
vca-miR166a-3p 117790 98898 110407 105198 91820
vca-miR166b-3p 117790 98898 110407 105198 91820
vca-miR166c-3p 117790 98898 110407 105198 91820
vvi-miR166c 117790 98898 110407 105198 91820
vvi-miR166d 117790 98898 110407 105198 91820
vvi-miR166e 117790 98898 110407 105198 91820
vvi-miR166f 117790 98898 110407 105198 91820
vvi-miR166g 117790 98898 110407 105198 91820
vvi-miR166h 117790 98898 110407 105198 91820
zma-miR166a-3p 117790 98898 110407 105198 91820
csi-miR166a-3p 117813 98934 110449 105238 91846
ctr-miR166 117813 98934 110449 105238 91846
hbr-miR166b 117813 98934 110449 105238 91846
lus-miR166i 117813 98934 110449 105238 91846
lus-miR166k 117813 98934 110449 105238 91846
cas-miR166c-3p 118539 99568 111102 105947 92546
cas-miR166d 118539 99568 111102 105947 92546
cas-miR166f-3p 118539 99568 111102 105947 92546
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Do not distribute

lja-miR166-3p 122067 102434 113916 109193 95425
bta-miR-22-3p 51 45 113 42 74
ggo-miR-22 51 45 113 42 74
oar-miR-22-3p 51 45 113 42 74
abu-miR-499 79 68 58 44 65
aca-miR-499-5p 79 68 58 44 65
ccr-miR-499 79 68 58 44 65
cgr-miR-499-5p 79 68 58 44 65
cpi-miR-499-5p 79 68 58 44 65
cpo-miR-499-5p 79 68 58 44 65
dno-miR-499-5p 79 68 58 44 65
dre-miR-499-5p 79 68 58 44 65
gmo-miR-499-5p 79 68 58 44 65
mze-miR-499 79 68 58 44 65
nbr-miR-499 79 68 58 44 65
ocu-miR-499-5p 79 68 58 44 65
oha-miR-499-5p 79 68 58 44 65
oni-miR-499 79 68 58 44 65
pbv-miR-499-5p 79 68 58 44 65
pny-miR-499 79 68 58 44 65
ssa-miR-499b-5p 79 68 58 44 65
xla-miR-499-5p 79 68 58 44 65
xtr-miR-499 79 68 58 44 65
cme-miR166g 954 916 1017 975 810
csi-miR166c-3p 954 916 1017 975 810
gma-miR166p 954 916 1017 975 810
gma-miR166q 954 916 1017 975 810
gma-miR166r 954 916 1017 975 810
gma-miR166s 954 916 1017 975 810
gma-miR166t 954 916 1017 975 810
sbi-miR166a 954 916 1017 975 810
sbi-miR166b 954 916 1017 975 810
sbi-miR166c 954 916 1017 975 810
sbi-miR166d 954 916 1017 975 810
sbi-miR166h 954 916 1017 975 810
sbi-miR166i 954 916 1017 975 810
sbi-miR166j 954 916 1017 975 810
tcc-miR166b 954 916 1017 975 810
zma-miR166b-3p 954 916 1017 975 810
zma-miR166c-3p 954 916 1017 975 810
zma-miR166d-3p 954 916 1017 975 810
zma-miR166e 954 916 1017 975 810
zma-miR166f 954 916 1017 975 810
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Do not distribute

zma-miR166g-3p 954 916 1017 975 810
zma-miR166h-3p 954 916 1017 975 810
zma-miR166i-3p 954 916 1017 975 810
ahy-miR156b-5p 494 477 394 447 305
aly-miR157a-5p 494 477 394 447 305
aly-miR157b-5p 494 477 394 447 305
aly-miR157c-5p 494 477 394 447 305
aof-miR156b 494 477 394 447 305
ath-miR157a-5p 494 477 394 447 305
ath-miR157b-5p 494 477 394 447 305
ath-miR157c-5p 494 477 394 447 305
atr-miR156a 494 477 394 447 305
atr-miR156c 494 477 394 447 305
bna-miR156b 494 477 394 447 305
bna-miR156c 494 477 394 447 305
bna-miR156g 494 477 394 447 305
bol-miR157a 494 477 394 447 305
bra-miR157a 494 477 394 447 305
cca-miR156c 494 477 394 447 305
cme-miR156b 494 477 394 447 305
cpa-miR156e 494 477 394 447 305
cpa-miR156f 494 477 394 447 305
fve-miR156f 494 477 394 447 305
fve-miR156g-5p 494 477 394 447 305
gma-miR156c 494 477 394 447 305
gma-miR156d 494 477 394 447 305
gma-miR156i 494 477 394 447 305
gma-miR156j 494 477 394 447 305
gma-miR156l 494 477 394 447 305
gma-miR156m 494 477 394 447 305
gra-miR157a 494 477 394 447 305
gra-miR157b 494 477 394 447 305
han-miR156c 494 477 394 447 305
lus-miR156b 494 477 394 447 305
lus-miR156c 494 477 394 447 305
lus-miR156e 494 477 394 447 305
lus-miR156f 494 477 394 447 305
lus-miR156h 494 477 394 447 305
lus-miR156i 494 477 394 447 305
mdm-miR156ab 494 477 394 447 305
mdm-miR156ac 494 477 394 447 305
mes-miR156h 494 477 394 447 305
mes-miR156i 494 477 394 447 305
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Do not distribute

mes-miR156j 494 477 394 447 305
mtr-miR156e 494 477 394 447 305
mtr-miR156f 494 477 394 447 305
mtr-miR156h-5p 494 477 394 447 305
ppe-miR156g 494 477 394 447 305
ppe-miR156h 494 477 394 447 305
ppe-miR156i 494 477 394 447 305
ptc-miR156g 494 477 394 447 305
ptc-miR156h 494 477 394 447 305
ptc-miR156i 494 477 394 447 305
ptc-miR156j 494 477 394 447 305
rco-miR156f 494 477 394 447 305
rco-miR156g 494 477 394 447 305
rco-miR156h 494 477 394 447 305
sly-miR156a 494 477 394 447 305
sly-miR156b 494 477 394 447 305
sly-miR156c 494 477 394 447 305
stu-miR156a 494 477 394 447 305
stu-miR156b 494 477 394 447 305
stu-miR156c 494 477 394 447 305
stu-miR156d-5p 494 477 394 447 305
tcc-miR156e 494 477 394 447 305
tcc-miR156f 494 477 394 447 305
vca-miR156b-5p 494 477 394 447 305
vun-miR156b 494 477 394 447 305
vvi-miR156f 494 477 394 447 305
vvi-miR156g 494 477 394 447 305
vvi-miR156i 494 477 394 447 305
gma-miR169s-5p 678 780 744 545 782
mtr-miR169d-5p 678 780 744 545 782
pab-miR166j 569 1967 1318 1082 984
asu-miR-100a-5p 531 277 204 309 269
prd-miR-100-5p 531 277 204 309 269
bcy-miR156 494 477 394 447 305
bgy-miR156 494 477 394 447 305
bfl-miR-100-5p 531 266 185 305 259
dpu-miR-100 531 266 185 305 259
hpo-miR-100-5p 531 266 185 305 259
isc-miR-100 531 266 185 305 259
efu-miR-499 80 69 58 45 68
aof-miR171a 9653 12047 12181 10431 10297
aqc-miR171a 9653 12047 12181 10431 10297
aqc-miR171b 9653 12047 12181 10431 10297
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Do not distribute

aqc-miR171d 9653 12047 12181 10431 10297
ata-miR171b-3p 9653 12047 12181 10431 10297
ata-miR171d-3p 9653 12047 12181 10431 10297
bdi-miR171b 9653 12047 12181 10431 10297
bdi-miR171c-3p 9653 12047 12181 10431 10297
bdi-miR171d-3p 9653 12047 12181 10431 10297
bdi-miR171e 9653 12047 12181 10431 10297
cme-miR171c 9653 12047 12181 10431 10297
cme-miR171f 9653 12047 12181 10431 10297
cpa-miR171a 9653 12047 12181 10431 10297
cpa-miR171b 9653 12047 12181 10431 10297
cpa-miR171c 9653 12047 12181 10431 10297
cpa-miR171d 9653 12047 12181 10431 10297
crt-miR171 9653 12047 12181 10431 10297
csi-miR171c-3p 9653 12047 12181 10431 10297
csi-miR171d-3p 9653 12047 12181 10431 10297
csi-miR171f-3p 9653 12047 12181 10431 10297
csi-miR171h-3p 9653 12047 12181 10431 10297
csi-miR171i-3p 9653 12047 12181 10431 10297
far-miR171 9653 12047 12181 10431 10297
fve-miR171a 9653 12047 12181 10431 10297
fve-miR171c-3p 9653 12047 12181 10431 10297
fve-miR171d 9653 12047 12181 10431 10297
fve-miR171e 9653 12047 12181 10431 10297
fve-miR171g 9653 12047 12181 10431 10297
gma-miR171e 9653 12047 12181 10431 10297
gma-miR171f 9653 12047 12181 10431 10297
gma-miR171g 9653 12047 12181 10431 10297
gma-miR171j-3p 9653 12047 12181 10431 10297
gma-miR171u 9653 12047 12181 10431 10297
hpa-miR171a 9653 12047 12181 10431 10297
htu-miR171b 9653 12047 12181 10431 10297
htu-miR171c 9653 12047 12181 10431 10297
hvu-miR171-3p 9653 12047 12181 10431 10297
lja-miR171a 9653 12047 12181 10431 10297
lus-miR171b 9653 12047 12181 10431 10297
lus-miR171c 9653 12047 12181 10431 10297
lus-miR171e 9653 12047 12181 10431 10297
mdm-miR171g 9653 12047 12181 10431 10297
mdm-miR171h 9653 12047 12181 10431 10297
mes-miR171g 9653 12047 12181 10431 10297
mes-miR171h 9653 12047 12181 10431 10297
mes-miR171i 9653 12047 12181 10431 10297
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Do not distribute

mes-miR171j 9653 12047 12181 10431 10297
mes-miR171k 9653 12047 12181 10431 10297
mtr-miR171d 9653 12047 12181 10431 10297
nta-miR171c 9653 12047 12181 10431 10297
osa-miR171b 9653 12047 12181 10431 10297
osa-miR171c-3p 9653 12047 12181 10431 10297
osa-miR171d-3p 9653 12047 12181 10431 10297
osa-miR171e-3p 9653 12047 12181 10431 10297
osa-miR171f-3p 9653 12047 12181 10431 10297
pde-miR171 9653 12047 12181 10431 10297
ppe-miR171a 9653 12047 12181 10431 10297
ppe-miR171c 9653 12047 12181 10431 10297
ppe-miR171f 9653 12047 12181 10431 10297
ppe-miR171g 9653 12047 12181 10431 10297
ptc-miR171e 9653 12047 12181 10431 10297
ptc-miR171f 9653 12047 12181 10431 10297
ptc-miR171g-3p 9653 12047 12181 10431 10297
ptc-miR171h-3p 9653 12047 12181 10431 10297
ptc-miR171i 9653 12047 12181 10431 10297
rco-miR171c 9653 12047 12181 10431 10297
rco-miR171d 9653 12047 12181 10431 10297
rco-miR171e 9653 12047 12181 10431 10297
rco-miR171f 9653 12047 12181 10431 10297
sbi-miR171a 9653 12047 12181 10431 10297
sbi-miR171b 9653 12047 12181 10431 10297
sbi-miR171d 9653 12047 12181 10431 10297
sbi-miR171i 9653 12047 12181 10431 10297
sbi-miR171k 9653 12047 12181 10431 10297
sly-miR171a 9653 12047 12181 10431 10297
stu-miR171a-3p 9653 12047 12181 10431 10297
stu-miR171e 9653 12047 12181 10431 10297
tae-miR171a 9653 12047 12181 10431 10297
tcc-miR171d 9653 12047 12181 10431 10297
tcc-miR171e 9653 12047 12181 10431 10297
tcc-miR171f 9653 12047 12181 10431 10297
tcc-miR171g 9653 12047 12181 10431 10297
tcc-miR171h 9653 12047 12181 10431 10297
vvi-miR171a 9653 12047 12181 10431 10297
vvi-miR171c 9653 12047 12181 10431 10297
vvi-miR171d 9653 12047 12181 10431 10297
vvi-miR171i 9653 12047 12181 10431 10297
vvi-miR171j 9653 12047 12181 10431 10297
zma-miR171d-3p 9653 12047 12181 10431 10297
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zma-miR171e-3p 9653 12047 12181 10431 10297
zma-miR171i-3p 9653 12047 12181 10431 10297
zma-miR171j-3p 9653 12047 12181 10431 10297
gma-miR166m 458 1911 1254 1011 935
mdm-miR167h 332445 328666 280552 259175 328814
mdm-miR167i 332445 328666 280552 259175 328814
mdm-miR167j 332445 328666 280552 259175 328814
ppe-miR167d 332445 328666 280552 259175 328814
ahy-miR159 124202 95587 114081 103220 93839
aly-miR159a-3p 124202 95587 114081 103220 93839
aof-miR159 124202 95587 114081 103220 93839
ath-miR159a 124202 95587 114081 103220 93839
atr-miR159 124202 95587 114081 103220 93839
bna-miR159 124202 95587 114081 103220 93839
bra-miR159a 124202 95587 114081 103220 93839
cme-miR159a 124202 95587 114081 103220 93839
cpa-miR159a 124202 95587 114081 103220 93839
csi-miR159a-3p 124202 95587 114081 103220 93839
fve-miR159a-3p 124202 95587 114081 103220 93839
gma-miR159a-3p 124202 95587 114081 103220 93839
gma-miR159e-3p 124202 95587 114081 103220 93839
hbr-miR159a 124202 95587 114081 103220 93839
htu-miR159a 124202 95587 114081 103220 93839
mdm-miR159d 124202 95587 114081 103220 93839
mdm-miR159e 124202 95587 114081 103220 93839
mdm-miR159f 124202 95587 114081 103220 93839
mes-miR159a-3p 124202 95587 114081 103220 93839
mes-miR159b 124202 95587 114081 103220 93839
mtr-miR159a 124202 95587 114081 103220 93839
nta-miR159 124202 95587 114081 103220 93839
ppe-miR159 124202 95587 114081 103220 93839
ptc-miR159a 124202 95587 114081 103220 93839
ptc-miR159b 124202 95587 114081 103220 93839
pvu-miR159a.1 124202 95587 114081 103220 93839
rco-miR159 124202 95587 114081 103220 93839
sly-miR159 124202 95587 114081 103220 93839
vca-miR159-3p 124202 95587 114081 103220 93839
vvi-miR159c 124202 95587 114081 103220 93839
tca-miR-100-5p 477 244 170 288 241
oha-miR-100-5p 479 244 170 287 242
csi-miR393b-5p 200 229 175 202 173
gma-miR393h 200 229 175 202 173
gma-miR393i 200 229 175 202 173
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Do not distribute

gma-miR393j 200 229 175 202 173
gma-miR393k 200 229 175 202 173
aae-miR-100 476 244 170 287 241
abu-miR-100 476 244 170 287 241
aca-miR-100 476 244 170 287 241
aga-miR-100 476 244 170 287 241
age-miR-100 476 244 170 287 241
ame-miR-100-5p 476 244 170 287 241
ami-miR-100-5p 476 244 170 287 241
bbe-miR-100-5p 476 244 170 287 241
bma-miR-100b 476 244 170 287 241
bmo-miR-100 476 244 170 287 241
bta-miR-100 476 244 170 287 241
cja-miR-100 476 244 170 287 241
cli-miR-100-5p 476 244 170 287 241
cpo-miR-100-5p 476 244 170 287 241
cqu-miR-100-5p 476 244 170 287 241
dno-miR-100-5p 476 244 170 287 241
dre-miR-100-5p 476 244 170 287 241
eca-miR-100 476 244 170 287 241
fru-miR-100 476 244 170 287 241
gga-miR-100-5p 476 244 170 287 241
ggo-miR-100 476 244 170 287 241
gmo-miR-100a-5p 476 244 170 287 241
hsa-miR-100-5p 476 244 170 287 241
ipu-miR-100 476 244 170 287 241
lgi-miR-100 476 244 170 287 241
lla-miR-100 476 244 170 287 241
mml-miR-100-5p 476 244 170 287 241
mmr-miR-100 476 244 170 287 241
mmu-miR-100-5p 476 244 170 287 241
mse-miR-100 476 244 170 287 241
mze-miR-100 476 244 170 287 241
nbr-miR-100 476 244 170 287 241
nle-miR-100 476 244 170 287 241
nvi-miR-100 476 244 170 287 241
oan-miR-100-5p 476 244 170 287 241
ocu-miR-100-5p 476 244 170 287 241
oga-miR-100 476 244 170 287 241
oni-miR-100 476 244 170 287 241
pal-miR-100-5p 476 244 170 287 241
pbv-miR-100-5p 476 244 170 287 241
pha-miR-100 476 244 170 287 241
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pma-miR-100a-5p 476 244 170 287 241
pny-miR-100 476 244 170 287 241
ppa-miR-100 476 244 170 287 241
ppy-miR-100 476 244 170 287 241
pte-miR-100b-5p 476 244 170 287 241
ptr-miR-100 476 244 170 287 241
rno-miR-100-5p 476 244 170 287 241
sko-miR-100 476 244 170 287 241
sla-miR-100 476 244 170 287 241
ssa-miR-100a-5p 476 244 170 287 241
ssc-miR-100 476 244 170 287 241
tcf-miR-100 476 244 170 287 241
tch-miR-100-5p 476 244 170 287 241
tni-miR-100 476 244 170 287 241
xla-miR-100-5p 476 244 170 287 241
xtr-miR-100 476 244 170 287 241
ahy-miR167-5p 125567 123159 109633 103163 121638
cme-miR167c 125567 123159 109633 103163 121638
cpa-miR167c 125567 123159 109633 103163 121638
csi-miR167b-5p 125567 123159 109633 103163 121638
gma-miR167e 125567 123159 109633 103163 121638
gma-miR167f 125567 123159 109633 103163 121638
lus-miR167b 125567 123159 109633 103163 121638
mes-miR167g 125567 123159 109633 103163 121638
mes-miR167h 125567 123159 109633 103163 121638
ptc-miR167f-5p 125567 123159 109633 103163 121638
ptc-miR167g-5p 125567 123159 109633 103163 121638
tcc-miR167c 125567 123159 109633 103163 121638
gma-miR171n 127 110 106 97 124
gma-miR171p 127 110 106 97 124
aly-miR169b-5p 6230 7972 6743 5589 7610
aly-miR169c-5p 6230 7972 6743 5589 7610
aqc-miR169c 6230 7972 6743 5589 7610
ata-miR169d-5p 6230 7972 6743 5589 7610
ath-miR169b-5p 6230 7972 6743 5589 7610
ath-miR169c 6230 7972 6743 5589 7610
bdi-miR169c-5p 6230 7972 6743 5589 7610
bdi-miR169f 6230 7972 6743 5589 7610
bna-miR169n 6230 7972 6743 5589 7610
cas-miR169b 6230 7972 6743 5589 7610
cme-miR169f 6230 7972 6743 5589 7610
cme-miR169h 6230 7972 6743 5589 7610
csi-miR169g-5p 6230 7972 6743 5589 7610
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csi-miR169k-5p 6230 7972 6743 5589 7610
csi-miR169m-5p 6230 7972 6743 5589 7610
csi-miR169n-5p 6230 7972 6743 5589 7610
csi-miR169o-5p 6230 7972 6743 5589 7610
csi-miR169r-5p 6230 7972 6743 5589 7610
gma-miR169a 6230 7972 6743 5589 7610
gma-miR169f 6230 7972 6743 5589 7610
gma-miR169g 6230 7972 6743 5589 7610
gma-miR169m 6230 7972 6743 5589 7610
lus-miR169f 6230 7972 6743 5589 7610
lus-miR169h 6230 7972 6743 5589 7610
lus-miR169j 6230 7972 6743 5589 7610
mdm-miR169a 6230 7972 6743 5589 7610
mdm-miR169g 6230 7972 6743 5589 7610
mdm-miR169h 6230 7972 6743 5589 7610
mdm-miR169i 6230 7972 6743 5589 7610
mdm-miR169j 6230 7972 6743 5589 7610
mes-miR169a 6230 7972 6743 5589 7610
mes-miR169b 6230 7972 6743 5589 7610
mes-miR169c 6230 7972 6743 5589 7610
mes-miR169d 6230 7972 6743 5589 7610
mes-miR169e 6230 7972 6743 5589 7610
mtr-miR169b 6230 7972 6743 5589 7610
mtr-miR169g 6230 7972 6743 5589 7610
mtr-miR169l-5p 6230 7972 6743 5589 7610
nta-miR169q 6230 7972 6743 5589 7610
nta-miR169r 6230 7972 6743 5589 7610
nta-miR169s 6230 7972 6743 5589 7610
osa-miR169b 6230 7972 6743 5589 7610
osa-miR169c 6230 7972 6743 5589 7610
ppe-miR169a 6230 7972 6743 5589 7610
ppe-miR169b 6230 7972 6743 5589 7610
ppe-miR169c 6230 7972 6743 5589 7610
ptc-miR169d 6230 7972 6743 5589 7610
ptc-miR169e 6230 7972 6743 5589 7610
ptc-miR169f 6230 7972 6743 5589 7610
ptc-miR169g 6230 7972 6743 5589 7610
ptc-miR169h 6230 7972 6743 5589 7610
ptc-miR169p 6230 7972 6743 5589 7610
rco-miR169a 6230 7972 6743 5589 7610
rco-miR169b 6230 7972 6743 5589 7610
sbi-miR169b 6230 7972 6743 5589 7610
sbi-miR169k 6230 7972 6743 5589 7610
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Do not distribute

sly-miR169a 6230 7972 6743 5589 7610
tcc-miR169b 6230 7972 6743 5589 7610
tcc-miR169k 6230 7972 6743 5589 7610
tcc-miR169l 6230 7972 6743 5589 7610
vun-miR169 6230 7972 6743 5589 7610
vvi-miR169a 6230 7972 6743 5589 7610
vvi-miR169c 6230 7972 6743 5589 7610
vvi-miR169j 6230 7972 6743 5589 7610
vvi-miR169k 6230 7972 6743 5589 7610
vvi-miR169s 6230 7972 6743 5589 7610
vvi-miR169w 6230 7972 6743 5589 7610
zma-miR169c-5p 6230 7972 6743 5589 7610
zma-miR169r-5p 6230 7972 6743 5589 7610
gma-miR156f 2621 2691 2018 2315 1867
aly-miR164a-5p 7094 4921 2155 4855 3374
aly-miR164b-5p 7094 4921 2155 4855 3374
aof-miR164 7094 4921 2155 4855 3374
ata-miR164b-5p 7094 4921 2155 4855 3374
ata-miR164c-5p 7094 4921 2155 4855 3374
ath-miR164a 7094 4921 2155 4855 3374
ath-miR164b-5p 7094 4921 2155 4855 3374
atr-miR164a 7094 4921 2155 4855 3374
atr-miR164b 7094 4921 2155 4855 3374
bdi-miR164a-5p 7094 4921 2155 4855 3374
bdi-miR164b 7094 4921 2155 4855 3374
bdi-miR164e 7094 4921 2155 4855 3374
bna-miR164a 7094 4921 2155 4855 3374
bra-miR164a 7094 4921 2155 4855 3374
cas-miR164 7094 4921 2155 4855 3374
cme-miR164c 7094 4921 2155 4855 3374
cme-miR164d 7094 4921 2155 4855 3374
cpa-miR164a 7094 4921 2155 4855 3374
cpa-miR164b 7094 4921 2155 4855 3374
cpa-miR164c 7094 4921 2155 4855 3374
csi-miR164a-5p 7094 4921 2155 4855 3374
csi-miR164b-5p 7094 4921 2155 4855 3374
csi-miR164c-5p 7094 4921 2155 4855 3374
csi-miR164d-5p 7094 4921 2155 4855 3374
ctr-miR164 7094 4921 2155 4855 3374
fve-miR164a-5p 7094 4921 2155 4855 3374
fve-miR164b 7094 4921 2155 4855 3374
ghr-miR164 7094 4921 2155 4855 3374
gma-miR164a 7094 4921 2155 4855 3374
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gma-miR164e 7094 4921 2155 4855 3374
gma-miR164f 7094 4921 2155 4855 3374
gma-miR164g 7094 4921 2155 4855 3374
gma-miR164h 7094 4921 2155 4855 3374
gma-miR164i 7094 4921 2155 4855 3374
gma-miR164j 7094 4921 2155 4855 3374
gma-miR164k 7094 4921 2155 4855 3374
lus-miR164a 7094 4921 2155 4855 3374
lus-miR164b 7094 4921 2155 4855 3374
lus-miR164c 7094 4921 2155 4855 3374
lus-miR164d 7094 4921 2155 4855 3374
lus-miR164e 7094 4921 2155 4855 3374
mdm-miR164b 7094 4921 2155 4855 3374
mdm-miR164c 7094 4921 2155 4855 3374
mdm-miR164d 7094 4921 2155 4855 3374
mdm-miR164e 7094 4921 2155 4855 3374
mdm-miR164f 7094 4921 2155 4855 3374
mes-miR164a 7094 4921 2155 4855 3374
mes-miR164b 7094 4921 2155 4855 3374
mes-miR164c 7094 4921 2155 4855 3374
mtr-miR164a 7094 4921 2155 4855 3374
mtr-miR164b 7094 4921 2155 4855 3374
mtr-miR164c 7094 4921 2155 4855 3374
nta-miR164a 7094 4921 2155 4855 3374
nta-miR164b 7094 4921 2155 4855 3374
osa-miR164a 7094 4921 2155 4855 3374
osa-miR164b 7094 4921 2155 4855 3374
osa-miR164f 7094 4921 2155 4855 3374
ppe-miR164a 7094 4921 2155 4855 3374
ppe-miR164b 7094 4921 2155 4855 3374
ppe-miR164c 7094 4921 2155 4855 3374
ptc-miR164a 7094 4921 2155 4855 3374
ptc-miR164b 7094 4921 2155 4855 3374
ptc-miR164c 7094 4921 2155 4855 3374
ptc-miR164d 7094 4921 2155 4855 3374
ptc-miR164e 7094 4921 2155 4855 3374
rco-miR164a 7094 4921 2155 4855 3374
rco-miR164b 7094 4921 2155 4855 3374
rco-miR164c 7094 4921 2155 4855 3374
sbi-miR164a 7094 4921 2155 4855 3374
sbi-miR164d 7094 4921 2155 4855 3374
sbi-miR164e 7094 4921 2155 4855 3374
sly-miR164a-5p 7094 4921 2155 4855 3374
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sly-miR164b-5p 7094 4921 2155 4855 3374
ssl-miR164a 7094 4921 2155 4855 3374
ssl-miR164b 7094 4921 2155 4855 3374
tae-miR164 7094 4921 2155 4855 3374
tcc-miR164a 7094 4921 2155 4855 3374
tcc-miR164b 7094 4921 2155 4855 3374
vvi-miR164a 7094 4921 2155 4855 3374
vvi-miR164c 7094 4921 2155 4855 3374
vvi-miR164d 7094 4921 2155 4855 3374
zma-miR164a-5p 7094 4921 2155 4855 3374
zma-miR164b-5p 7094 4921 2155 4855 3374
zma-miR164c-5p 7094 4921 2155 4855 3374
zma-miR164d-5p 7094 4921 2155 4855 3374
zma-miR164g-5p 7094 4921 2155 4855 3374
bra-miR164e-5p 7101 4935 2160 4861 3386
ahy-miR156c 2606 2676 2010 2308 1861
far-miR156b 2606 2676 2010 2308 1861
mdm-miR156t 2606 2676 2010 2308 1861
mdm-miR156u 2606 2676 2010 2308 1861
mdm-miR156v 2606 2676 2010 2308 1861
mdm-miR156w 2606 2676 2010 2308 1861
mes-miR156k 2606 2676 2010 2308 1861
aly-miR166g-5p 364 304 383 343 358
cas-miR166f-5p 364 304 383 343 358
csi-miR166b-5p 364 304 383 343 358
gma-miR166h-5p 364 304 383 343 358
gma-miR166j-5p 364 304 383 343 358
stu-miR166c-5p 364 304 383 343 358
gma-miR159d 1575 1537 1275 1561 1314
aof-miR398 8721 10351 12418 9258 10489
aqc-miR398b 8721 10351 12418 9258 10489
bdi-miR398a 8721 10351 12418 9258 10489
cca-miR398 8721 10351 12418 9258 10489
cme-miR398a 8721 10351 12418 9258 10489
csi-miR398b-3p 8721 10351 12418 9258 10489
gma-miR398c 8721 10351 12418 9258 10489
gma-miR398d 8721 10351 12418 9258 10489
lus-miR398a 8721 10351 12418 9258 10489
mdm-miR398b 8721 10351 12418 9258 10489
mdm-miR398c 8721 10351 12418 9258 10489
mes-miR398 8721 10351 12418 9258 10489
mtr-miR398b 8721 10351 12418 9258 10489
mtr-miR398c 8721 10351 12418 9258 10489
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nta-miR398 8721 10351 12418 9258 10489
osa-miR398b 8721 10351 12418 9258 10489
ppe-miR398a-3p 8721 10351 12418 9258 10489
ptc-miR398b 8721 10351 12418 9258 10489
ptc-miR398c-3p 8721 10351 12418 9258 10489
rco-miR398b 8721 10351 12418 9258 10489
tcc-miR398a 8721 10351 12418 9258 10489
vvi-miR398b 8721 10351 12418 9258 10489
vvi-miR398c 8721 10351 12418 9258 10489
abu-miR-222 350 182 148 265 177
age-miR-222 350 182 148 265 177
ami-miR-222a-3p 350 182 148 265 177
cgr-miR-222-3p 350 182 148 265 177
chi-miR-222-3p 350 182 148 265 177
cli-miR-222a-3p 350 182 148 265 177
cpo-miR-222-3p 350 182 148 265 177
dma-miR-222 350 182 148 265 177
dno-miR-222-3p 350 182 148 265 177
dre-miR-222a-3p 350 182 148 265 177
fru-miR-222 350 182 148 265 177
gga-miR-222a 350 182 148 265 177
mdo-miR-222a 350 182 148 265 177
mmr-miR-222 350 182 148 265 177
mze-miR-222 350 182 148 265 177
nbr-miR-222 350 182 148 265 177
nle-miR-222 350 182 148 265 177
ocu-miR-222-3p 350 182 148 265 177
oga-miR-222 350 182 148 265 177
oha-miR-222a-3p 350 182 148 265 177
oni-miR-222 350 182 148 265 177
pbv-miR-222a-3p 350 182 148 265 177
pha-miR-222 350 182 148 265 177
pny-miR-222 350 182 148 265 177
ppa-miR-222 350 182 148 265 177
ssa-miR-222a-3p 350 182 148 265 177
ssc-miR-222 350 182 148 265 177
tgu-miR-222-3p 350 182 148 265 177
tni-miR-222 350 182 148 265 177
xtr-miR-222 350 182 148 265 177
lja-miR1511-3p 49605 43469 45736 42592 43044
aly-miR170-3p 1478 1986 1879 1793 1706
ath-miR170-3p 1478 1986 1879 1793 1706
stu-miR171c-3p 1478 1986 1879 1793 1706
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gma-miR159a-5p 3882 3147 2995 3451 3205
gma-miR319f 134 171 91 133 95
ahy-miR167-3p 1040 1379 1214 1227 1117
ptc-miR167f-3p 1040 1379 1214 1227 1117
ptc-miR167g-3p 1040 1379 1214 1227 1117
ptc-miR167h-3p 1040 1379 1214 1227 1117
aja-miR-143 282 344 295 207 331
bta-miR-143 282 344 295 207 331
chi-miR-143-3p 282 344 295 207 331
gga-miR-143-3p 282 344 295 207 331
mdo-miR-143-3p 282 344 295 207 331
tch-miR-143-3p 282 344 295 207 331
xtr-miR-143 282 344 295 207 331
eca-miR-378 96 126 95 78 112
mml-miR-378a 96 126 95 78 112
mmu-miR-378a-3p 96 126 95 78 112
ptr-miR-378a 96 126 95 78 112
rno-miR-378a-3p 96 126 95 78 112
efu-miR-143 283 345 298 208 334
abu-miR-143 281 342 295 207 331
aca-miR-143-3p 281 342 295 207 331
ami-miR-143-3p 281 342 295 207 331
cfa-miR-143 281 342 295 207 331
cgr-miR-143 281 342 295 207 331
cli-miR-143-3p 281 342 295 207 331
cpi-miR-143-3p 281 342 295 207 331
cpo-miR-143-3p 281 342 295 207 331
dno-miR-143-3p 281 342 295 207 331
dre-miR-143 281 342 295 207 331
eca-miR-143 281 342 295 207 331
hsa-miR-143-3p 281 342 295 207 331
ipu-miR-143 281 342 295 207 331
mml-miR-143-3p 281 342 295 207 331
mmu-miR-143-3p 281 342 295 207 331
nle-miR-143 281 342 295 207 331
oan-miR-143-3p 281 342 295 207 331
oar-miR-143 281 342 295 207 331
ocu-miR-143-3p 281 342 295 207 331
oga-miR-143 281 342 295 207 331
oni-miR-143 281 342 295 207 331
pal-miR-143-3p 281 342 295 207 331
pbv-miR-143-3p 281 342 295 207 331
pha-miR-143 281 342 295 207 331
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ssa-miR-143-3p 281 342 295 207 331
ssc-miR-143-3p 281 342 295 207 331
xla-miR-143-3p 281 342 295 207 331
gma-miR171m 53026 54481 53808 50160 52786
gma-miR171t 53026 54481 53808 50160 52786
dma-miR-143 294 397 330 230 360
ggo-miR-143 294 397 330 230 360
lla-miR-143 294 397 330 230 360
oha-miR-143-3p 294 397 330 230 360
ppa-miR-143 294 397 330 230 360
ppy-miR-143 294 397 330 230 360
ptr-miR-143 294 397 330 230 360
rno-miR-143-3p 294 397 330 230 360
bta-miR-99b 96 69 60 61 73
cfa-miR-99b 96 69 60 61 73
chi-miR-99b-5p 96 69 60 61 73
cpo-miR-99b-5p 96 69 60 61 73
eca-miR-99b 96 69 60 61 73
efu-miR-99b 96 69 60 61 73
hsa-miR-99b-5p 96 69 60 61 73
mml-miR-99b-5p 96 69 60 61 73
mmu-miR-99b-5p 96 69 60 61 73
oga-miR-99b 96 69 60 61 73
pal-miR-99b-5p 96 69 60 61 73
ptr-miR-99b 96 69 60 61 73
rno-miR-99b-5p 96 69 60 61 73
ssc-miR-99b 96 69 60 61 73
tch-miR-99b-5p 96 69 60 61 73
bbe-miR-216-5p 0 53 196 23 82
bfl-miR-216-5p 0 53 196 23 82
cpo-miR-216a-5p 0 53 196 23 82
dno-miR-216a-5p 0 53 196 23 82
ocu-miR-216a-5p 0 53 196 23 82
oha-miR-216-5p 0 53 196 23 82
ssc-miR-216 0 53 196 23 82
xla-miR-216-5p 0 53 196 23 82
aca-miR-216a 0 52 194 22 82
bta-miR-216a 0 52 194 22 82
cja-miR-216a 0 52 194 22 82
cli-miR-216a-5p 0 52 194 22 82
cpi-miR-216a-5p 0 52 194 22 82
dre-miR-216a 0 52 194 22 82
eca-miR-216a 0 52 194 22 82
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hsa-miR-216a-5p 0 52 194 22 82
ipu-miR-216a 0 52 194 22 82
mml-miR-216a-5p 0 52 194 22 82
mmu-miR-216a-5p 0 52 194 22 82
oan-miR-216a-5p 0 52 194 22 82
pbv-miR-216a-5p 0 52 194 22 82
rno-miR-216a-5p 0 52 194 22 82
ssa-miR-216b-5p 0 52 194 22 82
tgu-miR-216a-5p 0 52 194 22 82
ppt-miR160b 140 221 113 163 136
ppt-miR160i 140 221 113 163 136
gma-miR169k 6868 8249 7252 5755 8943
gma-miR169l-5p 6868 8249 7252 5755 8943
mes-miR169l 6868 8249 7252 5755 8943
mes-miR169m 6868 8249 7252 5755 8943
eun-miR167b-3p 57 82 78 57 90
aly-miR168a-3p 11285 8749 11690 11552 9913
ath-miR168a-3p 11285 8749 11690 11552 9913
bra-miR168b-3p 11285 8749 11690 11552 9913
bra-miR168c-3p 11285 8749 11690 11552 9913
cas-miR168 11285 8749 11690 11552 9913
csi-miR168-3p 11285 8749 11690 11552 9913
fve-miR168-3p 11285 8749 11690 11552 9913
mtr-miR168c-3p 11285 8749 11690 11552 9913
ptc-miR168a-3p 11285 8749 11690 11552 9913
ptc-miR168b-3p 11285 8749 11690 11552 9913
sly-miR168b-3p 11285 8749 11690 11552 9913
lja-miR168-3p 11316 8762 11718 11574 9938
bdi-miR159b-3p.1 7101 5451 6272 6828 5467
far-miR159 7101 5451 6272 6828 5467
hvu-miR159a 7101 5451 6272 6828 5467
hvu-miR159b 7101 5451 6272 6828 5467
osa-miR159a.1 7101 5451 6272 6828 5467
osa-miR159b 7101 5451 6272 6828 5467
sbi-miR159a 7101 5451 6272 6828 5467
sof-miR159a 7101 5451 6272 6828 5467
sof-miR159b 7101 5451 6272 6828 5467
sof-miR159d 7101 5451 6272 6828 5467
ssp-miR159a 7101 5451 6272 6828 5467
tae-miR159a 7101 5451 6272 6828 5467
tae-miR159b 7101 5451 6272 6828 5467
zma-miR159a-3p 7101 5451 6272 6828 5467
zma-miR159b-3p 7101 5451 6272 6828 5467
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zma-miR159f-3p 7101 5451 6272 6828 5467
zma-miR159j-3p 7101 5451 6272 6828 5467
zma-miR159k-3p 7101 5451 6272 6828 5467
cfa-miR-24 315 341 375 296 362
cgr-miR-24-3p 315 341 375 296 362
ipu-miR-24 315 341 375 296 362
oga-miR-24 315 341 375 296 362
oha-miR-24-3p 315 341 375 296 362
cpo-miR-27a-3p 240 305 307 171 360
tch-miR-27a-3p 240 305 307 171 360
abu-miR-24b-3p 314 340 374 296 362
aca-miR-24-3p 314 340 374 296 362
ami-miR-24-3p 314 340 374 296 362
bta-miR-24-3p 314 340 374 296 362
ccr-miR-24 314 340 374 296 362
cja-miR-24 314 340 374 296 362
cpo-miR-24-3p 314 340 374 296 362
dno-miR-24a-3p 314 340 374 296 362
dre-miR-24 314 340 374 296 362
eca-miR-24 314 340 374 296 362
fru-miR-24-3p 314 340 374 296 362
gga-miR-24-3p 314 340 374 296 362
ggo-miR-24 314 340 374 296 362
hsa-miR-24-3p 314 340 374 296 362
mml-miR-24-3p 314 340 374 296 362
mmu-miR-24-3p 314 340 374 296 362
mne-miR-24-3p 314 340 374 296 362
nbr-miR-24a 314 340 374 296 362
oan-miR-24-3p 314 340 374 296 362
ocu-miR-24-3p 314 340 374 296 362
ola-miR-24a 314 340 374 296 362
oni-miR-24a 314 340 374 296 362
pbv-miR-24-3p 314 340 374 296 362
pma-miR-24 314 340 374 296 362
pny-miR-24a 314 340 374 296 362
ppa-miR-24-3p 314 340 374 296 362
ppy-miR-24-3p 314 340 374 296 362
ptr-miR-24 314 340 374 296 362
rno-miR-24-3p 314 340 374 296 362
ssc-miR-24-3p 314 340 374 296 362
tgu-miR-24-3p 314 340 374 296 362
tni-miR-24 314 340 374 296 362
xla-miR-24a-3p 314 340 374 296 362
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xtr-miR-24a-3p 314 340 374 296 362
dre-miR-27a-3p 371 363 323 231 421
ipu-miR-27a 371 363 323 231 421
ssa-miR-27a-3p 371 363 323 231 421
gma-miR169u 194 322 243 235 264
aly-miR159b-3p 7112 5791 6708 7202 5808
ath-miR159b-3p 7112 5791 6708 7202 5808
cas-miR159b-3p 7112 5791 6708 7202 5808
cas-miR159c-3p 7112 5791 6708 7202 5808
lus-miR159c 7112 5791 6708 7202 5808
lus-miR159b 6733 5459 6276 6835 5464
age-miR-27a 322 338 307 213 395
ggo-miR-27a 322 338 307 213 395
lca-miR-27a 322 338 307 213 395
mml-miR-27a-3p 322 338 307 213 395
mne-miR-27a 322 338 307 213 395
oha-miR-27a-3p 322 338 307 213 395
ppa-miR-27a 322 338 307 213 395
ppy-miR-27a 322 338 307 213 395
ptr-miR-27a 322 338 307 213 395
sla-miR-27a 322 338 307 213 395
gma-miR1515a 8322 9086 9113 9201 9449
gma-miR1515b 8322 9086 9113 9201 9449
abu-miR-27a 321 336 307 212 395
aca-miR-27a-3p 321 336 307 212 395
ami-miR-27a-3p 321 336 307 212 395
ccr-miR-27a 321 336 307 212 395
cgr-miR-27a-3p 321 336 307 212 395
cja-miR-27a 321 336 307 212 395
cpi-miR-27a-3p 321 336 307 212 395
dno-miR-27a-3p 321 336 307 212 395
eca-miR-27a 321 336 307 212 395
hsa-miR-27a-3p 321 336 307 212 395
mdo-miR-27a-3p 321 336 307 212 395
mmu-miR-27a-3p 321 336 307 212 395
mze-miR-27a 321 336 307 212 395
nbr-miR-27a 321 336 307 212 395
oan-miR-27a-3p 321 336 307 212 395
oar-miR-27a 321 336 307 212 395
oni-miR-27a 321 336 307 212 395
pbv-miR-27a-3p 321 336 307 212 395
pny-miR-27a 321 336 307 212 395
rno-miR-27a-3p 321 336 307 212 395
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sbo-miR-27a 321 336 307 212 395
ssc-miR-27a 321 336 307 212 395
xtr-miR-27a 321 336 307 212 395
mtr-miR171c 68 35 65 57 56
csi-miR160a-5p 143 213 110 176 127
htu-miR171a 66 32 63 54 54
bta-miR-27a-3p 186 259 253 146 314
cfa-miR-27a 186 259 253 146 314
chi-miR-27a-3p 186 259 253 146 314
gmo-miR-27d-3p 186 259 253 146 314
oga-miR-27a 186 259 253 146 314
ola-miR-27a 186 259 253 146 314
pal-miR-27a-3p 186 259 253 146 314
xla-miR-27a-3p 186 259 253 146 314
ppe-miR398b 90 204 173 190 132
pvu-miR1514a 6440 5014 5169 5730 6269
lja-miR398-3p 244 215 201 208 250
stu-miR398b-3p 244 215 201 208 250
aof-miR171c 558 594 556 633 559
csi-miR171e-3p 558 594 556 633 559
csi-miR171g-3p 558 594 556 633 559
ctr-miR171 558 594 556 633 559
fve-miR171h 558 594 556 633 559
mdm-miR171a 558 594 556 633 559
mdm-miR171b 558 594 556 633 559
mdm-miR171p 558 594 556 633 559
mes-miR171a 558 594 556 633 559
ppe-miR171h 558 594 556 633 559
gma-miR319p 782 300 384 525 514
cpi-miR-24-3p 113 167 178 134 178
sbo-miR-24 113 167 178 134 178
sly-miR171e 650 620 638 712 643
stu-miR171b-3p 650 620 638 712 643
gma-miR169l-3p 188 237 210 201 252
bta-miR-451 2138 3477 2414 2108 3233
cja-miR-451 2138 3477 2414 2108 3233
cpo-miR-451-5p 2138 3477 2414 2108 3233
dno-miR-451-5p 2138 3477 2414 2108 3233
gga-miR-451 2138 3477 2414 2108 3233
oan-miR-451 2138 3477 2414 2108 3233
ocu-miR-451-5p 2138 3477 2414 2108 3233
oha-miR-451-?? 2138 3477 2414 2108 3233
tgu-miR-451 2138 3477 2414 2108 3233

Page 118 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

aly-miR169a-5p 156 232 193 178 222
ata-miR169e-5p 156 232 193 178 222
ata-miR169f-5p 156 232 193 178 222
ata-miR169g-5p 156 232 193 178 222
ath-miR169a-5p 156 232 193 178 222
bdi-miR169a-5p 156 232 193 178 222
bna-miR169a 156 232 193 178 222
bna-miR169b 156 232 193 178 222
cas-miR169a 156 232 193 178 222
gma-miR169b 156 232 193 178 222
lus-miR169g 156 232 193 178 222
lus-miR169l 156 232 193 178 222
mes-miR169g 156 232 193 178 222
mtr-miR169a 156 232 193 178 222
nta-miR169a 156 232 193 178 222
nta-miR169b 156 232 193 178 222
nta-miR169c 156 232 193 178 222
nta-miR169d 156 232 193 178 222
nta-miR169e 156 232 193 178 222
nta-miR169f 156 232 193 178 222
nta-miR169g 156 232 193 178 222
nta-miR169h 156 232 193 178 222
nta-miR169i 156 232 193 178 222
nta-miR169j 156 232 193 178 222
nta-miR169k 156 232 193 178 222
nta-miR169l 156 232 193 178 222
nta-miR169m 156 232 193 178 222
nta-miR169o 156 232 193 178 222
nta-miR169p 156 232 193 178 222
osa-miR169a 156 232 193 178 222
ptc-miR169a 156 232 193 178 222
ptc-miR169b-5p 156 232 193 178 222
ptc-miR169c 156 232 193 178 222
sbi-miR169a 156 232 193 178 222
sly-miR169c 156 232 193 178 222
tcc-miR169a 156 232 193 178 222
tcc-miR169c 156 232 193 178 222
tcc-miR169e 156 232 193 178 222
vvi-miR169f 156 232 193 178 222
vvi-miR169g 156 232 193 178 222
zma-miR169a-5p 156 232 193 178 222
zma-miR169b-5p 156 232 193 178 222
lus-miR398f 83 201 178 192 134
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sly-miR156e-3p 3491 2619 3494 3738 3412
stu-miR156g-3p 3491 2619 3494 3738 3412
cas-miR156k-3p 3496 2620 3499 3743 3418
mtr-miR156c-3p 3496 2620 3499 3743 3418
ptc-miR169s 152 230 188 178 217
gma-miR2118a-3p 4554 3424 4675 5118 4056
gma-miR2118b-3p 4554 3424 4675 5118 4056
cme-miR169t 55 85 57 55 76
cme-miR169r 55 85 56 55 74
mes-miR169i 55 85 56 55 74
mes-miR169j 55 85 56 55 74
mes-miR169k 55 85 56 55 74
ptc-miR169t 55 85 56 55 74
smo-miR171a 90 75 72 101 88
gso-miR2218 208359 92323 117761 205633 84468
pvu-miR2118 208359 92323 117761 205633 84468
vun-miR2118 208359 92323 117761 205633 84468
aly-miR164c-5p 162 120 47 149 74
ath-miR164c-5p 162 120 47 149 74
bna-miR164b 162 120 47 149 74
bna-miR164c 162 120 47 149 74
bna-miR164d 162 120 47 149 74
bra-miR164b-5p 162 120 47 149 74
bra-miR164c-5p 162 120 47 149 74
bra-miR164d-5p 162 120 47 149 74
cln-miR164 162 120 47 149 74
gma-miR403a 7423 9152 8806 11066 9104
gma-miR403b 7423 9152 8806 11066 9104
mes-miR319h 246 211 206 260 191
vun-miR319b 246 211 206 260 191
aly-miR319c-3p 249 223 210 269 192
aly-miR319d-3p 249 223 210 269 192
ath-miR319c 249 223 210 269 192
mes-miR319g 249 223 210 269 192
pvu-miR319c 249 223 210 269 192
rco-miR319d 249 223 210 269 192
sly-miR319c-3p 249 223 210 269 192
csi-miR858-3p 197 158 133 206 178
ppe-miR858 197 158 133 206 178
csi-miR171a 87 72 70 98 87
zma-miR171b-3p 87 72 70 98 87
cme-miR319c 236 200 198 246 186
cme-miR319d 236 200 198 246 186
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gma-miR319c 236 200 198 246 186
ptc-miR319e 236 200 198 246 186
ptc-miR319f 236 200 198 246 186
ptc-miR319g 236 200 198 246 186
ptc-miR319h 236 200 198 246 186
stu-miR319b 236 200 198 246 186
gma-miR164b 161 118 44 147 74
gma-miR164c 161 118 44 147 74
gma-miR164d 161 118 44 147 74
aca-miR-451-5p 1022 2047 1417 1272 1853
cfa-miR-451 1022 2047 1417 1272 1853
cgr-miR-451a 1022 2047 1417 1272 1853
dre-miR-451 1022 2047 1417 1272 1853
hsa-miR-451a 1022 2047 1417 1272 1853
mml-miR-451 1022 2047 1417 1272 1853
mmu-miR-451a 1022 2047 1417 1272 1853
ppy-miR-451 1022 2047 1417 1272 1853
ptr-miR-451 1022 2047 1417 1272 1853
rno-miR-451-5p 1022 2047 1417 1272 1853
ssc-miR-451 1022 2047 1417 1272 1853
xtr-miR-451 1022 2047 1417 1272 1853
bta-miR-146b 10 54 85 44 70
chi-miR-146b-5p 10 54 85 44 70
cja-miR-146b 10 54 85 44 70
dno-miR-146b-5p 10 54 85 44 70
ggo-miR-146b 10 54 85 44 70
mmr-miR-146b 10 54 85 44 70
nle-miR-146b 10 54 85 44 70
pal-miR-146b-5p 10 54 85 44 70
pha-miR-146b 10 54 85 44 70
ppa-miR-146b 10 54 85 44 70
rno-miR-146b-5p 10 54 85 44 70
sbo-miR-146b 10 54 85 44 70
aqc-miR166a 53 98 104 113 82
aqc-miR166d 53 98 104 113 82
cme-miR166e 53 98 104 113 82
dpr-miR166a 53 98 104 113 82
lus-miR166e 53 98 104 113 82
mtr-miR166c 53 98 104 113 82
mtr-miR166f 53 98 104 113 82
osa-miR166g-3p 53 98 104 113 82
osa-miR166h-3p 53 98 104 113 82
pab-miR166a 53 98 104 113 82
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sbi-miR166f 53 98 104 113 82
sly-miR166c-3p 53 98 104 113 82
ssl-miR166a 53 98 104 113 82
stu-miR166b 53 98 104 113 82
tcc-miR166c 53 98 104 113 82
zma-miR166l-3p 53 98 104 113 82
zma-miR166m-3p 53 98 104 113 82
cfa-miR-181a 37 83 114 49 106
ipu-miR-181a 37 83 114 49 106
mmr-miR-181a 37 83 114 49 106
oni-miR-181c 37 83 114 49 106
sbo-miR-181a 37 83 114 49 106
gma-miR169j-5p 52 92 58 58 81
ata-miR164a-5p 176 122 48 165 80
bdi-miR164c-5p 176 122 48 165 80
cme-miR164a 176 122 48 165 80
osa-miR164d 176 122 48 165 80
sbi-miR164b 176 122 48 165 80
zma-miR164f-5p 176 122 48 165 80
gma-miR319i 236 227 265 341 247
aof-miR319b 4672 2814 3138 4518 3420
atr-miR319b 4672 2814 3138 4518 3420
atr-miR319d 4672 2814 3138 4518 3420
atr-miR319e 4672 2814 3138 4518 3420
cas-miR319c 4672 2814 3138 4518 3420
csi-miR159d 4672 2814 3138 4518 3420
fve-miR319 4672 2814 3138 4518 3420
tcc-miR319 4672 2814 3138 4518 3420
vvi-miR319e 4672 2814 3138 4518 3420
gma-miR319d 227 215 254 333 240
gma-miR319o 227 215 254 333 240
efu-miR-93 47 76 69 48 88
ccr-miR-181a 16 73 83 36 79
xla-miR-181a-5p 16 73 83 36 79
eun-miR160-3p 61 100 57 105 75
gma-miR160a-3p 61 100 57 105 75
stu-miR160a-3p 61 100 57 105 75
gma-miR1511 7940 9451 8131 9671 9157
ami-miR-93-5p 43 75 65 46 87
cfa-miR-93 43 75 65 46 87
cgr-miR-93-5p 43 75 65 46 87
chi-miR-93-5p 43 75 65 46 87
cja-miR-93 43 75 65 46 87
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cpo-miR-93-5p 43 75 65 46 87
dma-miR-93 43 75 65 46 87
dno-miR-93-5p 43 75 65 46 87
eca-miR-93 43 75 65 46 87
hsa-miR-93-5p 43 75 65 46 87
mmu-miR-93-5p 43 75 65 46 87
nle-miR-93 43 75 65 46 87
ocu-miR-93-5p 43 75 65 46 87
oga-miR-93 43 75 65 46 87
pal-miR-93-5p 43 75 65 46 87
pha-miR-93 43 75 65 46 87
rno-miR-93-5p 43 75 65 46 87
tch-miR-93-5p 43 75 65 46 87
xla-miR-93-5p 43 75 65 46 87
aau-miR162 7770 6558 7618 8453 10462
aly-miR162a-3p 7770 6558 7618 8453 10462
aly-miR162b-3p 7770 6558 7618 8453 10462
ath-miR162a-3p 7770 6558 7618 8453 10462
ath-miR162b-3p 7770 6558 7618 8453 10462
bra-miR162-3p 7770 6558 7618 8453 10462
cme-miR162 7770 6558 7618 8453 10462
cpa-miR162a 7770 6558 7618 8453 10462
csi-miR162-3p 7770 6558 7618 8453 10462
eun-miR162-3p 7770 6558 7618 8453 10462
fve-miR162-3p 7770 6558 7618 8453 10462
ghr-miR162a 7770 6558 7618 8453 10462
gma-miR162b 7770 6558 7618 8453 10462
gma-miR162c 7770 6558 7618 8453 10462
hpe-miR162a 7770 6558 7618 8453 10462
htu-miR162a 7770 6558 7618 8453 10462
lus-miR162a 7770 6558 7618 8453 10462
lus-miR162b 7770 6558 7618 8453 10462
mdm-miR162a 7770 6558 7618 8453 10462
mdm-miR162b 7770 6558 7618 8453 10462
mes-miR162 7770 6558 7618 8453 10462
mtr-miR162 7770 6558 7618 8453 10462
nta-miR162a 7770 6558 7618 8453 10462
nta-miR162b 7770 6558 7618 8453 10462
osa-miR162a 7770 6558 7618 8453 10462
pde-miR162 7770 6558 7618 8453 10462
ppe-miR162 7770 6558 7618 8453 10462
ptc-miR162a 7770 6558 7618 8453 10462
ptc-miR162b 7770 6558 7618 8453 10462
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rco-miR162 7770 6558 7618 8453 10462
sbi-miR162 7770 6558 7618 8453 10462
sly-miR162 7770 6558 7618 8453 10462
stu-miR162a-3p 7770 6558 7618 8453 10462
stu-miR162b-3p 7770 6558 7618 8453 10462
tcc-miR162 7770 6558 7618 8453 10462
vun-miR162 7770 6558 7618 8453 10462
vvi-miR162 7770 6558 7618 8453 10462
aly-miR396b-5p 9275 5516 6221 9477 8412
ama-miR396-5p 9275 5516 6221 9477 8412
aqc-miR396b 9275 5516 6221 9477 8412
ata-miR396c-5p 9275 5516 6221 9477 8412
ath-miR396b-5p 9275 5516 6221 9477 8412
atr-miR396b 9275 5516 6221 9477 8412
atr-miR396c 9275 5516 6221 9477 8412
atr-miR396e 9275 5516 6221 9477 8412
bcy-miR396b 9275 5516 6221 9477 8412
bdi-miR396e-5p 9275 5516 6221 9477 8412
bgy-miR396b 9275 5516 6221 9477 8412
bna-miR396a 9275 5516 6221 9477 8412
bra-miR396-5p 9275 5516 6221 9477 8412
cas-miR396b 9275 5516 6221 9477 8412
cca-miR396a-5p 9275 5516 6221 9477 8412
ccl-miR396 9275 5516 6221 9477 8412
cme-miR396a 9275 5516 6221 9477 8412
cme-miR396c 9275 5516 6221 9477 8412
cme-miR396d 9275 5516 6221 9477 8412
csi-miR396f-5p 9275 5516 6221 9477 8412
fve-miR396b-5p 9275 5516 6221 9477 8412
gma-miR396b-5p 9275 5516 6221 9477 8412
gma-miR396c 9275 5516 6221 9477 8412
gma-miR396k-5p 9275 5516 6221 9477 8412
lus-miR396b 9275 5516 6221 9477 8412
lus-miR396e 9275 5516 6221 9477 8412
mdm-miR396c 9275 5516 6221 9477 8412
mdm-miR396d 9275 5516 6221 9477 8412
mdm-miR396e 9275 5516 6221 9477 8412
mes-miR396c 9275 5516 6221 9477 8412
mes-miR396d 9275 5516 6221 9477 8412
mes-miR396e 9275 5516 6221 9477 8412
mes-miR396f 9275 5516 6221 9477 8412
mtr-miR396a-5p 9275 5516 6221 9477 8412
nta-miR396b 9275 5516 6221 9477 8412
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nta-miR396c 9275 5516 6221 9477 8412
osa-miR396c-5p 9275 5516 6221 9477 8412
pab-miR396g 9275 5516 6221 9477 8412
pab-miR396h 9275 5516 6221 9477 8412
ppe-miR396b 9275 5516 6221 9477 8412
pta-miR396 9275 5516 6221 9477 8412
ptc-miR396c 9275 5516 6221 9477 8412
ptc-miR396d 9275 5516 6221 9477 8412
ptc-miR396e-5p 9275 5516 6221 9477 8412
rco-miR396 9275 5516 6221 9477 8412
sbi-miR396c 9275 5516 6221 9477 8412
sly-miR396b 9275 5516 6221 9477 8412
stu-miR396-5p 9275 5516 6221 9477 8412
tcc-miR396c 9275 5516 6221 9477 8412
tcc-miR396e 9275 5516 6221 9477 8412
zma-miR396e-5p 9275 5516 6221 9477 8412
zma-miR396f-5p 9275 5516 6221 9477 8412
mes-miR160g 11771 13787 9505 15781 13869
mtr-miR160b 11715 13747 9463 15716 13825
mtr-miR160d 11715 13747 9463 15716 13825
mtr-miR160e 11715 13747 9463 15716 13825
nta-miR160a 11715 13747 9463 15716 13825
nta-miR160b 11715 13747 9463 15716 13825
nta-miR160c 11715 13747 9463 15716 13825
osa-miR160a-5p 11715 13747 9463 15716 13825
osa-miR160b-5p 11715 13747 9463 15716 13825
osa-miR160c-5p 11715 13747 9463 15716 13825
osa-miR160d-5p 11715 13747 9463 15716 13825
pab-miR160a 11715 13747 9463 15716 13825
pab-miR160b 11715 13747 9463 15716 13825
pab-miR160d 11715 13747 9463 15716 13825
ppe-miR160a 11715 13747 9463 15716 13825
ppe-miR160b 11715 13747 9463 15716 13825
ppt-miR160a 11715 13747 9463 15716 13825
ppt-miR160e 11715 13747 9463 15716 13825
ppt-miR160f 11715 13747 9463 15716 13825
ptc-miR160a 11715 13747 9463 15716 13825
ptc-miR160b-5p 11715 13747 9463 15716 13825
ptc-miR160c-5p 11715 13747 9463 15716 13825
ptc-miR160d 11715 13747 9463 15716 13825
rco-miR160a 11715 13747 9463 15716 13825
rco-miR160b 11715 13747 9463 15716 13825
sbi-miR160a 11715 13747 9463 15716 13825

Page 125 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

sbi-miR160b 11715 13747 9463 15716 13825
sbi-miR160c 11715 13747 9463 15716 13825
sbi-miR160d 11715 13747 9463 15716 13825
sbi-miR160e 11715 13747 9463 15716 13825
sly-miR160a 11715 13747 9463 15716 13825
smo-miR160a 11715 13747 9463 15716 13825
smo-miR160b 11715 13747 9463 15716 13825
stu-miR160a-5p 11715 13747 9463 15716 13825
stu-miR160b 11715 13747 9463 15716 13825
tae-miR160 11715 13747 9463 15716 13825
tcc-miR160b 11715 13747 9463 15716 13825
ttu-miR160 11715 13747 9463 15716 13825
vun-miR160 11715 13747 9463 15716 13825
vvi-miR160c 11715 13747 9463 15716 13825
vvi-miR160d 11715 13747 9463 15716 13825
vvi-miR160e 11715 13747 9463 15716 13825
zma-miR160a-5p 11715 13747 9463 15716 13825
zma-miR160b-5p 11715 13747 9463 15716 13825
zma-miR160c-5p 11715 13747 9463 15716 13825
zma-miR160d-5p 11715 13747 9463 15716 13825
zma-miR160e 11715 13747 9463 15716 13825
zma-miR160g-5p 11715 13747 9463 15716 13825
aly-miR160a-5p 11715 13747 9463 15716 13825
aly-miR160b-5p 11715 13747 9463 15716 13825
aly-miR160c-5p 11715 13747 9463 15716 13825
aof-miR160c 11715 13747 9463 15716 13825
aqc-miR160b 11715 13747 9463 15716 13825
ata-miR160a-5p 11715 13747 9463 15716 13825
ata-miR160b-5p 11715 13747 9463 15716 13825
ata-miR160c-5p 11715 13747 9463 15716 13825
ath-miR160a-5p 11715 13747 9463 15716 13825
ath-miR160b 11715 13747 9463 15716 13825
ath-miR160c-5p 11715 13747 9463 15716 13825
atr-miR160 11715 13747 9463 15716 13825
bdi-miR160a-5p 11715 13747 9463 15716 13825
bdi-miR160b-5p 11715 13747 9463 15716 13825
bdi-miR160c-5p 11715 13747 9463 15716 13825
bdi-miR160d-5p 11715 13747 9463 15716 13825
bna-miR160a 11715 13747 9463 15716 13825
bna-miR160b 11715 13747 9463 15716 13825
bna-miR160c 11715 13747 9463 15716 13825
bna-miR160d 11715 13747 9463 15716 13825
bra-miR160a-5p 11715 13747 9463 15716 13825
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cca-miR160b 11715 13747 9463 15716 13825
cme-miR160a 11715 13747 9463 15716 13825
cme-miR160b 11715 13747 9463 15716 13825
cme-miR160c 11715 13747 9463 15716 13825
cpa-miR160a 11715 13747 9463 15716 13825
cpa-miR160b 11715 13747 9463 15716 13825
cpa-miR160c-5p 11715 13747 9463 15716 13825
cpa-miR160e 11715 13747 9463 15716 13825
cpa-miR160f-5p 11715 13747 9463 15716 13825
eun-miR160-5p 11715 13747 9463 15716 13825
far-miR160 11715 13747 9463 15716 13825
fve-miR160a 11715 13747 9463 15716 13825
fve-miR160b 11715 13747 9463 15716 13825
gma-miR160a-5p 11715 13747 9463 15716 13825
gma-miR160f 11715 13747 9463 15716 13825
lus-miR160a 11715 13747 9463 15716 13825
lus-miR160b 11715 13747 9463 15716 13825
lus-miR160d 11715 13747 9463 15716 13825
lus-miR160e 11715 13747 9463 15716 13825
lus-miR160f 11715 13747 9463 15716 13825
lus-miR160h 11715 13747 9463 15716 13825
lus-miR160i 11715 13747 9463 15716 13825
lus-miR160j 11715 13747 9463 15716 13825
mdm-miR160a 11715 13747 9463 15716 13825
mdm-miR160b 11715 13747 9463 15716 13825
mdm-miR160c 11715 13747 9463 15716 13825
mdm-miR160d 11715 13747 9463 15716 13825
mdm-miR160e 11715 13747 9463 15716 13825
mes-miR160a 11715 13747 9463 15716 13825
mes-miR160b 11715 13747 9463 15716 13825
mes-miR160d 11715 13747 9463 15716 13825
mtr-miR160a 11715 13747 9463 15716 13825
mes-miR160h 11832 13835 9531 15859 13897
mtr-miR166e-5p 339 293 315 457 332
osa-miR166h-5p 339 293 315 457 332
zma-miR166m-5p 339 293 315 457 332
abu-miR-19b 19 71 82 57 84
ami-miR-19b-3p 19 71 82 57 84
cfa-miR-19b 19 71 82 57 84
cpi-miR-19b-3p 19 71 82 57 84
dma-miR-19b 19 71 82 57 84
mmr-miR-19b 19 71 82 57 84
mze-miR-19b 19 71 82 57 84
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nbr-miR-19b 19 71 82 57 84
nle-miR-19b 19 71 82 57 84
oga-miR-19b 19 71 82 57 84
oni-miR-19b 19 71 82 57 84
pbv-miR-19b-3p 19 71 82 57 84
pha-miR-19b 19 71 82 57 84
pny-miR-19b 19 71 82 57 84
ssa-miR-19c-3p 19 71 82 57 84
bta-miR-93 32 63 53 40 75
gmo-miR-451-5p 273 833 548 505 753
cpa-miR169 110 134 151 133 168
cli-miR-451-5p 47 54 35 45 64
gma-miR319g 3386 2896 2088 3830 3074
gma-miR319l 3386 2896 2088 3830 3074
cpi-miR-93-5p 30 58 53 38 72
sha-miR-93 30 58 53 38 72
gma-miR319q 3108 2667 1865 3525 2844
csi-miR160b-5p 213 172 140 262 200
mes-miR160c 213 172 140 262 200
osa-miR160e-5p 213 172 140 262 200
zma-miR160f-5p 213 172 140 262 200
gma-miR482c-3p 526 292 405 598 453
gma-miR482a-3p 41395 12714 21203 36812 21935
vun-miR482 41395 12714 21203 36812 21935
age-miR-19b 22 77 92 65 95
bta-miR-19b 22 77 92 65 95
cgr-miR-19b-3p 22 77 92 65 95
chi-miR-19b-3p 22 77 92 65 95
cja-miR-19b 22 77 92 65 95
cli-miR-19b-3p 22 77 92 65 95
cpo-miR-19b-3p 22 77 92 65 95
dno-miR-19b-3p 22 77 92 65 95
dre-miR-19b-3p 22 77 92 65 95
eca-miR-19b 22 77 92 65 95
efu-miR-19 22 77 92 65 95
fru-miR-19b 22 77 92 65 95
gga-miR-19b-3p 22 77 92 65 95
ggo-miR-19b 22 77 92 65 95
gmo-miR-19b-3p 22 77 92 65 95
hsa-miR-19b-3p 22 77 92 65 95
lca-miR-19b 22 77 92 65 95
lla-miR-19b 22 77 92 65 95
mdo-miR-19b-3p 22 77 92 65 95
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Do not distribute

mml-miR-19b 22 77 92 65 95
mmu-miR-19b-3p 22 77 92 65 95
mne-miR-19b 22 77 92 65 95
oan-miR-19b-3p 22 77 92 65 95
oar-miR-19b 22 77 92 65 95
ocu-miR-19b-3p 22 77 92 65 95
oha-miR-19b-3p 22 77 92 65 95
pal-miR-19-3p 22 77 92 65 95
pma-miR-19b-3p 22 77 92 65 95
ppa-miR-19b 22 77 92 65 95
ppy-miR-19b 22 77 92 65 95
ptr-miR-19b 22 77 92 65 95
rno-miR-19b-3p 22 77 92 65 95
sha-miR-19b 22 77 92 65 95
sla-miR-19b 22 77 92 65 95
ssc-miR-19b 22 77 92 65 95
tch-miR-19b-3p 22 77 92 65 95
tgu-miR-19b-3p 22 77 92 65 95
tni-miR-19b 22 77 92 65 95
xla-miR-19b 22 77 92 65 95
xla-miR-19b-3p 22 77 92 65 95
xtr-miR-19b 22 77 92 65 95
dno-miR-146a-5p 100 162 130 106 197
vca-miR396-5p 391 229 265 455 360
vvi-miR396b 391 229 265 455 360
pab-miR396a-5p 398 229 275 467 366
vvi-miR396a 398 229 275 467 366
pvu-miR159a.2 134 136 90 158 147
bdi-miR160f 187 170 138 259 194
cas-miR160a 187 170 138 259 194
cas-miR160b-5p 187 170 138 259 194
gma-miR160b 187 170 138 259 194
gma-miR160c 187 170 138 259 194
gma-miR160d 187 170 138 259 194
gma-miR160e 187 170 138 259 194
htu-miR160a 187 170 138 259 194
pab-miR160c 187 170 138 259 194
pab-miR160e 187 170 138 259 194
pab-miR160f 187 170 138 259 194
ahy-miR408-3p 67 57 51 88 75
aly-miR408-3p 67 57 51 88 75
ath-miR408-3p 67 57 51 88 75
cas-miR408 67 57 51 88 75
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Do not distribute

cme-miR408 67 57 51 88 75
csi-miR408-3p 67 57 51 88 75
gma-miR408a-3p 67 57 51 88 75
gma-miR408b-3p 67 57 51 88 75
gma-miR408c-3p 67 57 51 88 75
lus-miR408a 67 57 51 88 75
mdm-miR408a 67 57 51 88 75
mes-miR408 67 57 51 88 75
mtr-miR408-3p 67 57 51 88 75
pta-miR408 67 57 51 88 75
ptc-miR408-3p 67 57 51 88 75
vun-miR408 67 57 51 88 75
vvi-miR408 67 57 51 88 75
ahy-miR160-5p 46 54 41 76 49
aof-miR160a 46 54 41 76 49
bdi-miR160e-5p 46 54 41 76 49
cme-miR160d 46 54 41 76 49
cpa-miR160d 46 54 41 76 49
mes-miR160e 46 54 41 76 49
mes-miR160f 46 54 41 76 49
mtr-miR160c 46 54 41 76 49
osa-miR160f-5p 46 54 41 76 49
ptc-miR160e-5p 46 54 41 76 49
ptc-miR160f 46 54 41 76 49
rco-miR160c 46 54 41 76 49
sbi-miR160f 46 54 41 76 49
tcc-miR160a 46 54 41 76 49
vca-miR160-5p 46 54 41 76 49
vvi-miR160a 46 54 41 76 49
vvi-miR160b 46 54 41 76 49
gma-miR396e 964 595 612 1072 1081
aau-miR396 963 594 611 1071 1079
aly-miR396a-5p 963 594 611 1071 1079
amg-miR396 963 594 611 1071 1079
aof-miR396b 963 594 611 1071 1079
aqc-miR396a 963 594 611 1071 1079
ata-miR396e-5p 963 594 611 1071 1079
ath-miR396a-5p 963 594 611 1071 1079
bcy-miR396a 963 594 611 1071 1079
bdi-miR396c-5p 963 594 611 1071 1079
bdi-miR396d-5p 963 594 611 1071 1079
bgy-miR396a 963 594 611 1071 1079
cas-miR396a 963 594 611 1071 1079
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cme-miR396b 963 594 611 1071 1079
cpa-miR396 963 594 611 1071 1079
csi-miR396a-5p 963 594 611 1071 1079
csi-miR396b-5p 963 594 611 1071 1079
dpr-miR396 963 594 611 1071 1079
eun-miR396b-5p 963 594 611 1071 1079
fve-miR396a-5p 963 594 611 1071 1079
fve-miR396c-5p 963 594 611 1071 1079
fve-miR396d 963 594 611 1071 1079
ghr-miR396a 963 594 611 1071 1079
ghr-miR396b 963 594 611 1071 1079
gma-miR396a-5p 963 594 611 1071 1079
gma-miR396i-5p 963 594 611 1071 1079
hbr-miR396b 963 594 611 1071 1079
lja-miR396 963 594 611 1071 1079
lus-miR396a 963 594 611 1071 1079
lus-miR396c 963 594 611 1071 1079
mdm-miR396b 963 594 611 1071 1079
mes-miR396a 963 594 611 1071 1079
mes-miR396b 963 594 611 1071 1079
mtr-miR396b-5p 963 594 611 1071 1079
nta-miR396a 963 594 611 1071 1079
osa-miR396a-5p 963 594 611 1071 1079
osa-miR396b-5p 963 594 611 1071 1079
ptc-miR396a 963 594 611 1071 1079
ptc-miR396b 963 594 611 1071 1079
sbi-miR396a 963 594 611 1071 1079
sbi-miR396b 963 594 611 1071 1079
sly-miR396a-5p 963 594 611 1071 1079
sof-miR396 963 594 611 1071 1079
ssl-miR396 963 594 611 1071 1079
ssp-miR396 963 594 611 1071 1079
tcc-miR396a 963 594 611 1071 1079
tcc-miR396b 963 594 611 1071 1079
vvi-miR396c 963 594 611 1071 1079
vvi-miR396d 963 594 611 1071 1079
zma-miR396a-5p 963 594 611 1071 1079
zma-miR396b-5p 963 594 611 1071 1079
cli-miR-146a-5p 57 144 112 93 177
cpo-miR-146a-5p 57 144 112 93 177
ocu-miR-146a-5p 57 144 112 93 177
cfa-miR-146a 57 142 110 93 175
cgr-miR-146a 57 142 110 93 175
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cja-miR-146a 57 142 110 93 175
eca-miR-146a 57 142 110 93 175
gga-miR-146a-5p 57 142 110 93 175
hsa-miR-146a-5p 57 142 110 93 175
mdo-miR-146a-5p 57 142 110 93 175
mml-miR-146a-5p 57 142 110 93 175
mmr-miR-146a 57 142 110 93 175
mmu-miR-146a-5p 57 142 110 93 175
nle-miR-146a 57 142 110 93 175
pal-miR-146a-5p 57 142 110 93 175
pha-miR-146a 57 142 110 93 175
ppy-miR-146a 57 142 110 93 175
ptr-miR-146a 57 142 110 93 175
rno-miR-146a-5p 57 142 110 93 175
ssc-miR-146a-5p 57 142 110 93 175
tch-miR-146a-5p 57 142 110 93 175
tgu-miR-146c 57 142 110 93 175
pvu-miR482-3p 324 179 265 440 347
gma-miR482b-3p 702 430 337 987 535
gma-miR482d-3p 702 430 337 987 535
cme-miR172a 183 184 189 324 359
gma-miR172c 183 184 189 324 359
lus-miR172e 183 184 189 324 359
lus-miR172i 183 184 189 324 359
mdm-miR172l 183 184 189 324 359
mes-miR172e 183 184 189 324 359
mes-miR172f 183 184 189 324 359
ppe-miR172d 183 184 189 324 359
ptc-miR172g-3p 183 184 189 324 359
ptc-miR172h-3p 183 184 189 324 359
rco-miR172 183 184 189 324 359
sly-miR172d 183 184 189 324 359
stu-miR172d-3p 183 184 189 324 359
vvi-miR172c 183 184 189 324 359
csi-miR172c-3p 183 184 189 324 360
gma-miR172d 187 185 189 328 359
gma-miR172e 187 185 189 328 359
ath-miR162a-5p 82 49 39 95 127
ath-miR162b-5p 82 49 39 95 127
csi-miR162-5p 82 49 39 95 127
ptc-miR6478 19612 41570 19446 47793 34975
ath-miR8175 64 22 33 60 95
csi-miR482d-3p 1692 0 0 1 0
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ata-miR168-5p 1231 1 1 1 0
bdi-miR168-5p 1231 1 1 1 0
hvu-miR168-5p 1231 1 1 1 0
osa-miR168a-5p 1231 1 1 1 0
sbi-miR168 1231 1 1 1 0
sof-miR168a 1231 1 1 1 0
ssp-miR168a 1231 1 1 1 0
zma-miR168a-5p 1231 1 1 1 0
zma-miR168b-5p 1231 1 1 1 0
csi-miR482a-3p 370 0 0 0 0
csi-miR482g-3p 370 0 0 0 0
osa-miR444b.1 359 0 0 0 0
osa-miR444c.1 359 0 0 0 0
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X24_3 norm.H24_1 norm.H24_2 norm.H24_3 norm.X24_1 norm.X24_2 norm.X24_3
1 427 0 0 1 0 1
0 272 1 0 2 1 0
0 272 1 0 2 1 0
0 272 1 0 2 1 0
0 272 1 0 2 1 0
0 272 1 0 2 1 0
0 272 1 0 2 1 0
0 272 1 0 2 1 0
0 272 1 0 2 1 0
0 272 1 0 2 1 0

32 46 36 141 12 41 29
32 46 36 141 12 41 29
32 46 36 141 12 41 29

131 92 110 449 74 93 120
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115

Page 134 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
125 83 106 427 72 86 115
126 151 116 351 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
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125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
125 149 114 350 62 110 115
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
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394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
394 481 699 421 126 276 361
364 441 619 380 111 250 334
364 441 619 380 111 250 334
364 441 619 380 111 250 334
364 441 619 379 111 250 334
364 441 619 379 111 250 334
364 441 619 379 111 250 334

57 63 44 157 32 44 52
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51
56 56 43 153 30 44 51

139 343 275 182 169 111 127
2512 4793 1921 4544 1785 1955 2302
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2512 4793 1921 4544 1785 1955 2302
2512 4793 1921 4544 1785 1955 2302
2512 4793 1921 4544 1785 1955 2302
2512 4793 1921 4544 1785 1955 2302
2500 4760 1911 4516 1775 1942 2291
2500 4760 1911 4516 1775 1942 2291
2500 4760 1911 4516 1775 1942 2291
2500 4760 1911 4516 1775 1942 2291
2500 4760 1911 4516 1775 1942 2291
2500 4760 1911 4516 1775 1942 2291
2500 4760 1911 4516 1775 1942 2291
2500 4760 1911 4516 1775 1942 2291
2500 4760 1911 4516 1775 1942 2291
2500 4760 1911 4516 1775 1942 2291

432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
432 1120 402 399 287 370 396
112 152 94 204 78 90 103
112 151 94 203 78 90 103
112 151 94 203 78 90 103
112 151 94 203 78 90 103
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112 151 94 203 78 90 103
112 151 94 203 78 90 103
112 151 94 203 78 90 103
112 151 94 203 78 90 103

80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
80 69 74 188 64 66 73
81 69 74 188 64 67 74
81 69 74 188 64 67 74
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
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91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83
91 116 75 174 67 78 83

224 245 199 498 203 194 205
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
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219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
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219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201
219 239 193 487 198 192 201

64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59
64 8 37 154 28 41 59

1032 88 1818 1238 554 554 946
1032 88 1818 1238 554 554 946
1032 88 1818 1238 554 554 946
1032 88 1818 1238 554 554 946
1032 88 1818 1238 554 554 946
1032 88 1818 1238 554 554 946

137 176 104 189 89 116 126
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
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Do not distribute

136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
136 174 102 188 89 116 125
104 65 81 126 37 63 95
104 65 81 126 37 63 95
104 65 81 126 37 63 95
104 65 81 126 37 63 95
104 65 81 126 37 63 95
104 65 81 126 37 63 95
104 65 81 126 37 63 95
104 65 81 126 37 63 95
104 65 81 126 37 63 95
104 65 81 126 37 63 95
104 65 81 126 37 63 95
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Do not distribute

104 65 81 126 37 63 95
104 65 81 126 37 63 95
104 65 81 126 37 63 95
104 65 81 126 37 63 95
104 65 81 126 37 63 95
104 65 81 126 37 63 95
104 65 81 126 37 63 95

69 76 62 100 38 70 63
69 76 62 100 38 70 63
69 76 62 100 38 70 63
69 76 62 100 38 70 63
58 88 31 54 25 47 53
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
57 85 30 53 25 47 52
99 101 81 126 54 86 91
99 101 81 126 54 86 91
99 101 81 126 54 86 91
99 101 81 126 54 86 91
99 101 81 126 54 86 91
99 101 81 126 54 86 91
99 101 81 126 54 86 91
99 101 81 126 54 86 91
99 101 81 126 54 86 91
99 101 81 126 54 86 91
99 101 81 126 54 86 91
99 101 81 126 54 86 91
99 101 81 126 54 86 91
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Do not distribute

99 101 81 126 54 86 91
99 101 81 126 54 86 91
57 86 30 53 26 47 52

109 147 92 137 70 113 100
109 147 92 137 70 113 100
109 147 92 137 70 113 100
109 147 92 137 70 113 100
109 147 92 137 70 113 100
109 147 92 137 70 113 100
109 147 92 137 70 113 100
109 147 92 137 70 113 100
109 147 92 137 70 113 100
109 147 92 137 70 113 100
518 652 495 619 350 509 475
123 2 58 209 35 55 113
123 2 58 209 35 55 113
123 2 58 209 35 55 113
123 2 58 209 35 55 113
123 2 58 209 35 55 113
123 2 58 209 35 55 113
123 2 58 209 35 55 113
123 2 58 209 35 55 113
123 2 58 209 35 55 113
123 2 58 209 35 55 113
123 2 58 209 35 55 113
123 2 58 209 35 55 113
123 2 58 209 35 55 113
123 2 58 209 35 55 113
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
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Do not distribute

518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475
518 652 493 619 350 509 475

80 40 48 87 22 36 73
80 40 48 87 22 36 73
80 40 48 87 22 36 73
80 40 48 87 22 36 73
80 40 48 87 22 36 73

527 656 500 626 350 520 483
49 109 30 23 46 33 45
49 109 30 23 46 33 45
49 109 30 23 46 33 45
49 109 30 23 46 33 45
49 109 30 23 46 33 45
49 109 30 23 46 33 45
49 109 30 23 46 33 45
49 109 30 23 46 33 45
49 109 30 23 46 33 45
49 109 30 23 46 33 45

143 180 116 168 88 134 131
62 23 67 120 47 58 57
62 23 67 120 47 58 57
62 23 67 120 47 58 57
62 23 67 120 47 58 57
62 23 67 120 47 58 57

142 173 113 165 88 130 130
142 173 113 165 88 130 130
236 348 202 200 160 211 216
236 348 202 200 160 211 216
236 348 202 200 160 211 216
236 348 202 200 160 211 216
844 10 464 1470 239 520 774
844 10 464 1470 239 520 774
844 10 464 1470 239 520 774
833 10 459 1443 235 513 764
833 10 459 1443 235 513 764
833 10 459 1443 235 513 764
833 10 459 1443 235 513 764
833 10 459 1443 235 513 764
833 10 459 1443 235 513 764
833 10 459 1443 235 513 764
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Do not distribute

833 10 459 1443 235 513 764
833 10 459 1443 235 513 764
833 10 459 1443 235 513 764
833 10 459 1443 235 513 764
833 10 459 1443 235 513 764
833 10 459 1443 235 513 764

5004 5614 6406 7437 6198 5023 4587
5004 5614 6406 7437 6198 5023 4587
5004 5614 6406 7437 6198 5023 4587

131 0 83 222 49 79 120
131 0 83 222 49 79 120
131 0 83 222 49 79 120
131 0 83 222 49 79 120
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
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Do not distribute

458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
458 450 370 485 292 349 420
461 452 371 486 292 349 423
461 452 371 486 292 349 423

88 74 194 89 103 114 81
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
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Do not distribute

166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152
166 74 145 267 113 141 152

5838 6424 7391 8277 7096 5966 5351
5838 6424 7391 8277 7096 5966 5351
5838 6424 7391 8277 7096 5966 5351
5838 6424 7391 8277 7096 5966 5351
5838 6424 7391 8277 7096 5966 5351
5838 6424 7391 8277 7096 5966 5351
5838 6424 7391 8277 7096 5966 5351

112 125 116 113 76 117 103
112 125 116 113 76 117 103

5298 6921 8072 7506 7155 6898 4856
5298 6921 8072 7506 7155 6898 4856
5298 6921 8072 7506 7155 6898 4856
5298 6921 8072 7506 7155 6898 4856
5298 6921 8072 7506 7155 6898 4856
5298 6921 8072 7506 7155 6898 4856
5298 6921 8072 7506 7155 6898 4856
5298 6921 8072 7506 7155 6898 4856
5298 6921 8072 7506 7155 6898 4856

253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
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Do not distribute

253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
253 195 211 356 187 224 232
112 125 114 113 76 117 103
112 125 114 113 76 117 103

1087 1227 897 1198 858 957 996
1087 1227 897 1198 858 957 996
3261 3772 4039 2328 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989

Page 150 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
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Do not distribute

3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
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Do not distribute

3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
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Do not distribute

3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3261 3769 4039 2327 3474 2139 2989
3364 3879 4176 2402 3577 2222 3083
3364 3879 4176 2402 3577 2222 3083
3364 3879 4176 2402 3577 2222 3083
3364 3879 4176 2402 3577 2222 3083
3364 3879 4176 2402 3577 2222 3083
3364 3879 4176 2402 3577 2222 3083
3364 3879 4176 2402 3577 2222 3083
3364 3879 4176 2402 3577 2222 3083
3277 3790 4060 2337 3487 2165 3004
3277 3790 4060 2337 3487 2165 3004
3277 3790 4060 2337 3487 2165 3004
3277 3790 4060 2337 3487 2165 3004
3277 3790 4060 2337 3487 2165 3004
3277 3790 4060 2337 3487 2165 3004
3277 3790 4060 2337 3487 2165 3004
3277 3790 4060 2337 3487 2165 3004
3277 3790 4060 2337 3487 2165 3004
3277 3790 4060 2337 3487 2165 3004
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Do not distribute

3274 3782 4052 2334 3499 2143 3001
3274 3782 4052 2334 3499 2143 3001

94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86
94 0 60 161 40 63 86

1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
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Do not distribute

1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
1072 1196 876 1174 843 942 983
5982 6956 6787 6557 5058 6831 5483
5982 6956 6787 6557 5058 6831 5483
5982 6956 6787 6557 5058 6831 5483
5982 6956 6787 6557 5058 6831 5483
5982 6956 6787 6557 5058 6831 5483
5982 6956 6787 6557 5058 6831 5483
5982 6956 6787 6557 5058 6831 5483
5982 6956 6787 6557 5058 6831 5483
5982 6956 6787 6557 5058 6831 5483
5982 6956 6787 6557 5058 6831 5483
5982 6956 6787 6557 5058 6831 5483

198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
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198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181
198 231 161 150 124 163 181

97 0 60 163 41 63 89
180 287 230 117 154 229 165
177 281 220 115 153 221 162
177 281 220 115 153 221 162
177 281 220 115 153 221 162
177 281 220 115 153 221 162
177 281 220 115 153 221 162
177 281 220 115 153 221 162
177 281 220 115 153 221 162

80 2 57 153 49 64 73
80 2 57 153 49 64 73
80 2 57 153 49 64 73
80 2 57 153 49 64 73
80 2 57 153 49 64 73
80 2 57 153 49 64 73
80 2 57 153 49 64 73
80 2 57 153 49 64 73
80 2 57 153 49 64 73
80 2 57 153 49 64 73
80 2 57 153 49 64 73
80 2 57 153 49 64 73
80 2 57 153 49 64 73
80 2 57 153 49 64 73
80 2 57 153 49 64 73
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Do not distribute

80 2 57 153 49 64 73
80 2 57 153 49 64 73

2793 1290 3869 2956 2527 2033 2560
257 295 397 350 346 337 236
257 295 397 350 346 337 236
257 295 397 350 346 337 236
257 295 397 350 346 337 236
257 295 397 350 346 337 236
257 295 397 350 346 337 236
257 295 397 350 346 337 236
257 295 397 350 346 337 236
257 295 397 350 346 337 236
257 295 397 350 346 337 236
257 295 397 350 346 337 236
257 295 397 350 346 337 236
257 295 397 350 346 337 236
257 295 397 350 346 337 236
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
275 14 195 494 171 197 252
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
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246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
246 192 177 279 155 196 225
283 229 200 311 181 220 259
283 229 200 311 181 220 259
283 229 200 311 181 220 259
283 229 200 311 181 220 259
283 229 200 311 181 220 259
283 229 200 311 181 220 259
283 229 200 311 181 220 259
283 229 200 311 181 220 259
283 229 200 311 181 220 259

56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
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56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51
56 78 48 38 50 45 51

1397 2050 1904 1476 2002 1691 1280
129 166 103 95 99 116 118
129 166 103 95 99 116 118
122 158 96 88 90 113 112
122 158 96 88 90 113 112
122 158 96 88 90 113 112
122 158 96 88 90 113 112
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
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143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131
143 153 116 113 97 122 131

20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
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20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20760 25099 22515 25413 24767 23487 19028
20811 25152 22573 25456 24867 23541 19075

83 117 102 58 78 102 76
83 117 102 58 78 102 76

117 58 82 137 65 84 107
117 58 82 137 65 84 107
117 58 82 137 65 84 107
117 58 82 137 65 84 107
117 58 82 137 65 84 107
117 58 82 137 65 84 107
239 327 355 389 429 343 219
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
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122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
122 179 141 71 100 152 112
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
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114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
114 132 97 89 88 104 104
903 868 1240 1118 1259 934 828

2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569
2803 3504 3107 2097 3024 2579 2569

118 56 159 128 130 83 108
2825 3521 3144 2129 3061 2609 2589
2825 3521 3144 2129 3061 2609 2589
2825 3521 3144 2129 3061 2609 2589
2825 3521 3144 2129 3061 2609 2589

108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
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108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99
108 125 90 81 79 101 99

2812 3509 3110 2103 3033 2583 2577
2812 3509 3110 2103 3033 2583 2577

569 754 694 644 849 594 522
569 754 694 644 849 594 522
569 754 694 644 849 594 522
569 754 694 644 849 594 522
209 229 178 157 157 183 192
209 229 178 157 157 183 192
216 234 181 161 161 185 198
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
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114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
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Do not distribute

114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104
114 93 88 116 77 101 104

3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569
3894 4895 4111 2771 4095 3542 3569

181 173 174 200 177 178 166
204 223 174 149 155 179 187
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204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
204 223 174 149 155 179 187
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
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Do not distribute

621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
621 622 895 845 924 772 569
386 485 458 448 586 400 354

3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
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Do not distribute

3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642
3974 4092 5576 3930 5640 3856 3642

81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
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Do not distribute

81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
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Do not distribute

81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74
81 77 53 56 50 57 74

8056 8565 9795 10455 10940 9676 7384
8056 8565 9795 10455 10940 9676 7384
8061 8574 9800 10465 10953 9683 7388
8061 8574 9800 10465 10953 9683 7388

321 532 336 306 432 426 294
321 532 336 306 432 426 294
321 532 336 306 432 426 294
321 532 336 306 432 426 294
321 532 336 306 432 426 294
321 532 336 306 432 426 294
321 532 336 306 432 426 294
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Do not distribute

535 487 643 576 559 627 490
535 490 644 577 561 629 490
535 490 644 577 561 629 490
535 490 644 577 561 629 490
535 490 644 577 561 629 490
535 490 644 577 561 629 490
539 491 649 577 563 630 494
539 491 649 577 563 630 494
539 491 649 577 563 630 494
539 491 649 577 563 630 494
539 491 649 577 563 630 494
539 491 649 577 563 630 494
539 491 649 577 563 630 494
539 491 649 577 563 630 494
843 826 1069 825 1021 883 773
856 837 1088 842 1045 892 785
856 837 1088 842 1045 892 785
856 837 1088 842 1045 892 785
856 837 1088 842 1045 892 785
856 837 1088 842 1045 892 785
856 837 1088 842 1045 892 785
856 837 1088 842 1045 892 785

8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8808 9442 9816 9726 10502 9983 8073
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
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8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883
8601 9108 9533 9526 10224 9693 7883

94 24 70 138 56 86 86
94 24 70 138 56 86 86
94 24 70 138 56 86 86
94 24 70 138 56 86 86
94 24 70 138 56 86 86
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Do not distribute

8603 9109 9535 9528 10227 9697 7885
8603 9109 9535 9528 10227 9697 7885

227 241 321 172 342 175 208
343 176 315 375 235 310 314
285 309 311 357 380 328 261
227 238 320 172 342 174 208
227 238 320 172 342 174 208
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
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153 95 113 174 107 130 140
153 95 113 174 107 130 140
153 95 113 174 107 130 140
160 101 123 177 113 140 147
160 101 123 177 113 140 147
160 101 123 177 113 140 147
160 101 123 177 113 140 147
160 101 123 177 113 140 147
160 101 123 177 113 140 147
165 145 178 139 138 169 151
165 144 178 139 138 169 151
487 336 604 544 399 634 446
487 336 604 544 399 634 446
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
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337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309
337 174 307 371 233 307 309

6378 6570 6787 6600 7338 6738 5846
6378 6570 6787 6600 7338 6738 5846
6378 6570 6787 6600 7338 6738 5846
6378 6570 6787 6600 7338 6738 5846
6378 6570 6787 6600 7338 6738 5846
6378 6570 6787 6600 7338 6738 5846
6378 6570 6787 6600 7338 6738 5846
6378 6570 6787 6600 7338 6738 5846
6378 6570 6787 6600 7338 6738 5846
6443 6633 6858 6661 7427 6804 5905
6443 6633 6858 6661 7427 6804 5905
6492 6674 6893 6697 7461 6851 5950

192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
192 217 144 144 143 184 176
165 144 177 139 138 169 151
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165 144 177 139 138 169 151
165 144 177 139 138 169 151
165 144 177 139 138 169 151
165 144 177 139 138 169 151
165 144 177 139 138 169 151
165 144 177 139 138 169 151
165 144 177 139 138 169 151
165 144 177 139 138 169 151
165 144 177 139 138 169 151
165 144 177 139 138 169 151
165 144 177 139 138 169 151
165 144 177 139 138 169 151
165 144 177 139 138 169 151
165 144 177 139 138 169 151
165 144 177 139 138 169 151
369 191 329 407 256 334 338
212 78 187 231 120 180 194
212 78 187 231 120 180 194
212 78 187 231 120 180 194
212 78 187 231 120 180 194
212 78 187 231 120 180 194
212 78 187 231 120 180 194
212 78 187 231 120 180 194
212 78 187 231 120 180 194
212 78 187 231 120 180 194
212 78 187 231 120 180 194
212 78 187 231 120 180 194
212 78 187 231 120 180 194
212 78 187 231 120 180 194

72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
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Do not distribute

72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
72 36 52 83 37 68 66
77 48 47 112 50 86 71

1173 1281 1425 1427 1756 1304 1075
1168 1276 1420 1421 1750 1298 1071
1168 1276 1420 1421 1750 1298 1071
1168 1276 1420 1421 1750 1298 1071
4749 4758 4479 6106 6476 4557 4353
4749 4758 4479 6106 6476 4557 4353
4749 4758 4479 6106 6476 4557 4353
4749 4758 4479 6106 6476 4557 4353
4749 4758 4479 6106 6476 4557 4353
4749 4758 4479 6106 6476 4557 4353
4749 4758 4479 6106 6476 4557 4353
4749 4758 4479 6106 6476 4557 4353
4749 4758 4479 6106 6476 4557 4353
4749 4758 4479 6106 6476 4557 4353
4749 4758 4479 6106 6476 4557 4353
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Do not distribute

4749 4758 4479 6106 6476 4557 4353
4749 4758 4479 6106 6476 4557 4353
4749 4758 4479 6106 6476 4557 4353
4749 4758 4479 6106 6476 4557 4353
4749 4758 4479 6106 6476 4557 4353

672 588 731 645 627 728 616
12743 12599 13670 14448 14864 14321 11680
12743 12599 13670 14448 14864 14321 11680
12743 12599 13670 14448 14864 14321 11680
12743 12599 13670 14448 14864 14321 11680
12743 12599 13670 14448 14864 14321 11680
12743 12599 13670 14448 14864 14321 11680
12743 12599 13670 14448 14864 14321 11680
12743 12599 13670 14448 14864 14321 11680
12743 12599 13670 14448 14864 14321 11680
16055 17668 13034 6346 12685 9822 14716
16055 17668 13034 6346 12685 9822 14716
16055 17668 13034 6346 12685 9822 14716
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
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Do not distribute

16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709
16048 17658 13018 6339 12674 9812 14709

159 215 212 149 216 216 146
159 215 212 149 216 216 146
159 215 212 149 216 216 146
159 215 212 149 216 216 146
159 215 212 149 216 216 146
159 215 212 149 216 216 146
159 215 212 149 216 216 146
159 215 212 149 216 216 146
159 215 212 149 216 216 146

16080 17701 13042 6365 12711 9861 14738
11090 11951 13426 10538 12704 13252 10165
11090 11951 13426 10538 12704 13252 10165
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
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Do not distribute

11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159

Page 182 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159
11084 11940 13420 10535 12698 13247 10159

162 102 124 178 115 144 148
234 239 239 284 298 256 214
125 121 87 98 84 110 115
125 121 87 98 84 110 115
125 121 87 98 84 110 115
125 121 87 98 84 110 115
125 121 87 98 84 110 115
125 121 87 98 84 110 115
125 121 87 98 84 110 115
125 121 87 98 84 110 115
125 121 87 98 84 110 115
125 121 87 98 84 110 115
125 121 87 98 84 110 115

90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572

Page 183 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
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Do not distribute

90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
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Do not distribute

90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
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Do not distribute

90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90088 102150 97728 101894 126367 95904 82572
90125 102170 97764 101933 126415 95931 82606
90125 102170 97764 101933 126415 95931 82606
90125 102170 97764 101933 126415 95931 82606
90125 102170 97764 101933 126415 95931 82606
90125 102170 97764 101933 126415 95931 82606
90633 102800 98390 102536 127267 96663 83072
90633 102800 98390 102536 127267 96663 83072
90633 102800 98390 102536 127267 96663 83072
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Do not distribute

93500 105859 101222 105133 131166 99670 85699
74 44 44 104 50 77 68
74 44 44 104 50 77 68
74 44 44 104 50 77 68
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71
77 69 67 54 53 68 71

768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
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Do not distribute

768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
768 827 905 939 1171 846 704
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
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Do not distribute

478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
478 428 471 364 537 319 438
683 588 771 687 655 817 626
683 588 771 687 655 817 626

1547 493 1944 1216 1300 1028 1418
321 460 274 188 371 281 294
321 460 274 188 371 281 294
479 428 471 364 537 319 439
479 428 471 364 537 319 439
306 460 263 171 366 271 280
306 460 263 171 366 271 280
306 460 263 171 366 271 280
306 460 263 171 366 271 280

79 69 68 54 54 71 72
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
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Do not distribute

10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
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Do not distribute

10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
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Do not distribute

10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323
10172 8371 11905 11242 12530 10755 9323

1511 397 1888 1157 1214 977 1385
278851 288304 324778 258921 311329 343440 255587
278851 288304 324778 258921 311329 343440 255587
278851 288304 324778 258921 311329 343440 255587
278851 288304 324778 258921 311329 343440 255587
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194
109314 107711 94456 105285 123991 98013 100194

276 414 241 157 346 252 253
276 415 241 157 345 253 253
179 173 226 162 243 181 164
179 173 226 162 243 181 164
179 173 226 162 243 181 164
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Do not distribute

179 173 226 162 243 181 164
179 173 226 162 243 181 164
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253

Page 194 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253
276 413 241 157 345 252 253

106747 108895 121702 101180 123923 127049 97841
106747 108895 121702 101180 123923 127049 97841
106747 108895 121702 101180 123923 127049 97841
106747 108895 121702 101180 123923 127049 97841
106747 108895 121702 101180 123923 127049 97841
106747 108895 121702 101180 123923 127049 97841
106747 108895 121702 101180 123923 127049 97841
106747 108895 121702 101180 123923 127049 97841
106747 108895 121702 101180 123923 127049 97841
106747 108895 121702 101180 123923 127049 97841
106747 108895 121702 101180 123923 127049 97841
106747 108895 121702 101180 123923 127049 97841

97 110 109 98 117 130 89
97 110 109 98 117 130 89

6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
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Do not distribute

6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
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Do not distribute

6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
6612 5403 7878 6223 6714 7948 6060
2741 2273 2659 1862 2781 1950 2512
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
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Do not distribute

4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
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Do not distribute

4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4918 6152 4863 1989 5832 3524 4508
4928 6158 4877 1993 5839 3537 4517
2731 2260 2644 1855 2772 1944 2503
2731 2260 2644 1855 2772 1944 2503
2731 2260 2644 1855 2772 1944 2503
2731 2260 2644 1855 2772 1944 2503
2731 2260 2644 1855 2772 1944 2503
2731 2260 2644 1855 2772 1944 2503
2731 2260 2644 1855 2772 1944 2503

274 316 300 353 412 374 251
274 316 300 353 412 374 251
274 316 300 353 412 374 251
274 316 300 353 412 374 251
274 316 300 353 412 374 251
274 316 300 353 412 374 251

1215 1366 1519 1177 1875 1372 1114
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
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Do not distribute

10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343
10193 7563 10229 11461 11121 10956 9343

180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165
180 304 180 137 318 185 165

46114 43019 42955 42210 51163 44959 42267
1600 1282 1963 1734 2154 1782 1467
1600 1282 1963 1734 2154 1782 1467
1600 1282 1963 1734 2154 1782 1467
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Do not distribute

2797 3367 3110 2764 4145 3348 2564
156 116 169 84 160 99 143

1144 902 1363 1120 1474 1167 1049
1144 902 1363 1120 1474 1167 1049
1144 902 1363 1120 1474 1167 1049
1144 902 1363 1120 1474 1167 1049

373 245 340 272 249 346 342
373 245 340 272 249 346 342
373 245 340 272 249 346 342
373 245 340 272 249 346 342
373 245 340 272 249 346 342
373 245 340 272 249 346 342
373 245 340 272 249 346 342
122 83 125 88 94 117 112
122 83 125 88 94 117 112
122 83 125 88 94 117 112
122 83 125 88 94 117 112
122 83 125 88 94 117 112
374 245 341 275 250 349 343
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341
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Do not distribute

372 244 338 272 249 346 341
372 244 338 272 249 346 341
372 244 338 272 249 346 341

53371 45985 53837 49659 60254 55134 48918
53371 45985 53837 49659 60254 55134 48918

430 255 392 305 276 376 394
430 255 392 305 276 376 394
430 255 392 305 276 376 394
430 255 392 305 276 376 394
430 255 392 305 276 376 394
430 255 392 305 276 376 394
430 255 392 305 276 376 394
430 255 392 305 276 376 394

85 83 68 55 73 76 78
85 83 68 55 73 76 78
85 83 68 55 73 76 78
85 83 68 55 73 76 78
85 83 68 55 73 76 78
85 83 68 55 73 76 78
85 83 68 55 73 76 78
85 83 68 55 73 76 78
85 83 68 55 73 76 78
85 83 68 55 73 76 78
85 83 68 55 73 76 78
85 83 68 55 73 76 78
85 83 68 55 73 76 78
85 83 68 55 73 76 78
85 83 68 55 73 76 78

158 0 52 181 28 86 145
158 0 52 181 28 86 145
158 0 52 181 28 86 145
158 0 52 181 28 86 145
158 0 52 181 28 86 145
158 0 52 181 28 86 145
158 0 52 181 28 86 145
158 0 52 181 28 86 145
157 0 51 179 26 86 144
157 0 51 179 26 86 144
157 0 51 179 26 86 144
157 0 51 179 26 86 144
157 0 51 179 26 86 144
157 0 51 179 26 86 144
157 0 51 179 26 86 144
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Do not distribute

157 0 51 179 26 86 144
157 0 51 179 26 86 144
157 0 51 179 26 86 144
157 0 51 179 26 86 144
157 0 51 179 26 86 144
157 0 51 179 26 86 144
157 0 51 179 26 86 144
157 0 51 179 26 86 144
157 0 51 179 26 86 144
169 121 218 104 196 142 155
169 121 218 104 196 142 155

7544 5956 8151 6693 6913 9341 6915
7544 5956 8151 6693 6913 9341 6915
7544 5956 8151 6693 6913 9341 6915
7544 5956 8151 6693 6913 9341 6915

68 49 81 72 68 94 62
9284 9787 8646 10789 13877 10354 8509
9284 9787 8646 10789 13877 10354 8509
9284 9787 8646 10789 13877 10354 8509
9284 9787 8646 10789 13877 10354 8509
9284 9787 8646 10789 13877 10354 8509
9284 9787 8646 10789 13877 10354 8509
9284 9787 8646 10789 13877 10354 8509
9284 9787 8646 10789 13877 10354 8509
9284 9787 8646 10789 13877 10354 8509
9284 9787 8646 10789 13877 10354 8509
9284 9787 8646 10789 13877 10354 8509
9303 9814 8658 10815 13903 10380 8527
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
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Do not distribute

6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634
6147 6158 5387 5788 8202 5710 5634

378 273 337 346 356 378 346
378 273 337 346 356 378 346
378 273 337 346 356 378 346
378 273 337 346 356 378 346
378 273 337 346 356 378 346
341 208 301 283 205 376 313
341 208 301 283 205 376 313
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
377 272 336 345 356 378 346
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377 272 336 345 356 378 346
429 322 359 298 277 440 393
429 322 359 298 277 440 393
429 322 359 298 277 440 393
277 168 318 224 282 276 254

6502 6168 5723 6191 8651 6066 5960
6502 6168 5723 6191 8651 6066 5960
6502 6168 5723 6191 8651 6066 5960
6502 6168 5723 6191 8651 6066 5960
6502 6168 5723 6191 8651 6066 5960
6154 5839 5394 5792 8210 5707 5641

397 279 334 283 256 413 364
397 279 334 283 256 413 364
397 279 334 283 256 413 364
397 279 334 283 256 413 364
397 279 334 283 256 413 364
397 279 334 283 256 413 364
397 279 334 283 256 413 364
397 279 334 283 256 413 364
397 279 334 283 256 413 364
397 279 334 283 256 413 364

8120 7217 8979 8410 11053 9869 7443
8120 7217 8979 8410 11053 9869 7443

397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364
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Do not distribute

397 278 332 283 255 413 364
397 278 332 283 255 413 364
397 278 332 283 255 413 364

55 59 35 60 68 58 50
174 124 210 102 211 133 159

53 57 32 58 65 56 49
289 161 256 233 175 328 265
289 161 256 233 175 328 265
289 161 256 233 175 328 265
289 161 256 233 175 328 265
289 161 256 233 175 328 265
289 161 256 233 175 328 265
289 161 256 233 175 328 265
289 161 256 233 175 328 265
170 78 202 160 228 138 156

5320 5585 4955 4770 6883 6548 4876
239 212 212 186 250 261 219
239 212 212 186 250 261 219
610 484 587 513 760 584 559
610 484 587 513 760 584 559
610 484 587 513 760 584 559
610 484 587 513 760 584 559
610 484 587 513 760 584 559
610 484 587 513 760 584 559
610 484 587 513 760 584 559
610 484 587 513 760 584 559
610 484 587 513 760 584 559
610 484 587 513 760 584 559
468 678 296 354 631 537 429
184 98 165 164 161 186 169
184 98 165 164 161 186 169
676 564 613 589 855 672 620
676 564 613 589 855 672 620
238 163 234 194 241 263 218

3588 1854 3436 2228 2532 3377 3289
3588 1854 3436 2228 2532 3377 3289
3588 1854 3436 2228 2532 3377 3289
3588 1854 3436 2228 2532 3377 3289
3588 1854 3436 2228 2532 3377 3289
3588 1854 3436 2228 2532 3377 3289
3588 1854 3436 2228 2532 3377 3289
3588 1854 3436 2228 2532 3377 3289
3588 1854 3436 2228 2532 3377 3289
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239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
239 135 229 178 214 232 219
179 72 199 164 231 140 164
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3054 3027 2588 3225 4490 3564 2799
3054 3027 2588 3225 4490 3564 2799
3056 3032 2589 3229 4496 3570 2801
3056 3032 2589 3229 4496 3570 2801

235 132 227 174 214 227 215
4435 3949 3383 4315 6148 4236 4065
4435 3949 3383 4315 6148 4236 4065

93 48 84 53 66 79 85
93 48 84 52 66 77 85
93 48 84 52 66 77 85
93 48 84 52 66 77 85
93 48 84 52 66 77 85
93 48 84 52 66 77 85
65 78 74 66 121 92 60

153334 180694 91231 108681 247013 88225 140542
153334 180694 91231 108681 247013 88225 140542
153334 180694 91231 108681 247013 88225 140542

137 140 119 43 179 77 126
137 140 119 43 179 77 126
137 140 119 43 179 77 126
137 140 119 43 179 77 126
137 140 119 43 179 77 126
137 140 119 43 179 77 126
137 140 119 43 179 77 126
137 140 119 43 179 77 126
137 140 119 43 179 77 126

7536 6437 9044 8127 13293 9509 6907
7536 6437 9044 8127 13293 9509 6907

283 213 209 190 312 199 259
283 213 209 190 312 199 259
298 216 220 194 323 201 273
298 216 220 194 323 201 273
298 216 220 194 323 201 273
298 216 220 194 323 201 273
298 216 220 194 323 201 273
298 216 220 194 323 201 273
298 216 220 194 323 201 273
149 171 156 123 247 186 137
149 171 156 123 247 186 137

64 75 71 65 118 91 59
64 75 71 65 118 91 59

277 205 198 183 296 194 254
277 205 198 183 296 194 254
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277 205 198 183 296 194 254
277 205 198 183 296 194 254
277 205 198 183 296 194 254
277 205 198 183 296 194 254
277 205 198 183 296 194 254
277 205 198 183 296 194 254
134 140 117 41 177 77 123
134 140 117 41 177 77 123
134 140 117 41 177 77 123

2152 886 2023 1308 1528 1935 1972
2152 886 2023 1308 1528 1935 1972
2152 886 2023 1308 1528 1935 1972
2152 886 2023 1308 1528 1935 1972
2152 886 2023 1308 1528 1935 1972
2152 886 2023 1308 1528 1935 1972
2152 886 2023 1308 1528 1935 1972
2152 886 2023 1308 1528 1935 1972
2152 886 2023 1308 1528 1935 1972
2152 886 2023 1308 1528 1935 1972
2152 886 2023 1308 1528 1935 1972
2152 886 2023 1308 1528 1935 1972

63 9 53 78 53 73 58
63 9 53 78 53 73 58
63 9 53 78 53 73 58
63 9 53 78 53 73 58
63 9 53 78 53 73 58
63 9 53 78 53 73 58
63 9 53 78 53 73 58
63 9 53 78 53 73 58
63 9 53 78 53 73 58
63 9 53 78 53 73 58
63 9 53 78 53 73 58
63 9 53 78 53 73 58
97 46 97 96 136 86 89
97 46 97 96 136 86 89
97 46 97 96 136 86 89
97 46 97 96 136 86 89
97 46 97 96 136 86 89
97 46 97 96 136 86 89
97 46 97 96 136 86 89
97 46 97 96 136 86 89
97 46 97 96 136 86 89
97 46 97 96 136 86 89

Page 209 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

97 46 97 96 136 86 89
97 46 97 96 136 86 89
97 46 97 96 136 86 89
97 46 97 96 136 86 89
97 46 97 96 136 86 89
97 46 97 96 136 86 89
97 46 97 96 136 86 89

125 32 82 105 59 111 115
125 32 82 105 59 111 115
125 32 82 105 59 111 115
125 32 82 105 59 111 115
125 32 82 105 59 111 115

98 45 91 54 70 85 90
145 153 121 44 198 84 133
145 153 121 44 198 84 133
145 153 121 44 198 84 133
145 153 121 44 198 84 133
145 153 121 44 198 84 133
145 153 121 44 198 84 133
237 205 224 245 410 258 217

4146 4052 2781 2896 5427 3572 3800
4146 4052 2781 2896 5427 3572 3800
4146 4052 2781 2896 5427 3572 3800
4146 4052 2781 2896 5427 3572 3800
4146 4052 2781 2896 5427 3572 3800
4146 4052 2781 2896 5427 3572 3800
4146 4052 2781 2896 5427 3572 3800
4146 4052 2781 2896 5427 3572 3800
4146 4052 2781 2896 5427 3572 3800

221 197 212 234 400 251 203
221 197 212 234 400 251 203

99 41 75 64 58 92 91
101 14 72 77 43 83 93
101 14 72 77 43 83 93

77 53 99 53 126 78 71
77 53 99 53 126 78 71
77 53 99 53 126 78 71

12196 6886 9339 7504 11617 9564 11179
95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87
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95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87
95 37 74 60 55 91 87

7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
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7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
7354 6738 6480 7031 10154 10927 6740
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
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6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279
6851 8043 5451 5741 11384 8786 6279

12651 10208 13624 8772 18957 14486 11596
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
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12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
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12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12608 10160 13584 8733 18879 14440 11556
12714 10261 13671 8796 19050 14515 11653

346 294 290 291 549 347 317
346 294 290 291 549 347 317
346 294 290 291 549 347 317

78 16 70 76 68 88 71
78 16 70 76 68 88 71
78 16 70 76 68 88 71
78 16 70 76 68 88 71
78 16 70 76 68 88 71
78 16 70 76 68 88 71
78 16 70 76 68 88 71
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78 16 70 76 68 88 71
78 16 70 76 68 88 71
78 16 70 76 68 88 71
78 16 70 76 68 88 71
78 16 70 76 68 88 71
78 16 70 76 68 88 71
78 16 70 76 68 88 71
78 16 70 76 68 88 71
75 28 62 49 48 78 69

909 237 823 506 607 786 833
205 95 132 139 160 175 188

66 41 53 32 54 67 60
3543 2936 2862 1927 4601 3211 3247
3543 2936 2862 1927 4601 3211 3247

73 26 57 49 46 75 67
73 26 57 49 46 75 67

3203 2695 2635 1721 4234 2971 2936
191 185 170 129 315 209 175
191 185 170 129 315 209 175
191 185 170 129 315 209 175
191 185 170 129 315 209 175
478 456 289 374 718 473 438

35354 35899 12564 19568 44220 22911 32404
35354 35899 12564 19568 44220 22911 32404

94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
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94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86
94 19 76 85 78 99 86

226 87 160 120 127 206 207
312 339 226 245 547 376 286
312 339 226 245 547 376 286
317 345 226 254 561 382 291
317 345 226 254 561 382 291
168 116 134 83 190 154 154
187 162 168 127 311 203 171
187 162 168 127 311 203 171
187 162 168 127 311 203 171
187 162 168 127 311 203 171
187 162 168 127 311 203 171
187 162 168 127 311 203 171
187 162 168 127 311 203 171
187 162 168 127 311 203 171
187 162 168 127 311 203 171
187 162 168 127 311 203 171
187 162 168 127 311 203 171

66 58 56 47 106 78 60
66 58 56 47 106 78 60
66 58 56 47 106 78 60
66 58 56 47 106 78 60
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66 58 56 47 106 78 60
66 58 56 47 106 78 60
66 58 56 47 106 78 60
66 58 56 47 106 78 60
66 58 56 47 106 78 60
66 58 56 47 106 78 60
66 58 56 47 106 78 60
66 58 56 47 106 78 60
66 58 56 47 106 78 60
66 58 56 47 106 78 60
66 58 56 47 106 78 60
66 58 56 47 106 78 60
66 58 56 47 106 78 60
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62
68 40 53 38 91 51 62

840 836 588 565 1288 1129 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
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840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
840 835 587 564 1287 1127 770
199 49 142 103 112 185 182
199 49 142 103 112 185 182
199 49 142 103 112 185 182
198 49 140 102 112 183 181
198 49 140 102 112 183 181
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198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
198 49 140 102 112 183 181
331 281 177 245 529 362 303
711 609 425 311 1186 559 652
711 609 425 311 1186 559 652
222 159 182 174 389 375 203
222 159 182 174 389 375 203
222 159 182 174 389 375 203
222 159 182 174 389 375 203
222 159 182 174 389 375 203
222 159 182 174 389 375 203
222 159 182 174 389 375 203
222 159 182 174 389 375 203
222 159 182 174 389 375 203
222 159 182 174 389 375 203
222 159 182 174 389 375 203
222 159 182 174 389 375 203
222 159 182 174 389 375 203
222 159 182 174 389 375 203
222 159 182 174 389 376 203
226 162 183 174 394 375 207
226 162 183 174 394 375 207

53 71 48 36 114 133 49
53 71 48 36 114 133 49
53 71 48 36 114 133 49

61152 17008 41078 17947 57410 36531 56050
82 56 22 30 72 99 75

0 1467 0 0 1 0 0
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0 1068 1 1 1 0 0
0 1068 1 1 1 0 0
0 1068 1 1 1 0 0
0 1068 1 1 1 0 0
0 1068 1 1 1 0 0
0 1068 1 1 1 0 0
0 1068 1 1 1 0 0
0 1068 1 1 1 0 0
0 1068 1 1 1 0 0
0 321 0 0 0 0 0
0 321 0 0 0 0 0
0 311 0 0 0 0 0
0 311 0 0 0 0 0
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baseMean H2O Xcf FoldChange log2FoldChangestat pvalue
71.47 142 1 0.992 -7.1497471 -1.983 NA
46.12 91 1 0.993 -6.5077946 -2.123 NA
46.12 91 1 0.993 -6.5077946 -2.123 NA
46.12 91 1 0.993 -6.5077946 -2.123 NA
46.12 91 1 0.993 -6.5077946 -2.123 NA
46.12 91 1 0.993 -6.5077946 -2.123 NA
46.12 91 1 0.993 -6.5077946 -2.123 NA
46.12 91 1 0.993 -6.5077946 -2.123 NA
46.12 91 1 0.993 -6.5077946 -2.123 NA
46.12 91 1 0.993 -6.5077946 -2.123 NA

50.8 74 27 0.998 -1.4545659 -2.374 0.01758514
50.8 74 27 0.998 -1.4545659 -2.374 0.01758514
50.8 74 27 0.998 -1.4545659 -2.374 0.01758514

156.27 217 96 0.998 -1.1765887 -2.259 0.02385415
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
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Do not distribute

148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544
148.1 205 91 0.998 -1.1716855 -2.236 0.02535544

150.81 206 96 0.998 -1.101538 -2.472 0.01344867
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
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149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
149.88 204 96 0.998 -1.0874628 -2.447 0.01439291
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
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393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
393.96 534 254 0.997 -1.0720112 -2.789 0.00528842
355.67 480 232 0.997 -1.0489096 -2.704 0.00684464
355.67 480 232 0.997 -1.0489096 -2.704 0.00684464
355.67 480 232 0.997 -1.0489096 -2.704 0.00684464
355.52 480 232 0.997 -1.0489096 -2.701 0.00691441
355.52 480 232 0.997 -1.0489096 -2.701 0.00691441
355.52 480 232 0.997 -1.0489096 -2.701 0.00691441

65.54 88 43 0.998 -1.0331669 -2.034 0.04198944
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459
63.05 84 42 0.999 -1 -1.935 0.05293459

201.09 267 136 0.997 -0.9732331 -2.801 0.00508989
2883.54 3753 2014 0.997 -0.8979806 -2.626 0.00863824
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Do not distribute

2883.54 3753 2014 0.997 -0.8979806 -2.626 0.00863824
2883.54 3753 2014 0.997 -0.8979806 -2.626 0.00863824
2883.54 3753 2014 0.997 -0.8979806 -2.626 0.00863824
2883.54 3753 2014 0.997 -0.8979806 -2.626 0.00863824
2865.93 3729 2003 0.997 -0.8966264 -2.624 0.00868082
2865.93 3729 2003 0.997 -0.8966264 -2.624 0.00868082
2865.93 3729 2003 0.997 -0.8966264 -2.624 0.00868082
2865.93 3729 2003 0.997 -0.8966264 -2.624 0.00868082
2865.93 3729 2003 0.997 -0.8966264 -2.624 0.00868082
2865.93 3729 2003 0.997 -0.8966264 -2.624 0.00868082
2865.93 3729 2003 0.997 -0.8966264 -2.624 0.00868082
2865.93 3729 2003 0.997 -0.8966264 -2.624 0.00868082
2865.93 3729 2003 0.997 -0.8966264 -2.624 0.00868082
2865.93 3729 2003 0.997 -0.8966264 -2.624 0.00868082

495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
495.69 640 351 0.998 -0.8666009 -2.178 0.02938607
120.03 150 90 0.998 -0.7369656 -1.922 0.05465553
119.73 149 90 0.998 -0.7273154 -1.908 0.05633446
119.73 149 90 0.998 -0.7273154 -1.908 0.05633446
119.73 149 90 0.998 -0.7273154 -1.908 0.05633446
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Do not distribute

119.73 149 90 0.998 -0.7273154 -1.908 0.05633446
119.73 149 90 0.998 -0.7273154 -1.908 0.05633446
119.73 149 90 0.998 -0.7273154 -1.908 0.05633446
119.73 149 90 0.998 -0.7273154 -1.908 0.05633446

89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.09 110 68 0.999 -0.6938969 -1.576 0.11491311
89.42 110 68 0.999 -0.6938969 -1.546 0.1220541
89.42 110 68 0.999 -0.6938969 -1.546 0.1220541
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525

Page 227 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60
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99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
99.12 122 76 0.999 -0.6828098 -1.686 0.09188525
257.5 314 201 0.998 -0.6435691 -1.744 0.08120503

251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
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251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
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Do not distribute

251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366
251.74 306 197 0.998 -0.635336 -1.715 0.08641366

54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247
54.25 66 43 1 -0.6181294 -0.883 0.37716247

866.11 1048 685 1 -0.6134628 -0.588 0.5562651
866.11 1048 685 1 -0.6134628 -0.588 0.5562651
866.11 1048 685 1 -0.6134628 -0.588 0.5562651
866.11 1048 685 1 -0.6134628 -0.588 0.5562651
866.11 1048 685 1 -0.6134628 -0.588 0.5562651
866.11 1048 685 1 -0.6134628 -0.588 0.5562651
133.23 156 110 0.999 -0.5040425 -1.394 0.16338548
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
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132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296
132.31 155 110 0.999 -0.4947647 -1.36 0.17387296

77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
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Do not distribute

77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745
77.8 91 65 0.999 -0.4854268 -1.04 0.29854745

68.32 79 57 0.999 -0.4708907 -1.121 0.26249418
68.32 79 57 0.999 -0.4708907 -1.121 0.26249418
68.32 79 57 0.999 -0.4708907 -1.121 0.26249418
68.32 79 57 0.999 -0.4708907 -1.121 0.26249418
49.52 58 42 0.999 -0.4656636 -0.875 0.38167002
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912
48.62 56 41 0.999 -0.4498029 -0.82 0.4122912

89.9 103 77 0.999 -0.419714 -1.087 0.27699077
89.9 103 77 0.999 -0.419714 -1.087 0.27699077
89.9 103 77 0.999 -0.419714 -1.087 0.27699077
89.9 103 77 0.999 -0.419714 -1.087 0.27699077
89.9 103 77 0.999 -0.419714 -1.087 0.27699077
89.9 103 77 0.999 -0.419714 -1.087 0.27699077
89.9 103 77 0.999 -0.419714 -1.087 0.27699077
89.9 103 77 0.999 -0.419714 -1.087 0.27699077
89.9 103 77 0.999 -0.419714 -1.087 0.27699077
89.9 103 77 0.999 -0.419714 -1.087 0.27699077
89.9 103 77 0.999 -0.419714 -1.087 0.27699077
89.9 103 77 0.999 -0.419714 -1.087 0.27699077
89.9 103 77 0.999 -0.419714 -1.087 0.27699077
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Do not distribute

89.9 103 77 0.999 -0.419714 -1.087 0.27699077
89.9 103 77 0.999 -0.419714 -1.087 0.27699077

48.96 56 42 0.999 -0.4150375 -0.812 0.41681107
109.72 125 94 0.999 -0.4111954 -1.113 0.26587994
109.72 125 94 0.999 -0.4111954 -1.113 0.26587994
109.72 125 94 0.999 -0.4111954 -1.113 0.26587994
109.72 125 94 0.999 -0.4111954 -1.113 0.26587994
109.72 125 94 0.999 -0.4111954 -1.113 0.26587994
109.72 125 94 0.999 -0.4111954 -1.113 0.26587994
109.72 125 94 0.999 -0.4111954 -1.113 0.26587994
109.72 125 94 0.999 -0.4111954 -1.113 0.26587994
109.72 125 94 0.999 -0.4111954 -1.113 0.26587994
109.72 125 94 0.999 -0.4111954 -1.113 0.26587994
516.58 589 445 0.998 -0.4044623 -1.436 0.15106432

78.59 90 68 1 -0.4043903 -0.284 0.77668962
78.59 90 68 1 -0.4043903 -0.284 0.77668962
78.59 90 68 1 -0.4043903 -0.284 0.77668962
78.59 90 68 1 -0.4043903 -0.284 0.77668962
78.59 90 68 1 -0.4043903 -0.284 0.77668962
78.59 90 68 1 -0.4043903 -0.284 0.77668962
78.59 90 68 1 -0.4043903 -0.284 0.77668962
78.59 90 68 1 -0.4043903 -0.284 0.77668962
78.59 90 68 1 -0.4043903 -0.284 0.77668962
78.59 90 68 1 -0.4043903 -0.284 0.77668962
78.59 90 68 1 -0.4043903 -0.284 0.77668962
78.59 90 68 1 -0.4043903 -0.284 0.77668962
78.59 90 68 1 -0.4043903 -0.284 0.77668962
78.59 90 68 1 -0.4043903 -0.284 0.77668962

516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
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516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999
516.25 588 445 0.998 -0.4020108 -1.428 0.15317999

50.92 58 44 0.999 -0.3985494 -0.774 0.43909009
50.92 58 44 0.999 -0.3985494 -0.774 0.43909009
50.92 58 44 0.999 -0.3985494 -0.774 0.43909009
50.92 58 44 0.999 -0.3985494 -0.774 0.43909009
50.92 58 44 0.999 -0.3985494 -0.774 0.43909009

522.35 594 451 0.998 -0.3973355 -1.395 0.16306794
47.66 54 41 1 -0.3973355 -0.662 0.50787169
47.66 54 41 1 -0.3973355 -0.662 0.50787169
47.66 54 41 1 -0.3973355 -0.662 0.50787169
47.66 54 41 1 -0.3973355 -0.662 0.50787169
47.66 54 41 1 -0.3973355 -0.662 0.50787169
47.66 54 41 1 -0.3973355 -0.662 0.50787169
47.66 54 41 1 -0.3973355 -0.662 0.50787169
47.66 54 41 1 -0.3973355 -0.662 0.50787169
47.66 54 41 1 -0.3973355 -0.662 0.50787169
47.66 54 41 1 -0.3973355 -0.662 0.50787169

135.93 155 118 0.999 -0.3934814 -1.118 0.26368155
62.13 70 54 1 -0.3743955 -0.704 0.48146024
62.13 70 54 1 -0.3743955 -0.704 0.48146024
62.13 70 54 1 -0.3743955 -0.704 0.48146024
62.13 70 54 1 -0.3743955 -0.704 0.48146024
62.13 70 54 1 -0.3743955 -0.704 0.48146024

133.11 150 116 0.999 -0.3708377 -1.073 0.2832042
133.11 150 116 0.999 -0.3708377 -1.073 0.2832042
222.78 250 196 0.999 -0.3510744 -1.043 0.29680673
222.78 250 196 0.999 -0.3510744 -1.043 0.29680673
222.78 250 196 0.999 -0.3510744 -1.043 0.29680673
222.78 250 196 0.999 -0.3510744 -1.043 0.29680673
579.63 648 511 1 -0.3426705 -0.238 0.8116487
579.63 648 511 1 -0.3426705 -0.238 0.8116487
579.63 648 511 1 -0.3426705 -0.238 0.8116487
570.69 637 504 1 -0.3378696 -0.236 0.813742
570.69 637 504 1 -0.3378696 -0.236 0.813742
570.69 637 504 1 -0.3378696 -0.236 0.813742
570.69 637 504 1 -0.3378696 -0.236 0.813742
570.69 637 504 1 -0.3378696 -0.236 0.813742
570.69 637 504 1 -0.3378696 -0.236 0.813742
570.69 637 504 1 -0.3378696 -0.236 0.813742
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570.69 637 504 1 -0.3378696 -0.236 0.813742
570.69 637 504 1 -0.3378696 -0.236 0.813742
570.69 637 504 1 -0.3378696 -0.236 0.813742
570.69 637 504 1 -0.3378696 -0.236 0.813742
570.69 637 504 1 -0.3378696 -0.236 0.813742
570.69 637 504 1 -0.3378696 -0.236 0.813742

5877.54 6486 5269 0.998 -0.2997998 -1.171 0.24161443
5877.54 6486 5269 0.998 -0.2997998 -1.171 0.24161443
5877.54 6486 5269 0.998 -0.2997998 -1.171 0.24161443

92.35 102 83 1 -0.2973859 -0.164 0.86953914
92.35 102 83 1 -0.2973859 -0.164 0.86953914
92.35 102 83 1 -0.2973859 -0.164 0.86953914
92.35 102 83 1 -0.2973859 -0.164 0.86953914

394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
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Do not distribute

394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
394.28 435 354 0.999 -0.297266 -1.046 0.29548296
395.34 436 355 0.999 -0.2965091 -1.045 0.29591636
395.34 436 355 0.999 -0.2965091 -1.045 0.29591636
108.97 119 99 1 -0.2654611 -0.603 0.5464287
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
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148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819
148.63 162 135 1 -0.2630344 -0.591 0.55445819

6750.85 7364 6138 0.999 -0.262721 -1.047 0.2951539
6750.85 7364 6138 0.999 -0.262721 -1.047 0.2951539
6750.85 7364 6138 0.999 -0.262721 -1.047 0.2951539
6750.85 7364 6138 0.999 -0.262721 -1.047 0.2951539
6750.85 7364 6138 0.999 -0.262721 -1.047 0.2951539
6750.85 7364 6138 0.999 -0.262721 -1.047 0.2951539
6750.85 7364 6138 0.999 -0.262721 -1.047 0.2951539

108.07 118 99 0.999 -0.2532864 -0.74 0.45937141
108.07 118 99 0.999 -0.2532864 -0.74 0.45937141

6901.32 7500 6303 0.999 -0.2508519 -0.969 0.33260102
6901.32 7500 6303 0.999 -0.2508519 -0.969 0.33260102
6901.32 7500 6303 0.999 -0.2508519 -0.969 0.33260102
6901.32 7500 6303 0.999 -0.2508519 -0.969 0.33260102
6901.32 7500 6303 0.999 -0.2508519 -0.969 0.33260102
6901.32 7500 6303 0.999 -0.2508519 -0.969 0.33260102
6901.32 7500 6303 0.999 -0.2508519 -0.969 0.33260102
6901.32 7500 6303 0.999 -0.2508519 -0.969 0.33260102
6901.32 7500 6303 0.999 -0.2508519 -0.969 0.33260102

234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
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Do not distribute

234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
234.27 254 214 0.999 -0.2472177 -0.74 0.45949415
107.74 117 99 0.999 -0.2410081 -0.716 0.47411965
107.74 117 99 0.999 -0.2410081 -0.716 0.47411965

1022.17 1107 937 0.999 -0.2405343 -0.929 0.35310181
1022.17 1107 937 0.999 -0.2405343 -0.929 0.35310181
3123.29 3380 2867 0.999 -0.2374813 -0.778 0.43684888
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
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Do not distribute

3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
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Do not distribute

3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626

Page 240 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
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Do not distribute

3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3122.71 3378 2867 0.999 -0.2366274 -0.776 0.43784626
3223.27 3486 2961 0.999 -0.2354881 -0.775 0.43831798
3223.27 3486 2961 0.999 -0.2354881 -0.775 0.43831798
3223.27 3486 2961 0.999 -0.2354881 -0.775 0.43831798
3223.27 3486 2961 0.999 -0.2354881 -0.775 0.43831798
3223.27 3486 2961 0.999 -0.2354881 -0.775 0.43831798
3223.27 3486 2961 0.999 -0.2354881 -0.775 0.43831798
3223.27 3486 2961 0.999 -0.2354881 -0.775 0.43831798
3223.27 3486 2961 0.999 -0.2354881 -0.775 0.43831798
3140.49 3396 2885 0.999 -0.2352651 -0.773 0.4398146
3140.49 3396 2885 0.999 -0.2352651 -0.773 0.4398146
3140.49 3396 2885 0.999 -0.2352651 -0.773 0.4398146
3140.49 3396 2885 0.999 -0.2352651 -0.773 0.4398146
3140.49 3396 2885 0.999 -0.2352651 -0.773 0.4398146
3140.49 3396 2885 0.999 -0.2352651 -0.773 0.4398146
3140.49 3396 2885 0.999 -0.2352651 -0.773 0.4398146
3140.49 3396 2885 0.999 -0.2352651 -0.773 0.4398146
3140.49 3396 2885 0.999 -0.2352651 -0.773 0.4398146
3140.49 3396 2885 0.999 -0.2352651 -0.773 0.4398146
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Do not distribute

3135.3 3389 2881 0.999 -0.23429 -0.768 0.44255331
3135.3 3389 2881 0.999 -0.23429 -0.768 0.44255331

68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917
68.22 74 63 1 -0.2321734 -0.131 0.89568917

1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
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Do not distribute

1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779
1002.22 1082 923 0.999 -0.2292979 -0.882 0.37779

6278.7 6767 5791 0.999 -0.2247039 -0.92 0.3575076
6278.7 6767 5791 0.999 -0.2247039 -0.92 0.3575076
6278.7 6767 5791 0.999 -0.2247039 -0.92 0.3575076
6278.7 6767 5791 0.999 -0.2247039 -0.92 0.3575076
6278.7 6767 5791 0.999 -0.2247039 -0.92 0.3575076
6278.7 6767 5791 0.999 -0.2247039 -0.92 0.3575076
6278.7 6767 5791 0.999 -0.2247039 -0.92 0.3575076
6278.7 6767 5791 0.999 -0.2247039 -0.92 0.3575076
6278.7 6767 5791 0.999 -0.2247039 -0.92 0.3575076
6278.7 6767 5791 0.999 -0.2247039 -0.92 0.3575076
6278.7 6767 5791 0.999 -0.2247039 -0.92 0.3575076
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
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Do not distribute

168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577
168.39 181 156 0.999 -0.2144437 -0.63 0.52868577

69.34 74 64 1 -0.2094534 -0.124 0.9013188
197 211 183 0.999 -0.2053994 -0.563 0.57337155

192.15 205 179 1 -0.1956643 -0.536 0.59161889
192.15 205 179 1 -0.1956643 -0.536 0.59161889
192.15 205 179 1 -0.1956643 -0.536 0.59161889
192.15 205 179 1 -0.1956643 -0.536 0.59161889
192.15 205 179 1 -0.1956643 -0.536 0.59161889
192.15 205 179 1 -0.1956643 -0.536 0.59161889
192.15 205 179 1 -0.1956643 -0.536 0.59161889

66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875

Page 245 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

66.42 71 62 1 -0.1955508 -0.144 0.88527875
66.42 71 62 1 -0.1955508 -0.144 0.88527875

2539.04 2705 2373 0.999 -0.1889165 -0.524 0.60007218
326.79 347 306 0.999 -0.181404 -0.613 0.53988147
326.79 347 306 0.999 -0.181404 -0.613 0.53988147
326.79 347 306 0.999 -0.181404 -0.613 0.53988147
326.79 347 306 0.999 -0.181404 -0.613 0.53988147
326.79 347 306 0.999 -0.181404 -0.613 0.53988147
326.79 347 306 0.999 -0.181404 -0.613 0.53988147
326.79 347 306 0.999 -0.181404 -0.613 0.53988147
326.79 347 306 0.999 -0.181404 -0.613 0.53988147
326.79 347 306 0.999 -0.181404 -0.613 0.53988147
326.79 347 306 0.999 -0.181404 -0.613 0.53988147
326.79 347 306 0.999 -0.181404 -0.613 0.53988147
326.79 347 306 0.999 -0.181404 -0.613 0.53988147
326.79 347 306 0.999 -0.181404 -0.613 0.53988147
326.79 347 306 0.999 -0.181404 -0.613 0.53988147
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
220.39 234 207 1 -0.1768778 -0.157 0.87513213
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
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Do not distribute

204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
204.01 216 192 0.999 -0.169925 -0.504 0.61408312
233.46 247 220 0.999 -0.1670075 -0.507 0.61220945
233.46 247 220 0.999 -0.1670075 -0.507 0.61220945
233.46 247 220 0.999 -0.1670075 -0.507 0.61220945
233.46 247 220 0.999 -0.1670075 -0.507 0.61220945
233.46 247 220 0.999 -0.1670075 -0.507 0.61220945
233.46 247 220 0.999 -0.1670075 -0.507 0.61220945
233.46 247 220 0.999 -0.1670075 -0.507 0.61220945
233.46 247 220 0.999 -0.1670075 -0.507 0.61220945
233.46 247 220 0.999 -0.1670075 -0.507 0.61220945

51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
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Do not distribute

51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265
51.83 55 49 1 -0.1666499 -0.368 0.71321265

1733.99 1810 1658 0.999 -0.1265457 -0.455 0.64893761
116.02 121 111 1 -0.1244474 -0.354 0.72348885
116.02 121 111 1 -0.1244474 -0.354 0.72348885
109.35 114 105 1 -0.1186445 -0.316 0.75199545
109.35 114 105 1 -0.1186445 -0.316 0.75199545
109.35 114 105 1 -0.1186445 -0.316 0.75199545
109.35 114 105 1 -0.1186445 -0.316 0.75199545
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
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Do not distribute

122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611
122.05 127 117 1 -0.11832 -0.359 0.71963611

23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
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Do not distribute

23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23384.98 24342 22427 0.999 -0.1182111 -0.49 0.62417227
23443.87 24394 22494 0.999 -0.1169861 -0.485 0.62792869

88.92 92 85 1 -0.114171 -0.28 0.77917697
88.92 92 85 1 -0.114171 -0.28 0.77917697
88.73 92 85 1 -0.114171 -0.261 0.79421214
88.73 92 85 1 -0.114171 -0.261 0.79421214
88.73 92 85 1 -0.114171 -0.261 0.79421214
88.73 92 85 1 -0.114171 -0.261 0.79421214
88.73 92 85 1 -0.114171 -0.261 0.79421214
88.73 92 85 1 -0.114171 -0.261 0.79421214

343.45 357 330 1 -0.113458 -0.357 0.72111184
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
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Do not distribute

125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
125.84 130 121 1 -0.1035046 -0.256 0.79780294
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
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Do not distribute

102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874
102.31 106 99 1 -0.0985638 -0.274 0.78389874

1041.03 1075 1007 1 -0.094273 -0.336 0.73654309
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749
2813.12 2903 2724 1 -0.0918179 -0.332 0.73971749

110.69 114 107 1 -0.091423 -0.237 0.81250559
2842.26 2931 2753 1 -0.0903884 -0.33 0.74155968
2842.26 2931 2753 1 -0.0903884 -0.33 0.74155968
2842.26 2931 2753 1 -0.0903884 -0.33 0.74155968
2842.26 2931 2753 1 -0.0903884 -0.33 0.74155968

95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
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Do not distribute

95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739
95.93 99 93 1 -0.0901978 -0.225 0.82178739

2819.23 2907 2731 1 -0.0901018 -0.327 0.7435407
2819.23 2907 2731 1 -0.0901018 -0.327 0.7435407

676.25 697 655 1 -0.0896637 -0.322 0.74747518
676.25 697 655 1 -0.0896637 -0.322 0.74747518
676.25 697 655 1 -0.0896637 -0.322 0.74747518
676.25 697 655 1 -0.0896637 -0.322 0.74747518
182.57 188 177 1 -0.0869833 -0.269 0.78810939
182.57 188 177 1 -0.0869833 -0.269 0.78810939
186.56 192 181 1 -0.0851166 -0.261 0.79376626

96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
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96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898

Page 254 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60
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96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898
96.62 99 94 1 -0.0747678 -0.195 0.84528898

3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963
3830.32 3926 3735 1 -0.0719519 -0.256 0.79827963

177.95 182 174 1 -0.0648511 -0.255 0.79889255
177.65 182 174 1 -0.0648511 -0.212 0.83202546
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177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
177.65 182 174 1 -0.0648511 -0.212 0.83202546
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
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771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
771.21 787 755 1 -0.059887 -0.209 0.83434281
454.99 464 447 1 -0.05385 -0.185 0.8529207

4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
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4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
4456 4533 4379 1 -0.0498647 -0.175 0.86112732
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
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61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
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61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215
61.5 62 60 1 -0.0473057 -0.084 0.93269215

9468.94 9605 9333 1 -0.0414447 -0.16 0.87272051
9468.94 9605 9333 1 -0.0414447 -0.16 0.87272051
9477.23 9613 9341 1 -0.0414097 -0.16 0.8729265
9477.23 9613 9341 1 -0.0414097 -0.16 0.8729265

387.8 391 384 1 -0.0260623 -0.086 0.9317648
387.8 391 384 1 -0.0260623 -0.086 0.9317648
387.8 391 384 1 -0.0260623 -0.086 0.9317648
387.8 391 384 1 -0.0260623 -0.086 0.9317648
387.8 391 384 1 -0.0260623 -0.086 0.9317648
387.8 391 384 1 -0.0260623 -0.086 0.9317648
387.8 391 384 1 -0.0260623 -0.086 0.9317648

Page 260 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

563.55 569 559 1 -0.0255804 -0.096 0.92374405
565.2 570 560 1 -0.0255351 -0.098 0.92160242
565.2 570 560 1 -0.0255351 -0.098 0.92160242
565.2 570 560 1 -0.0255351 -0.098 0.92160242
565.2 570 560 1 -0.0255351 -0.098 0.92160242
565.2 570 560 1 -0.0255351 -0.098 0.92160242

567.35 572 562 1 -0.025445 -0.094 0.92520655
567.35 572 562 1 -0.025445 -0.094 0.92520655
567.35 572 562 1 -0.025445 -0.094 0.92520655
567.35 572 562 1 -0.025445 -0.094 0.92520655
567.35 572 562 1 -0.025445 -0.094 0.92520655
567.35 572 562 1 -0.025445 -0.094 0.92520655
567.35 572 562 1 -0.025445 -0.094 0.92520655
567.35 572 562 1 -0.025445 -0.094 0.92520655
899.51 907 892 1 -0.0240588 -0.091 0.92787414

914.7 922 907 1 -0.0236642 -0.09 0.92849191
914.7 922 907 1 -0.0236642 -0.09 0.92849191
914.7 922 907 1 -0.0236642 -0.09 0.92849191
914.7 922 907 1 -0.0236642 -0.09 0.92849191
914.7 922 907 1 -0.0236642 -0.09 0.92849191
914.7 922 907 1 -0.0236642 -0.09 0.92849191
914.7 922 907 1 -0.0236642 -0.09 0.92849191

9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9590.49 9661 9519 1 -0.0213625 -0.089 0.92881018
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
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9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212
9327.76 9389 9267 1 -0.0188691 -0.079 0.93684212

76.86 77 76 1 -0.018859 -0.049 0.96089514
76.86 77 76 1 -0.018859 -0.049 0.96089514
76.86 77 76 1 -0.018859 -0.049 0.96089514
76.86 77 76 1 -0.018859 -0.049 0.96089514
76.86 77 76 1 -0.018859 -0.049 0.96089514
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9330.28 9391 9270 1 -0.0187095 -0.078 0.93755891
9330.28 9391 9270 1 -0.0187095 -0.078 0.93755891

243.3 245 242 1 -0.0177747 -0.047 0.96233375
287.67 289 286 1 -0.0150543 -0.025 0.98000584
324.32 326 323 1 -0.0133378 -0.048 0.96155246
242.53 243 241 1 -0.0119232 -0.033 0.97335829
242.53 243 241 1 -0.0119232 -0.033 0.97335829
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
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126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
126.22 127 126 1 -0.0114048 -0.037 0.97014762
133.31 134 133 1 -0.0108068 -0.003 0.99758817
133.31 134 133 1 -0.0108068 -0.003 0.99758817
133.31 134 133 1 -0.0108068 -0.003 0.99758817
133.31 134 133 1 -0.0108068 -0.003 0.99758817
133.31 134 133 1 -0.0108068 -0.003 0.99758817
133.31 134 133 1 -0.0108068 -0.003 0.99758817
153.44 154 153 1 -0.0093987 -0.031 0.97526153
153.29 154 153 1 -0.0093987 -0.022 0.98223593
493.69 495 493 1 -0.0058409 -0.009 0.99246682
493.69 495 493 1 -0.0058409 -0.009 0.99246682
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
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283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936
283.61 284 283 1 -0.0050889 -0.014 0.98870936

6646.44 6652 6641 1 -0.0023877 -0.011 0.99140382
6646.44 6652 6641 1 -0.0023877 -0.011 0.99140382
6646.44 6652 6641 1 -0.0023877 -0.011 0.99140382
6646.44 6652 6641 1 -0.0023877 -0.011 0.99140382
6646.44 6652 6641 1 -0.0023877 -0.011 0.99140382
6646.44 6652 6641 1 -0.0023877 -0.011 0.99140382
6646.44 6652 6641 1 -0.0023877 -0.011 0.99140382
6646.44 6652 6641 1 -0.0023877 -0.011 0.99140382
6646.44 6652 6641 1 -0.0023877 -0.011 0.99140382
6714.73 6717 6712 1 -0.0010743 -0.005 0.99606538
6714.73 6717 6712 1 -0.0010743 -0.005 0.99606538
6754.36 6755 6754 1 -0.0002136 -0.001 0.99929018

167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
167.97 168 168 1 0 -0.02 0.98434459
153.13 153 153 1 0 -0.012 0.99009238
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153.13 153 153 1 0 -0.012 0.99009238
153.13 153 153 1 0 -0.012 0.99009238
153.13 153 153 1 0 -0.012 0.99009238
153.13 153 153 1 0 -0.012 0.99009238
153.13 153 153 1 0 -0.012 0.99009238
153.13 153 153 1 0 -0.012 0.99009238
153.13 153 153 1 0 -0.012 0.99009238
153.13 153 153 1 0 -0.012 0.99009238
153.13 153 153 1 0 -0.012 0.99009238
153.13 153 153 1 0 -0.012 0.99009238
153.13 153 153 1 0 -0.012 0.99009238
153.13 153 153 1 0 -0.012 0.99009238
153.13 153 153 1 0 -0.012 0.99009238
153.13 153 153 1 0 -0.012 0.99009238
153.13 153 153 1 0 -0.012 0.99009238
309.19 309 309 1 0 0.01 0.99177196
164.94 165 165 1 0 -0.004 0.99654392
164.94 165 165 1 0 -0.004 0.99654392
164.94 165 165 1 0 -0.004 0.99654392
164.94 165 165 1 0 -0.004 0.99654392
164.94 165 165 1 0 -0.004 0.99654392
164.94 165 165 1 0 -0.004 0.99654392
164.94 165 165 1 0 -0.004 0.99654392
164.94 165 165 1 0 -0.004 0.99654392
164.94 165 165 1 0 -0.004 0.99654392
164.94 165 165 1 0 -0.004 0.99654392
164.94 165 165 1 0 -0.004 0.99654392
164.94 165 165 1 0 -0.004 0.99654392
164.94 165 165 1 0 -0.004 0.99654392

57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
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57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
57.16 57 57 1 0 -0.003 0.99743997
68.91 69 69 1 0 0.002 0.99831271

1377.91 1378 1378 1 0 0.001 0.99896527
1372.67 1372 1373 1 0.00105114 0.001 0.99909475
1372.67 1372 1373 1 0.00105114 0.001 0.99909475
1372.67 1372 1373 1 0.00105114 0.001 0.99909475
5121.43 5114 5129 1 0.00422541 0.014 0.98860733
5121.43 5114 5129 1 0.00422541 0.014 0.98860733
5121.43 5114 5129 1 0.00422541 0.014 0.98860733
5121.43 5114 5129 1 0.00422541 0.014 0.98860733
5121.43 5114 5129 1 0.00422541 0.014 0.98860733
5121.43 5114 5129 1 0.00422541 0.014 0.98860733
5121.43 5114 5129 1 0.00422541 0.014 0.98860733
5121.43 5114 5129 1 0.00422541 0.014 0.98860733
5121.43 5114 5129 1 0.00422541 0.014 0.98860733
5121.43 5114 5129 1 0.00422541 0.014 0.98860733
5121.43 5114 5129 1 0.00422541 0.014 0.98860733
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Do not distribute

5121.43 5114 5129 1 0.00422541 0.014 0.98860733
5121.43 5114 5129 1 0.00422541 0.014 0.98860733
5121.43 5114 5129 1 0.00422541 0.014 0.98860733
5121.43 5114 5129 1 0.00422541 0.014 0.98860733
5121.43 5114 5129 1 0.00422541 0.014 0.98860733

655.89 655 657 1 0.00439846 0.02 0.98425623
13597.03 13572 13622 1 0.0053052 0.022 0.98275741
13597.03 13572 13622 1 0.0053052 0.022 0.98275741
13597.03 13572 13622 1 0.0053052 0.022 0.98275741
13597.03 13572 13622 1 0.0053052 0.022 0.98275741
13597.03 13572 13622 1 0.0053052 0.022 0.98275741
13597.03 13572 13622 1 0.0053052 0.022 0.98275741
13597.03 13572 13622 1 0.0053052 0.022 0.98275741
13597.03 13572 13622 1 0.0053052 0.022 0.98275741
13597.03 13572 13622 1 0.0053052 0.022 0.98275741
12378.44 12349 12408 1 0.00687637 0.019 0.9846047
12378.44 12349 12408 1 0.00687637 0.019 0.9846047
12378.44 12349 12408 1 0.00687637 0.019 0.9846047
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
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Do not distribute

12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557
12368.38 12338 12398 1 0.00699886 0.02 0.98415557

192.38 192 193 1 0.00749454 0.011 0.99145863
192.38 192 193 1 0.00749454 0.011 0.99145863
192.38 192 193 1 0.00749454 0.011 0.99145863
192.38 192 193 1 0.00749454 0.011 0.99145863
192.38 192 193 1 0.00749454 0.011 0.99145863
192.38 192 193 1 0.00749454 0.011 0.99145863
192.38 192 193 1 0.00749454 0.011 0.99145863
192.38 192 193 1 0.00749454 0.011 0.99145863
192.38 192 193 1 0.00749454 0.011 0.99145863

12403.15 12369 12437 1 0.00790966 0.022 0.98218512
12006.09 11972 12040 1 0.00817121 0.033 0.97360442
12006.09 11972 12040 1 0.00817121 0.033 0.97360442
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
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Do not distribute

11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
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Do not distribute

11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471
11999.97 11965 12035 1 0.00841574 0.034 0.97317471

135.32 135 136 1 0.01064724 0.045 0.96378541
255.17 254 256 1 0.01131531 0.031 0.97536035
102.42 102 103 1 0.01407519 0.032 0.97472456
102.42 102 103 1 0.01407519 0.032 0.97472456
102.42 102 103 1 0.01407519 0.032 0.97472456
102.42 102 103 1 0.01407519 0.032 0.97472456
102.42 102 103 1 0.01407519 0.032 0.97472456
102.42 102 103 1 0.01407519 0.032 0.97472456
102.42 102 103 1 0.01407519 0.032 0.97472456
102.42 102 103 1 0.01407519 0.032 0.97472456
102.42 102 103 1 0.01407519 0.032 0.97472456
102.42 102 103 1 0.01407519 0.032 0.97472456
102.42 102 103 1 0.01407519 0.032 0.97472456

101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
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Do not distribute

101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652

Page 272 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
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Do not distribute

101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
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Do not distribute

101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101102.75 100591 101614 1 0.01459795 0.057 0.95461652
101136.65 100622 101651 1 0.01467864 0.057 0.95441236
101136.65 100622 101651 1 0.01467864 0.057 0.95441236
101136.65 100622 101651 1 0.01467864 0.057 0.95441236
101136.65 100622 101651 1 0.01467864 0.057 0.95441236
101136.65 100622 101651 1 0.01467864 0.057 0.95441236
101787.85 101242 102334 1 0.01547764 0.06 0.95193721
101787.85 101242 102334 1 0.01547764 0.06 0.95193721
101787.85 101242 102334 1 0.01547764 0.06 0.95193721
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Do not distribute

104791.64 104071 105512 1 0.01983898 0.077 0.93839807
64.76 64 65 1 0.02236781 0.045 0.96402514
64.76 64 65 1 0.02236781 0.045 0.96402514
64.76 64 65 1 0.02236781 0.045 0.96402514
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818
63.43 63 64 1 0.02272008 0.047 0.9626818

898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
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Do not distribute

898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
898.71 890 907 1 0.02729721 0.093 0.92575378
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
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Do not distribute

426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
426.17 421 431 1 0.03386764 0.113 0.91022944
690.48 682 699 1 0.03552072 0.137 0.89139279
690.48 682 699 1 0.03552072 0.137 0.89139279

1233.17 1218 1249 1 0.03625934 0.09 0.92820804
311.48 307 315 1 0.03711317 0.1 0.92051986
311.48 307 315 1 0.03711317 0.1 0.92051986
426.32 421 432 1 0.03721108 0.116 0.90750036
426.32 421 432 1 0.03721108 0.116 0.90750036
301.91 298 306 1 0.03821932 0.096 0.92346825
301.91 298 306 1 0.03821932 0.096 0.92346825
301.91 298 306 1 0.03821932 0.096 0.92346825
301.91 298 306 1 0.03821932 0.096 0.92346825

64.76 64 66 1 0.04439412 0.127 0.89859678
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
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Do not distribute

10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
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Do not distribute

10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
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Do not distribute

10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364
10687.68 10506 10869 1 0.04900572 0.187 0.85154364

1169.81 1147 1192 1 0.05551884 0.129 0.89740317
297059.98 290668 303452 1 0.06209608 0.25 0.80278167
297059.98 290668 303452 1 0.06209608 0.25 0.80278167
297059.98 290668 303452 1 0.06209608 0.25 0.80278167
297059.98 290668 303452 1 0.06209608 0.25 0.80278167

104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564
104941.8 102484 107399 1 0.06758187 0.282 0.77831564

277.05 271 284 1 0.06759808 0.177 0.85928993
277.32 271 284 1 0.06759808 0.168 0.86640625
191.44 187 196 1 0.06781538 0.201 0.8407443
191.44 187 196 1 0.06781538 0.201 0.8407443
191.44 187 196 1 0.06781538 0.201 0.8407443
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Do not distribute

191.44 187 196 1 0.06781538 0.201 0.8407443
191.44 187 196 1 0.06781538 0.201 0.8407443
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
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Do not distribute

276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823
276.71 270 283 1 0.06784265 0.176 0.86013823

113431.6 110592 116271 1 0.07224428 0.295 0.76780776
113431.6 110592 116271 1 0.07224428 0.295 0.76780776
113431.6 110592 116271 1 0.07224428 0.295 0.76780776
113431.6 110592 116271 1 0.07224428 0.295 0.76780776
113431.6 110592 116271 1 0.07224428 0.295 0.76780776
113431.6 110592 116271 1 0.07224428 0.295 0.76780776
113431.6 110592 116271 1 0.07224428 0.295 0.76780776
113431.6 110592 116271 1 0.07224428 0.295 0.76780776
113431.6 110592 116271 1 0.07224428 0.295 0.76780776
113431.6 110592 116271 1 0.07224428 0.295 0.76780776
113431.6 110592 116271 1 0.07224428 0.295 0.76780776
113431.6 110592 116271 1 0.07224428 0.295 0.76780776

108.6 106 112 1 0.07943447 0.232 0.81671774
108.6 106 112 1 0.07943447 0.232 0.81671774

6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
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Do not distribute

6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
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Do not distribute

6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
6704.36 6501 6907 1 0.08739757 0.333 0.73887466
2339.63 2265 2414 1 0.09191463 0.342 0.73253296
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
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Do not distribute

4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
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Do not distribute

4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4477.91 4335 4621 1 0.0921731 0.246 0.80583733
4486.82 4343 4631 1 0.0926318 0.247 0.8051075
2329.79 2253 2406 1 0.09478933 0.352 0.72478177
2329.79 2253 2406 1 0.09478933 0.352 0.72478177
2329.79 2253 2406 1 0.09478933 0.352 0.72478177
2329.79 2253 2406 1 0.09478933 0.352 0.72478177
2329.79 2253 2406 1 0.09478933 0.352 0.72478177
2329.79 2253 2406 1 0.09478933 0.352 0.72478177
2329.79 2253 2406 1 0.09478933 0.352 0.72478177

334.44 323 346 1 0.09923787 0.32 0.7490803
334.44 323 346 1 0.09923787 0.32 0.7490803
334.44 323 346 1 0.09923787 0.32 0.7490803
334.44 323 346 1 0.09923787 0.32 0.7490803
334.44 323 346 1 0.09923787 0.32 0.7490803
334.44 323 346 1 0.09923787 0.32 0.7490803

1403.77 1354 1454 1 0.10279953 0.361 0.71802608
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
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Do not distribute

10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578
10111.89 9751 10473 1.001 0.10305268 0.395 0.69267578

214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955
214.69 207 223 1 0.10741294 0.271 0.78662955

44428.58 42728 46130 1.001 0.1105235 0.478 0.63249088
1730.1 1660 1801 1.001 0.11761494 0.419 0.67523204
1730.1 1660 1801 1.001 0.11761494 0.419 0.67523204
1730.1 1660 1801 1.001 0.11761494 0.419 0.67523204
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Do not distribute

3216.18 3080 3352 1.001 0.1220918 0.451 0.65179224
128.52 123 134 1 0.12357469 0.325 0.74501213

1179.03 1128 1230 1.001 0.12489125 0.445 0.65648997
1179.03 1128 1230 1.001 0.12489125 0.445 0.65648997
1179.03 1128 1230 1.001 0.12489125 0.445 0.65648997
1179.03 1128 1230 1.001 0.12489125 0.445 0.65648997

298.83 286 312 1 0.12553088 0.435 0.66325801
298.83 286 312 1 0.12553088 0.435 0.66325801
298.83 286 312 1 0.12553088 0.435 0.66325801
298.83 286 312 1 0.12553088 0.435 0.66325801
298.83 286 312 1 0.12553088 0.435 0.66325801
298.83 286 312 1 0.12553088 0.435 0.66325801
298.83 286 312 1 0.12553088 0.435 0.66325801
102.99 99 108 1 0.12553088 0.364 0.71579102
102.99 99 108 1 0.12553088 0.364 0.71579102
102.99 99 108 1 0.12553088 0.364 0.71579102
102.99 99 108 1 0.12553088 0.364 0.71579102
102.99 99 108 1 0.12553088 0.364 0.71579102
300.48 287 314 1.001 0.12971382 0.437 0.662293
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
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Do not distribute

298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903
298.21 285 312 1.001 0.13058411 0.447 0.65469903

52297.91 49827 54769 1.001 0.13643182 0.577 0.56423435
52297.91 49827 54769 1.001 0.13643182 0.577 0.56423435

333.04 317 349 1.001 0.1387442 0.455 0.649012
333.04 317 349 1.001 0.1387442 0.455 0.649012
333.04 317 349 1.001 0.1387442 0.455 0.649012
333.04 317 349 1.001 0.1387442 0.455 0.649012
333.04 317 349 1.001 0.1387442 0.455 0.649012
333.04 317 349 1.001 0.1387442 0.455 0.649012
333.04 317 349 1.001 0.1387442 0.455 0.649012
333.04 317 349 1.001 0.1387442 0.455 0.649012

72.37 69 76 1 0.13940306 0.36 0.71890701
72.37 69 76 1 0.13940306 0.36 0.71890701
72.37 69 76 1 0.13940306 0.36 0.71890701
72.37 69 76 1 0.13940306 0.36 0.71890701
72.37 69 76 1 0.13940306 0.36 0.71890701
72.37 69 76 1 0.13940306 0.36 0.71890701
72.37 69 76 1 0.13940306 0.36 0.71890701
72.37 69 76 1 0.13940306 0.36 0.71890701
72.37 69 76 1 0.13940306 0.36 0.71890701
72.37 69 76 1 0.13940306 0.36 0.71890701
72.37 69 76 1 0.13940306 0.36 0.71890701
72.37 69 76 1 0.13940306 0.36 0.71890701
72.37 69 76 1 0.13940306 0.36 0.71890701
72.37 69 76 1 0.13940306 0.36 0.71890701
72.37 69 76 1 0.13940306 0.36 0.71890701
81.89 78 86 1 0.14086254 0.079 0.93685001
81.89 78 86 1 0.14086254 0.079 0.93685001
81.89 78 86 1 0.14086254 0.079 0.93685001
81.89 78 86 1 0.14086254 0.079 0.93685001
81.89 78 86 1 0.14086254 0.079 0.93685001
81.89 78 86 1 0.14086254 0.079 0.93685001
81.89 78 86 1 0.14086254 0.079 0.93685001
81.89 78 86 1 0.14086254 0.079 0.93685001
81.07 77 85 1 0.1426044 0.082 0.93448171
81.07 77 85 1 0.1426044 0.082 0.93448171
81.07 77 85 1 0.1426044 0.082 0.93448171
81.07 77 85 1 0.1426044 0.082 0.93448171
81.07 77 85 1 0.1426044 0.082 0.93448171
81.07 77 85 1 0.1426044 0.082 0.93448171
81.07 77 85 1 0.1426044 0.082 0.93448171
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Do not distribute

81.07 77 85 1 0.1426044 0.082 0.93448171
81.07 77 85 1 0.1426044 0.082 0.93448171
81.07 77 85 1 0.1426044 0.082 0.93448171
81.07 77 85 1 0.1426044 0.082 0.93448171
81.07 77 85 1 0.1426044 0.082 0.93448171
81.07 77 85 1 0.1426044 0.082 0.93448171
81.07 77 85 1 0.1426044 0.082 0.93448171
81.07 77 85 1 0.1426044 0.082 0.93448171
81.07 77 85 1 0.1426044 0.082 0.93448171

156.14 148 164 1 0.14809864 0.406 0.68495341
156.14 148 164 1 0.14809864 0.406 0.68495341

7328.15 6933 7723 1.001 0.15568161 0.592 0.55378602
7328.15 6933 7723 1.001 0.15568161 0.592 0.55378602
7328.15 6933 7723 1.001 0.15568161 0.592 0.55378602
7328.15 6933 7723 1.001 0.15568161 0.592 0.55378602

71.21 67 75 1 0.1627295 0.377 0.70593412
10326.81 9741 10913 1.001 0.16390596 0.604 0.54561405
10326.81 9741 10913 1.001 0.16390596 0.604 0.54561405
10326.81 9741 10913 1.001 0.16390596 0.604 0.54561405
10326.81 9741 10913 1.001 0.16390596 0.604 0.54561405
10326.81 9741 10913 1.001 0.16390596 0.604 0.54561405
10326.81 9741 10913 1.001 0.16390596 0.604 0.54561405
10326.81 9741 10913 1.001 0.16390596 0.604 0.54561405
10326.81 9741 10913 1.001 0.16390596 0.604 0.54561405
10326.81 9741 10913 1.001 0.16390596 0.604 0.54561405
10326.81 9741 10913 1.001 0.16390596 0.604 0.54561405
10326.81 9741 10913 1.001 0.16390596 0.604 0.54561405
10349.39 9762 10937 1.001 0.16396841 0.604 0.54602043

6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
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Do not distribute

6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672
6146.58 5778 6515 1.001 0.17319497 0.666 0.50553672

339.39 319 360 1.001 0.17444048 0.649 0.51662146
339.39 319 360 1.001 0.17444048 0.649 0.51662146
339.39 319 360 1.001 0.17444048 0.649 0.51662146
339.39 319 360 1.001 0.17444048 0.649 0.51662146
339.39 319 360 1.001 0.17444048 0.649 0.51662146
281.14 264 298 1.001 0.1747744 0.534 0.59319238
281.14 264 298 1.001 0.1747744 0.534 0.59319238
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709
338.78 318 360 1.001 0.17897014 0.659 0.50981709

Page 292 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

338.78 318 360 1.001 0.17897014 0.659 0.50981709
348.16 326 370 1.001 0.18265331 0.625 0.53224409
348.16 326 370 1.001 0.18265331 0.625 0.53224409
348.16 326 370 1.001 0.18265331 0.625 0.53224409
253.77 237 271 1.001 0.19340579 0.6 0.54872062

6459.69 6027 6892 1.001 0.19348264 0.75 0.4532886
6459.69 6027 6892 1.001 0.19348264 0.75 0.4532886
6459.69 6027 6892 1.001 0.19348264 0.75 0.4532886
6459.69 6027 6892 1.001 0.19348264 0.75 0.4532886
6459.69 6027 6892 1.001 0.19348264 0.75 0.4532886
6097.27 5675 6519 1.001 0.20003028 0.772 0.43985612

321.48 299 344 1.001 0.20226308 0.686 0.49279709
321.48 299 344 1.001 0.20226308 0.686 0.49279709
321.48 299 344 1.001 0.20226308 0.686 0.49279709
321.48 299 344 1.001 0.20226308 0.686 0.49279709
321.48 299 344 1.001 0.20226308 0.686 0.49279709
321.48 299 344 1.001 0.20226308 0.686 0.49279709
321.48 299 344 1.001 0.20226308 0.686 0.49279709
321.48 299 344 1.001 0.20226308 0.686 0.49279709
321.48 299 344 1.001 0.20226308 0.686 0.49279709
321.48 299 344 1.001 0.20226308 0.686 0.49279709

8828.39 8202 9455 1.001 0.20510171 0.788 0.43096626
8828.39 8202 9455 1.001 0.20510171 0.788 0.43096626

320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
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Do not distribute

320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533
320.81 298 344 1.001 0.20709623 0.695 0.48723533

55.15 51 59 1 0.21021771 0.471 0.63787349
156.59 145 168 1.001 0.21240833 0.554 0.57976616

52.81 49 57 1 0.21818017 0.461 0.64493481
236.49 217 256 1.001 0.23844877 0.706 0.48005851
236.49 217 256 1.001 0.23844877 0.706 0.48005851
236.49 217 256 1.001 0.23844877 0.706 0.48005851
236.49 217 256 1.001 0.23844877 0.706 0.48005851
236.49 217 256 1.001 0.23844877 0.706 0.48005851
236.49 217 256 1.001 0.23844877 0.706 0.48005851
236.49 217 256 1.001 0.23844877 0.706 0.48005851
236.49 217 256 1.001 0.23844877 0.706 0.48005851

160.2 147 174 1.001 0.24327115 0.623 0.53310376
5602.86 5103 6102 1.001 0.25793654 1.016 0.30978276

223.27 203 243 1.001 0.25947659 0.91 0.36304605
223.27 203 243 1.001 0.25947659 0.91 0.36304605
581.23 528 634 1.001 0.26394491 0.982 0.32633394
581.23 528 634 1.001 0.26394491 0.982 0.32633394
581.23 528 634 1.001 0.26394491 0.982 0.32633394
581.23 528 634 1.001 0.26394491 0.982 0.32633394
581.23 528 634 1.001 0.26394491 0.982 0.32633394
581.23 528 634 1.001 0.26394491 0.982 0.32633394
581.23 528 634 1.001 0.26394491 0.982 0.32633394
581.23 528 634 1.001 0.26394491 0.982 0.32633394
581.23 528 634 1.001 0.26394491 0.982 0.32633394
581.23 528 634 1.001 0.26394491 0.982 0.32633394
487.58 443 532 1.001 0.26411955 0.75 0.45334014
157.14 142 172 1.001 0.27651764 0.81 0.41797895
157.14 142 172 1.001 0.27651764 0.81 0.41797895
651.94 589 716 1.001 0.28169195 1.071 0.28425623
651.94 589 716 1.001 0.28169195 1.071 0.28425623
218.97 197 241 1.001 0.29083752 0.969 0.33245343

2785.92 2506 3066 1.001 0.29097128 0.975 0.32963083
2785.92 2506 3066 1.001 0.29097128 0.975 0.32963083
2785.92 2506 3066 1.001 0.29097128 0.975 0.32963083
2785.92 2506 3066 1.001 0.29097128 0.975 0.32963083
2785.92 2506 3066 1.001 0.29097128 0.975 0.32963083
2785.92 2506 3066 1.001 0.29097128 0.975 0.32963083
2785.92 2506 3066 1.001 0.29097128 0.975 0.32963083
2785.92 2506 3066 1.001 0.29097128 0.975 0.32963083
2785.92 2506 3066 1.001 0.29097128 0.975 0.32963083
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Do not distribute

201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
201.24 181 222 1.001 0.29456998 0.929 0.35291315
161.59 145 178 1.001 0.29582434 0.734 0.46316177
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3282.22 2947 3618 1.001 0.29594535 1.093 0.27458295
3282.22 2947 3618 1.001 0.29594535 1.093 0.27458295
3286.22 2950 3622 1.001 0.29607159 1.093 0.27441971
3286.22 2950 3622 1.001 0.29607159 1.093 0.27441971

198.08 178 219 1.001 0.29905363 0.946 0.34430522
4349.45 3882 4816 1.001 0.31103527 1.15 0.25017723
4349.45 3882 4816 1.001 0.31103527 1.15 0.25017723

69.16 62 77 1.001 0.31259023 0.807 0.41980832
68.66 61 76 1.001 0.31719018 0.79 0.42972192
68.66 61 76 1.001 0.31719018 0.79 0.42972192
68.66 61 76 1.001 0.31719018 0.79 0.42972192
68.66 61 76 1.001 0.31719018 0.79 0.42972192
68.66 61 76 1.001 0.31719018 0.79 0.42972192

81.9 73 91 1.001 0.31797008 0.794 0.42711485
142731.01 126869 158593 1.001 0.3219895 0.851 0.394813
142731.01 126869 158593 1.001 0.3219895 0.851 0.394813
142731.01 126869 158593 1.001 0.3219895 0.851 0.394813

114.05 101 127 1.001 0.3304732 0.717 0.47345655
114.05 101 127 1.001 0.3304732 0.717 0.47345655
114.05 101 127 1.001 0.3304732 0.717 0.47345655
114.05 101 127 1.001 0.3304732 0.717 0.47345655
114.05 101 127 1.001 0.3304732 0.717 0.47345655
114.05 101 127 1.001 0.3304732 0.717 0.47345655
114.05 101 127 1.001 0.3304732 0.717 0.47345655
114.05 101 127 1.001 0.3304732 0.717 0.47345655
114.05 101 127 1.001 0.3304732 0.717 0.47345655

8886.21 7869 9903 1.001 0.33168533 1.106 0.26867058
8886.21 7869 9903 1.001 0.33168533 1.106 0.26867058

230.53 204 257 1.001 0.33319921 1.097 0.27269201
230.53 204 257 1.001 0.33319921 1.097 0.27269201
237.82 210 266 1.001 0.34103692 1.105 0.26908289
237.82 210 266 1.001 0.34103692 1.105 0.26908289
237.82 210 266 1.001 0.34103692 1.105 0.26908289
237.82 210 266 1.001 0.34103692 1.105 0.26908289
237.82 210 266 1.001 0.34103692 1.105 0.26908289
237.82 210 266 1.001 0.34103692 1.105 0.26908289
237.82 210 266 1.001 0.34103692 1.105 0.26908289
169.94 150 190 1.001 0.34103692 0.99 0.32201644
169.94 150 190 1.001 0.34103692 0.99 0.32201644

79.74 70 89 1.001 0.34645041 0.843 0.39933402
79.74 70 89 1.001 0.34645041 0.843 0.39933402

221.45 195 248 1.001 0.346866 1.142 0.25331815
221.45 195 248 1.001 0.346866 1.142 0.25331815
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Do not distribute

221.45 195 248 1.001 0.346866 1.142 0.25331815
221.45 195 248 1.001 0.346866 1.142 0.25331815
221.45 195 248 1.001 0.346866 1.142 0.25331815
221.45 195 248 1.001 0.346866 1.142 0.25331815
221.45 195 248 1.001 0.346866 1.142 0.25331815
221.45 195 248 1.001 0.346866 1.142 0.25331815
112.25 99 126 1.001 0.3479233 0.723 0.46958971
112.25 99 126 1.001 0.3479233 0.723 0.46958971
112.25 99 126 1.001 0.3479233 0.723 0.46958971

1608.78 1406 1812 1.001 0.36598636 1.132 0.25764727
1608.78 1406 1812 1.001 0.36598636 1.132 0.25764727
1608.78 1406 1812 1.001 0.36598636 1.132 0.25764727
1608.78 1406 1812 1.001 0.36598636 1.132 0.25764727
1608.78 1406 1812 1.001 0.36598636 1.132 0.25764727
1608.78 1406 1812 1.001 0.36598636 1.132 0.25764727
1608.78 1406 1812 1.001 0.36598636 1.132 0.25764727
1608.78 1406 1812 1.001 0.36598636 1.132 0.25764727
1608.78 1406 1812 1.001 0.36598636 1.132 0.25764727
1608.78 1406 1812 1.001 0.36598636 1.132 0.25764727
1608.78 1406 1812 1.001 0.36598636 1.132 0.25764727
1608.78 1406 1812 1.001 0.36598636 1.132 0.25764727

54.03 47 61 1 0.37614849 0.647 0.51791658
54.03 47 61 1 0.37614849 0.647 0.51791658
54.03 47 61 1 0.37614849 0.647 0.51791658
54.03 47 61 1 0.37614849 0.647 0.51791658
54.03 47 61 1 0.37614849 0.647 0.51791658
54.03 47 61 1 0.37614849 0.647 0.51791658
54.03 47 61 1 0.37614849 0.647 0.51791658
54.03 47 61 1 0.37614849 0.647 0.51791658
54.03 47 61 1 0.37614849 0.647 0.51791658
54.03 47 61 1 0.37614849 0.647 0.51791658
54.03 47 61 1 0.37614849 0.647 0.51791658
54.03 47 61 1 0.37614849 0.647 0.51791658
91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
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Do not distribute

91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
91.51 80 104 1.001 0.37851162 0.908 0.36403319
83.91 73 95 1.001 0.38003105 0.793 0.42769265
83.91 73 95 1.001 0.38003105 0.793 0.42769265
83.91 73 95 1.001 0.38003105 0.793 0.42769265
83.91 73 95 1.001 0.38003105 0.793 0.42769265
83.91 73 95 1.001 0.38003105 0.793 0.42769265
72.27 63 82 1.001 0.38027208 0.89 0.37337613

122.03 106 138 1.001 0.380604 0.815 0.41490049
122.03 106 138 1.001 0.380604 0.815 0.41490049
122.03 106 138 1.001 0.380604 0.815 0.41490049
122.03 106 138 1.001 0.380604 0.815 0.41490049
122.03 106 138 1.001 0.380604 0.815 0.41490049
122.03 106 138 1.001 0.380604 0.815 0.41490049
259.73 225 295 1.001 0.39078995 1.2 0.23033198

3754.64 3243 4266 1.002 0.39555494 1.391 0.16417376
3754.64 3243 4266 1.002 0.39555494 1.391 0.16417376
3754.64 3243 4266 1.002 0.39555494 1.391 0.16417376
3754.64 3243 4266 1.002 0.39555494 1.391 0.16417376
3754.64 3243 4266 1.002 0.39555494 1.391 0.16417376
3754.64 3243 4266 1.002 0.39555494 1.391 0.16417376
3754.64 3243 4266 1.002 0.39555494 1.391 0.16417376
3754.64 3243 4266 1.002 0.39555494 1.391 0.16417376
3754.64 3243 4266 1.002 0.39555494 1.391 0.16417376

249.5 214 285 1.001 0.41335112 1.215 0.22435046
249.5 214 285 1.001 0.41335112 1.215 0.22435046
69.98 60 80 1.001 0.4150375 1.015 0.30994321
63.49 54 73 1 0.43493706 0.76 0.44723325
63.49 54 73 1 0.43493706 0.76 0.44723325
79.89 68 92 1.001 0.43609911 0.997 0.31868972
79.89 68 92 1.001 0.43609911 0.997 0.31868972
79.89 68 92 1.001 0.43609911 0.997 0.31868972

9348.17 7910 10787 1.002 0.44754409 1.79 0.07352049
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
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Do not distribute

67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926
67.43 57 78 1.001 0.4525122 1.045 0.29613926

8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
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Do not distribute

8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
8011.87 6750 9274 1.002 0.45830422 1.711 0.08703002
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
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Do not distribute

7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027
7614.21 6412 8816 1.002 0.4593498 1.537 0.12426027

12940.38 10868 15013 1.002 0.46612582 1.612 0.10702652
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
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Do not distribute

12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
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12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12891.99 10826 14958 1.002 0.466417 1.612 0.10685671
12991.21 10909 15073 1.002 0.46644773 1.612 0.1068821

347.85 292 404 1.002 0.46838692 1.537 0.12436711
347.85 292 404 1.002 0.46838692 1.537 0.12436711
347.85 292 404 1.002 0.46838692 1.537 0.12436711

65 54 76 1.001 0.49304001 0.947 0.34369062
65 54 76 1.001 0.49304001 0.947 0.34369062
65 54 76 1.001 0.49304001 0.947 0.34369062
65 54 76 1.001 0.49304001 0.947 0.34369062
65 54 76 1.001 0.49304001 0.947 0.34369062
65 54 76 1.001 0.49304001 0.947 0.34369062
65 54 76 1.001 0.49304001 0.947 0.34369062
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Do not distribute

65 54 76 1.001 0.49304001 0.947 0.34369062
65 54 76 1.001 0.49304001 0.947 0.34369062
65 54 76 1.001 0.49304001 0.947 0.34369062
65 54 76 1.001 0.49304001 0.947 0.34369062
65 54 76 1.001 0.49304001 0.947 0.34369062
65 54 76 1.001 0.49304001 0.947 0.34369062
65 54 76 1.001 0.49304001 0.947 0.34369062
65 54 76 1.001 0.49304001 0.947 0.34369062

55.67 46 65 1.001 0.49880586 1.08 0.28008841
631.99 522 742 1.001 0.50736938 1.305 0.19192189
148.38 122 174 1.002 0.51220616 1.588 0.11236333

51.3 42 60 1.001 0.51457317 1.215 0.22453308
3130.67 2575 3686 1.002 0.51748364 1.818 0.06903456
3130.67 2575 3686 1.002 0.51748364 1.818 0.06903456

53.33 44 63 1.001 0.5178483 1.101 0.27100359
53.33 44 63 1.001 0.5178483 1.101 0.27100359

2865.44 2350 3380 1.002 0.52436249 1.813 0.06981196
197.1 161 233 1.002 0.53326927 1.552 0.12064702
197.1 161 233 1.002 0.53326927 1.552 0.12064702
197.1 161 233 1.002 0.53326927 1.552 0.12064702
197.1 161 233 1.002 0.53326927 1.552 0.12064702

458.01 373 543 1.002 0.54177657 1.723 0.08487894
27927.58 22677 33178 1.001 0.54899713 1.459 0.14448767
27927.58 22677 33178 1.001 0.54899713 1.459 0.14448767

73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
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73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185
73.92 60 88 1.001 0.55254102 1.099 0.27171185

151.17 122 180 1.001 0.56111576 1.54 0.12348132
336.41 270 403 1.002 0.57782043 1.731 0.08345349
336.41 270 403 1.002 0.57782043 1.731 0.08345349
343.18 275 411 1.002 0.57970678 1.735 0.08276887
343.18 275 411 1.002 0.57970678 1.735 0.08276887

138.5 111 166 1.002 0.58062356 1.705 0.08827572
190.44 152 228 1.002 0.5849625 1.712 0.08682214
190.44 152 228 1.002 0.5849625 1.712 0.08682214
190.44 152 228 1.002 0.5849625 1.712 0.08682214
190.44 152 228 1.002 0.5849625 1.712 0.08682214
190.44 152 228 1.002 0.5849625 1.712 0.08682214
190.44 152 228 1.002 0.5849625 1.712 0.08682214
190.44 152 228 1.002 0.5849625 1.712 0.08682214
190.44 152 228 1.002 0.5849625 1.712 0.08682214
190.44 152 228 1.002 0.5849625 1.712 0.08682214
190.44 152 228 1.002 0.5849625 1.712 0.08682214
190.44 152 228 1.002 0.5849625 1.712 0.08682214

67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
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Do not distribute

67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
67.67 54 81 1.001 0.5849625 1.471 0.14133417
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696
55.98 44 68 1.001 0.62803122 1.476 0.14006696

862.58 663 1062 1.003 0.67970299 2.254 0.02421726
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
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Do not distribute

861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
861.57 662 1061 1.003 0.68052153 2.256 0.02408365
129.01 98 160 1.001 0.70721825 1.667 0.09559944
129.01 98 160 1.001 0.70721825 1.667 0.09559944
129.01 98 160 1.001 0.70721825 1.667 0.09559944
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
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Do not distribute

127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
127.88 97 159 1.001 0.71297011 1.697 0.08968646
316.13 234 398 1.003 0.7662599 2.333 0.01962831
623.47 448 799 1.002 0.83469677 2.31 0.02089101
623.47 448 799 1.002 0.83469677 2.31 0.02089101

247.1 172 322 1.003 0.90465212 2.733 0.0062736
247.1 172 322 1.003 0.90465212 2.733 0.0062736
247.1 172 322 1.003 0.90465212 2.733 0.0062736
247.1 172 322 1.003 0.90465212 2.733 0.0062736
247.1 172 322 1.003 0.90465212 2.733 0.0062736
247.1 172 322 1.003 0.90465212 2.733 0.0062736
247.1 172 322 1.003 0.90465212 2.733 0.0062736
247.1 172 322 1.003 0.90465212 2.733 0.0062736
247.1 172 322 1.003 0.90465212 2.733 0.0062736
247.1 172 322 1.003 0.90465212 2.733 0.0062736
247.1 172 322 1.003 0.90465212 2.733 0.0062736
247.1 172 322 1.003 0.90465212 2.733 0.0062736
247.1 172 322 1.003 0.90465212 2.733 0.0062736
247.1 172 322 1.003 0.90465212 2.733 0.0062736

247.27 172 323 1.003 0.9091256 2.737 0.00620793
249.25 173 325 1.003 0.90966768 2.752 0.00592535
249.25 173 325 1.003 0.90966768 2.752 0.00592535

75.15 52 99 1.002 0.9289169 1.963 0.04960358
75.15 52 99 1.002 0.9289169 1.963 0.04960358
75.15 52 99 1.002 0.9289169 1.963 0.04960358

37670.73 25344 49997 1.003 0.98019729 2.724 0.00644433
59.03 36 82 1.002 1.187627 2.575 0.0100373

244.76 489 0 0.958 #NUM! -2.636 NA
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178.44 357 0 0.873 #NUM! -3.119 NA
178.44 357 0 0.873 #NUM! -3.119 NA
178.44 357 0 0.873 #NUM! -3.119 NA
178.44 357 0 0.873 #NUM! -3.119 NA
178.44 357 0 0.873 #NUM! -3.119 NA
178.44 357 0 0.873 #NUM! -3.119 NA
178.44 357 0 0.873 #NUM! -3.119 NA
178.44 357 0 0.873 #NUM! -3.119 NA
178.44 357 0 0.873 #NUM! -3.119 NA

53.48 107 0 0 #NUM! -5.87 NA
53.48 107 0 0 #NUM! -5.87 NA
51.89 104 0 0 #NUM! -5.91 NA
51.89 104 0 0 #NUM! -5.91 NA
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Do not distribute

padj dispGeneEst dispFit dispMAP dispersion betaConv maxCooks
NA 10 0.1354 1.1448 10 TRUE 32.7664
NA 5.9331 0.1753 1.0679 5.9331 TRUE 29.9634
NA 5.9331 0.1753 1.0679 5.9331 TRUE 29.9634
NA 5.9331 0.1753 1.0679 5.9331 TRUE 29.9634
NA 5.9331 0.1753 1.0679 5.9331 TRUE 29.9634
NA 5.9331 0.1753 1.0679 5.9331 TRUE 29.9634
NA 5.9331 0.1753 1.0679 5.9331 TRUE 29.9634
NA 5.9331 0.1753 1.0679 5.9331 TRUE 29.9634
NA 5.9331 0.1753 1.0679 5.9331 TRUE 29.9634
NA 5.9331 0.1753 1.0679 5.9331 TRUE 29.9634

0.99796172 0.4018 0.1649 0.2377 0.2377 TRUE 3.19
0.99796172 0.4018 0.1649 0.2377 0.2377 TRUE 3.19
0.99796172 0.4018 0.1649 0.2377 0.2377 TRUE 3.19
0.99796172 0.3943 0.096 0.1874 0.1874 TRUE 9.6964
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
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Do not distribute

0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.4036 0.0979 0.1916 0.1916 TRUE 9.7776
0.99796172 0.2144 0.0972 0.1348 0.1348 TRUE 1.6992
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
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Do not distribute

0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.2177 0.0974 0.1359 0.1359 TRUE 1.6944
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
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Do not distribute

0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1585 0.076 0.1024 0.1024 TRUE 0.9649
0.99796172 0.1661 0.0774 0.1056 0.1056 TRUE 0.8728
0.99796172 0.1661 0.0774 0.1056 0.1056 TRUE 0.8728
0.99796172 0.1661 0.0774 0.1056 0.1056 TRUE 0.8728
0.99796172 0.1663 0.0774 0.1057 0.1057 TRUE 0.8721
0.99796172 0.1663 0.0774 0.1057 0.1057 TRUE 0.8721
0.99796172 0.1663 0.0774 0.1057 0.1057 TRUE 0.8721
0.99796172 0.2291 0.142 0.1705 0.1705 TRUE 1.3856
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.2481 0.1451 0.1786 0.1786 TRUE 3.107
0.99796172 0.0681 0.0886 0.0815 0.0815 TRUE 0.164
0.99796172 0.1213 0.0646 0.0838 0.0838 TRUE 2.2184
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Do not distribute

0.99796172 0.1213 0.0646 0.0838 0.0838 TRUE 2.2184
0.99796172 0.1213 0.0646 0.0838 0.0838 TRUE 2.2184
0.99796172 0.1213 0.0646 0.0838 0.0838 TRUE 2.2184
0.99796172 0.1213 0.0646 0.0838 0.0838 TRUE 2.2184
0.99796172 0.1211 0.0647 0.0838 0.0838 TRUE 2.2127
0.99796172 0.1211 0.0647 0.0838 0.0838 TRUE 2.2127
0.99796172 0.1211 0.0647 0.0838 0.0838 TRUE 2.2127
0.99796172 0.1211 0.0647 0.0838 0.0838 TRUE 2.2127
0.99796172 0.1211 0.0647 0.0838 0.0838 TRUE 2.2127
0.99796172 0.1211 0.0647 0.0838 0.0838 TRUE 2.2127
0.99796172 0.1211 0.0647 0.0838 0.0838 TRUE 2.2127
0.99796172 0.1211 0.0647 0.0838 0.0838 TRUE 2.2127
0.99796172 0.1211 0.0647 0.0838 0.0838 TRUE 2.2127
0.99796172 0.1211 0.0647 0.0838 0.0838 TRUE 2.2127
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.1938 0.0733 0.1122 0.1122 TRUE 5.095
0.99796172 0.0756 0.106 0.0955 0.0955 TRUE 0.1354
0.99796172 0.0748 0.1062 0.0953 0.0953 TRUE 0.1332
0.99796172 0.0748 0.1062 0.0953 0.0953 TRUE 0.1332
0.99796172 0.0748 0.1062 0.0953 0.0953 TRUE 0.1332
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Do not distribute

0.99796172 0.0748 0.1062 0.0953 0.0953 TRUE 0.1332
0.99796172 0.0748 0.1062 0.0953 0.0953 TRUE 0.1332
0.99796172 0.0748 0.1062 0.0953 0.0953 TRUE 0.1332
0.99796172 0.0748 0.1062 0.0953 0.0953 TRUE 0.1332
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1593 0.121 0.1339 0.1339 TRUE 3.8289
0.99796172 0.1596 0.1208 0.1338 0.1338 TRUE 3.8289
0.99796172 0.1596 0.1208 0.1338 0.1338 TRUE 3.8289
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
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Do not distribute

0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.0848 0.1152 0.1047 0.1047 TRUE 0.1991
0.99796172 0.1171 0.083 0.0946 0.0946 TRUE 1.9401
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
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Do not distribute

0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
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Do not distribute

0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.1185 0.0834 0.0954 0.0954 TRUE 1.8884
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.8312 0.1584 0.3597 0.3597 TRUE 1.1668
0.99796172 0.7843 0.0688 0.2642 0.7843 TRUE 0.3437
0.99796172 0.7843 0.0688 0.2642 0.7843 TRUE 0.3437
0.99796172 0.7843 0.0688 0.2642 0.7843 TRUE 0.3437
0.99796172 0.7843 0.0688 0.2642 0.7843 TRUE 0.3437
0.99796172 0.7843 0.0688 0.2642 0.7843 TRUE 0.3437
0.99796172 0.7843 0.0688 0.2642 0.7843 TRUE 0.3437
0.99796172 0.058 0.1018 0.0866 0.0866 TRUE 0.9103
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
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Do not distribute

0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.0595 0.102 0.0873 0.0873 TRUE 0.9425
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
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Do not distribute

0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.1402 0.1295 0.134 0.134 TRUE 0.3701
0.99796172 0.0553 0.1387 0.1114 0.1114 TRUE 0.4239
0.99796172 0.0553 0.1387 0.1114 0.1114 TRUE 0.4239
0.99796172 0.0553 0.1387 0.1114 0.1114 TRUE 0.4239
0.99796172 0.0553 0.1387 0.1114 0.1114 TRUE 0.4239
0.99796172 0.1779 0.1676 0.1709 0.1709 TRUE 0.2444
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.1756 0.1695 0.1712 0.1712 TRUE 0.2294
0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931
0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931
0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931
0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931
0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931
0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931
0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931
0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931
0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931
0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931
0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931
0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931
0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931

Page 320 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931
0.99796172 0.0475 0.1205 0.096 0.096 TRUE 0.2931
0.99796172 0.1709 0.1688 0.1695 0.1695 TRUE 0.2394
0.99796172 0.049 0.1101 0.0893 0.0893 TRUE 0.5532
0.99796172 0.049 0.1101 0.0893 0.0893 TRUE 0.5532
0.99796172 0.049 0.1101 0.0893 0.0893 TRUE 0.5532
0.99796172 0.049 0.1101 0.0893 0.0893 TRUE 0.5532
0.99796172 0.049 0.1101 0.0893 0.0893 TRUE 0.5532
0.99796172 0.049 0.1101 0.0893 0.0893 TRUE 0.5532
0.99796172 0.049 0.1101 0.0893 0.0893 TRUE 0.5532
0.99796172 0.049 0.1101 0.0893 0.0893 TRUE 0.5532
0.99796172 0.049 0.1101 0.0893 0.0893 TRUE 0.5532
0.99796172 0.049 0.1101 0.0893 0.0893 TRUE 0.5532
0.99796172 0.0268 0.0729 0.0556 0.0556 TRUE 0.3966
0.99796172 1.4464 0.1288 0.478 1.4464 TRUE 0.6288
0.99796172 1.4464 0.1288 0.478 1.4464 TRUE 0.6288
0.99796172 1.4464 0.1288 0.478 1.4464 TRUE 0.6288
0.99796172 1.4464 0.1288 0.478 1.4464 TRUE 0.6288
0.99796172 1.4464 0.1288 0.478 1.4464 TRUE 0.6288
0.99796172 1.4464 0.1288 0.478 1.4464 TRUE 0.6288
0.99796172 1.4464 0.1288 0.478 1.4464 TRUE 0.6288
0.99796172 1.4464 0.1288 0.478 1.4464 TRUE 0.6288
0.99796172 1.4464 0.1288 0.478 1.4464 TRUE 0.6288
0.99796172 1.4464 0.1288 0.478 1.4464 TRUE 0.6288
0.99796172 1.4464 0.1288 0.478 1.4464 TRUE 0.6288
0.99796172 1.4464 0.1288 0.478 1.4464 TRUE 0.6288
0.99796172 1.4464 0.1288 0.478 1.4464 TRUE 0.6288
0.99796172 1.4464 0.1288 0.478 1.4464 TRUE 0.6288
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966

Page 321 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.0272 0.0729 0.0557 0.0557 TRUE 0.3966
0.99796172 0.2377 0.1647 0.1877 0.1877 TRUE 1.1534
0.99796172 0.2377 0.1647 0.1877 0.1877 TRUE 1.1534
0.99796172 0.2377 0.1647 0.1877 0.1877 TRUE 1.1534
0.99796172 0.2377 0.1647 0.1877 0.1877 TRUE 1.1534
0.99796172 0.2377 0.1647 0.1877 0.1877 TRUE 1.1534
0.99796172 0.0288 0.0728 0.0563 0.0563 TRUE 0.4409
0.99796172 0.3451 0.1716 0.2276 0.2276 TRUE 7.016
0.99796172 0.3451 0.1716 0.2276 0.2276 TRUE 7.016
0.99796172 0.3451 0.1716 0.2276 0.2276 TRUE 7.016
0.99796172 0.3451 0.1716 0.2276 0.2276 TRUE 7.016
0.99796172 0.3451 0.1716 0.2276 0.2276 TRUE 7.016
0.99796172 0.3451 0.1716 0.2276 0.2276 TRUE 7.016
0.99796172 0.3451 0.1716 0.2276 0.2276 TRUE 7.016
0.99796172 0.3451 0.1716 0.2276 0.2276 TRUE 7.016
0.99796172 0.3451 0.1716 0.2276 0.2276 TRUE 7.016
0.99796172 0.3451 0.1716 0.2276 0.2276 TRUE 7.016
0.99796172 0.0442 0.101 0.0813 0.0813 TRUE 0.5065
0.99796172 0.2763 0.1463 0.1877 0.1877 TRUE 0.1875
0.99796172 0.2763 0.1463 0.1877 0.1877 TRUE 0.1875
0.99796172 0.2763 0.1463 0.1877 0.1877 TRUE 0.1875
0.99796172 0.2763 0.1463 0.1877 0.1877 TRUE 0.1875
0.99796172 0.2763 0.1463 0.1877 0.1877 TRUE 0.1875
0.99796172 0.0416 0.1018 0.0809 0.0809 TRUE 0.5051
0.99796172 0.0416 0.1018 0.0809 0.0809 TRUE 0.5051
0.99796172 0.0634 0.0861 0.0776 0.0776 TRUE 1.3263
0.99796172 0.0634 0.0861 0.0776 0.0776 TRUE 1.3263
0.99796172 0.0634 0.0861 0.0776 0.0776 TRUE 1.3263
0.99796172 0.0634 0.0861 0.0776 0.0776 TRUE 1.3263
0.99796172 1.4958 0.0718 0.4403 1.4958 TRUE 0.4815
0.99796172 1.4958 0.0718 0.4403 1.4958 TRUE 0.4815
0.99796172 1.4958 0.0718 0.4403 1.4958 TRUE 0.4815
0.99796172 1.4899 0.0719 0.439 1.4899 TRUE 0.4768
0.99796172 1.4899 0.0719 0.439 1.4899 TRUE 0.4768
0.99796172 1.4899 0.0719 0.439 1.4899 TRUE 0.4768
0.99796172 1.4899 0.0719 0.439 1.4899 TRUE 0.4768
0.99796172 1.4899 0.0719 0.439 1.4899 TRUE 0.4768
0.99796172 1.4899 0.0719 0.439 1.4899 TRUE 0.4768
0.99796172 1.4899 0.0719 0.439 1.4899 TRUE 0.4768
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Do not distribute

0.99796172 1.4899 0.0719 0.439 1.4899 TRUE 0.4768
0.99796172 1.4899 0.0719 0.439 1.4899 TRUE 0.4768
0.99796172 1.4899 0.0719 0.439 1.4899 TRUE 0.4768
0.99796172 1.4899 0.0719 0.439 1.4899 TRUE 0.4768
0.99796172 1.4899 0.0719 0.439 1.4899 TRUE 0.4768
0.99796172 1.4899 0.0719 0.439 1.4899 TRUE 0.4768
0.99796172 0.0222 0.0637 0.0471 0.0471 TRUE 0.2897
0.99796172 0.0222 0.0637 0.0471 0.0471 TRUE 0.2897
0.99796172 0.0222 0.0637 0.0471 0.0471 TRUE 0.2897
0.99796172 2.3298 0.119 0.5333 2.3298 TRUE 0.3198
0.99796172 2.3298 0.119 0.5333 2.3298 TRUE 0.3198
0.99796172 2.3298 0.119 0.5333 2.3298 TRUE 0.3198
0.99796172 2.3298 0.119 0.5333 2.3298 TRUE 0.3198
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
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Do not distribute

0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0232 0.076 0.0561 0.0561 TRUE 0.3101
0.99796172 0.0225 0.076 0.0563 0.0563 TRUE 0.3261
0.99796172 0.0225 0.076 0.0563 0.0563 TRUE 0.3261
0.99796172 0.1429 0.1104 0.1212 0.1212 TRUE 3.0969
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
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Do not distribute

0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.1949 0.0977 0.1292 0.1292 TRUE 0.334
0.99796172 0.0171 0.0636 0.0453 0.0453 TRUE 0.2273
0.99796172 0.0171 0.0636 0.0453 0.0453 TRUE 0.2273
0.99796172 0.0171 0.0636 0.0453 0.0453 TRUE 0.2273
0.99796172 0.0171 0.0636 0.0453 0.0453 TRUE 0.2273
0.99796172 0.0171 0.0636 0.0453 0.0453 TRUE 0.2273
0.99796172 0.0171 0.0636 0.0453 0.0453 TRUE 0.2273
0.99796172 0.0171 0.0636 0.0453 0.0453 TRUE 0.2273
0.99796172 0.0113 0.1108 0.0768 0.0768 TRUE 0.3753
0.99796172 0.0113 0.1108 0.0768 0.0768 TRUE 0.3753
0.99796172 0.0227 0.0636 0.0482 0.0482 TRUE 0.4924
0.99796172 0.0227 0.0636 0.0482 0.0482 TRUE 0.4924
0.99796172 0.0227 0.0636 0.0482 0.0482 TRUE 0.4924
0.99796172 0.0227 0.0636 0.0482 0.0482 TRUE 0.4924
0.99796172 0.0227 0.0636 0.0482 0.0482 TRUE 0.4924
0.99796172 0.0227 0.0636 0.0482 0.0482 TRUE 0.4924
0.99796172 0.0227 0.0636 0.0482 0.0482 TRUE 0.4924
0.99796172 0.0227 0.0636 0.0482 0.0482 TRUE 0.4924
0.99796172 0.0227 0.0636 0.0482 0.0482 TRUE 0.4924
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
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Do not distribute

0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0605 0.085 0.0755 0.0755 TRUE 1.3827
0.99796172 0.0116 0.111 0.077 0.077 TRUE 0.3753
0.99796172 0.0116 0.111 0.077 0.077 TRUE 0.3753
0.99796172 0.0166 0.0679 0.0476 0.0476 TRUE 0.3299
0.99796172 0.0166 0.0679 0.0476 0.0476 TRUE 0.3299
0.99796172 0.0705 0.0645 0.0667 0.0667 TRUE 0.739
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
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Do not distribute

0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
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Do not distribute

0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
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Do not distribute

0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
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Do not distribute

0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0706 0.0645 0.0667 0.0667 TRUE 0.7389
0.99796172 0.0695 0.0645 0.0663 0.0663 TRUE 0.7571
0.99796172 0.0695 0.0645 0.0663 0.0663 TRUE 0.7571
0.99796172 0.0695 0.0645 0.0663 0.0663 TRUE 0.7571
0.99796172 0.0695 0.0645 0.0663 0.0663 TRUE 0.7571
0.99796172 0.0695 0.0645 0.0663 0.0663 TRUE 0.7571
0.99796172 0.0695 0.0645 0.0663 0.0663 TRUE 0.7571
0.99796172 0.0695 0.0645 0.0663 0.0663 TRUE 0.7571
0.99796172 0.0695 0.0645 0.0663 0.0663 TRUE 0.7571
0.99796172 0.0697 0.0645 0.0664 0.0664 TRUE 0.7546
0.99796172 0.0697 0.0645 0.0664 0.0664 TRUE 0.7546
0.99796172 0.0697 0.0645 0.0664 0.0664 TRUE 0.7546
0.99796172 0.0697 0.0645 0.0664 0.0664 TRUE 0.7546
0.99796172 0.0697 0.0645 0.0664 0.0664 TRUE 0.7546
0.99796172 0.0697 0.0645 0.0664 0.0664 TRUE 0.7546
0.99796172 0.0697 0.0645 0.0664 0.0664 TRUE 0.7546
0.99796172 0.0697 0.0645 0.0664 0.0664 TRUE 0.7546
0.99796172 0.0697 0.0645 0.0664 0.0664 TRUE 0.7546
0.99796172 0.0697 0.0645 0.0664 0.0664 TRUE 0.7546
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Do not distribute

0.99796172 0.0712 0.0645 0.0669 0.0669 TRUE 0.7062
0.99796172 0.0712 0.0645 0.0669 0.0669 TRUE 0.7062
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 2.1711 0.1389 0.5255 2.1711 TRUE 0.3291
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
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Do not distribute

0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.0168 0.068 0.0478 0.0478 TRUE 0.3328
0.99796172 0.013 0.0637 0.0428 0.0428 TRUE 0.3011
0.99796172 0.013 0.0637 0.0428 0.0428 TRUE 0.3011
0.99796172 0.013 0.0637 0.0428 0.0428 TRUE 0.3011
0.99796172 0.013 0.0637 0.0428 0.0428 TRUE 0.3011
0.99796172 0.013 0.0637 0.0428 0.0428 TRUE 0.3011
0.99796172 0.013 0.0637 0.0428 0.0428 TRUE 0.3011
0.99796172 0.013 0.0637 0.0428 0.0428 TRUE 0.3011
0.99796172 0.013 0.0637 0.0428 0.0428 TRUE 0.3011
0.99796172 0.013 0.0637 0.0428 0.0428 TRUE 0.3011
0.99796172 0.013 0.0637 0.0428 0.0428 TRUE 0.3011
0.99796172 0.013 0.0637 0.0428 0.0428 TRUE 0.3011
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
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Do not distribute

0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 0.0403 0.0936 0.0746 0.0746 TRUE 0.6417
0.99796172 2.1802 0.1376 0.526 2.1802 TRUE 0.3459
0.99796172 0.115 0.0892 0.0979 0.0979 TRUE 0.4416
0.99796172 0.1105 0.0898 0.0968 0.0968 TRUE 0.3573
0.99796172 0.1105 0.0898 0.0968 0.0968 TRUE 0.3573
0.99796172 0.1105 0.0898 0.0968 0.0968 TRUE 0.3573
0.99796172 0.1105 0.0898 0.0968 0.0968 TRUE 0.3573
0.99796172 0.1105 0.0898 0.0968 0.0968 TRUE 0.3573
0.99796172 0.1105 0.0898 0.0968 0.0968 TRUE 0.3573
0.99796172 0.1105 0.0898 0.0968 0.0968 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
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Do not distribute

0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 1.2037 0.1409 0.4206 1.2037 TRUE 0.3573
0.99796172 0.1493 0.0649 0.0928 0.0928 TRUE 0.3897
0.99796172 0.0298 0.0787 0.0605 0.0605 TRUE 0.4691
0.99796172 0.0298 0.0787 0.0605 0.0605 TRUE 0.4691
0.99796172 0.0298 0.0787 0.0605 0.0605 TRUE 0.4691
0.99796172 0.0298 0.0787 0.0605 0.0605 TRUE 0.4691
0.99796172 0.0298 0.0787 0.0605 0.0605 TRUE 0.4691
0.99796172 0.0298 0.0787 0.0605 0.0605 TRUE 0.4691
0.99796172 0.0298 0.0787 0.0605 0.0605 TRUE 0.4691
0.99796172 0.0298 0.0787 0.0605 0.0605 TRUE 0.4691
0.99796172 0.0298 0.0787 0.0605 0.0605 TRUE 0.4691
0.99796172 0.0298 0.0787 0.0605 0.0605 TRUE 0.4691
0.99796172 0.0298 0.0787 0.0605 0.0605 TRUE 0.4691
0.99796172 0.0298 0.0787 0.0605 0.0605 TRUE 0.4691
0.99796172 0.0298 0.0787 0.0605 0.0605 TRUE 0.4691
0.99796172 0.0298 0.0787 0.0605 0.0605 TRUE 0.4691
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.9357 0.0864 0.3179 0.9357 TRUE 0.3363
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
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Do not distribute

0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0431 0.0883 0.072 0.072 TRUE 0.7209
0.99796172 0.0378 0.0851 0.0679 0.0679 TRUE 0.4546
0.99796172 0.0378 0.0851 0.0679 0.0679 TRUE 0.4546
0.99796172 0.0378 0.0851 0.0679 0.0679 TRUE 0.4546
0.99796172 0.0378 0.0851 0.0679 0.0679 TRUE 0.4546
0.99796172 0.0378 0.0851 0.0679 0.0679 TRUE 0.4546
0.99796172 0.0378 0.0851 0.0679 0.0679 TRUE 0.4546
0.99796172 0.0378 0.0851 0.0679 0.0679 TRUE 0.4546
0.99796172 0.0378 0.0851 0.0679 0.0679 TRUE 0.4546
0.99796172 0.0378 0.0851 0.0679 0.0679 TRUE 0.4546
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
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Do not distribute

0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0576 0.1629 0.1268 0.1268 TRUE 0.836
0.99796172 0.0384 0.0658 0.0554 0.0554 TRUE 0.296
0.99796172 0.0454 0.1075 0.0855 0.0855 TRUE 1.0762
0.99796172 0.0454 0.1075 0.0855 0.0855 TRUE 1.0762
0.99796172 0.0528 0.1103 0.0901 0.0901 TRUE 1.1846
0.99796172 0.0528 0.1103 0.0901 0.0901 TRUE 1.1846
0.99796172 0.0528 0.1103 0.0901 0.0901 TRUE 1.1846
0.99796172 0.0528 0.1103 0.0901 0.0901 TRUE 1.1846
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
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Do not distribute

0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0191 0.1053 0.0745 0.0745 TRUE 0.3429
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
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Do not distribute

0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.0419 0.0419 TRUE 0.2152
0.99796172 0.0105 0.0631 0.042 0.042 TRUE 0.2164
0.99796172 0.066 0.1212 0.1023 0.1023 TRUE 0.8714
0.99796172 0.066 0.1212 0.1023 0.1023 TRUE 0.8714
0.99796172 0.1122 0.1213 0.1183 0.1183 TRUE 0.5918
0.99796172 0.1122 0.1213 0.1183 0.1183 TRUE 0.5918
0.99796172 0.1122 0.1213 0.1183 0.1183 TRUE 0.5918
0.99796172 0.1122 0.1213 0.1183 0.1183 TRUE 0.5918
0.99796172 0.1122 0.1213 0.1183 0.1183 TRUE 0.5918
0.99796172 0.1122 0.1213 0.1183 0.1183 TRUE 0.5918
0.99796172 0.0554 0.0779 0.0699 0.0699 TRUE 0.3326
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
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Do not distribute

0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.1186 0.1041 0.1089 0.1089 TRUE 0.4345
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
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Do not distribute

0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0193 0.1135 0.0798 0.0798 TRUE 0.4754
0.99796172 0.0389 0.0678 0.0569 0.0569 TRUE 0.57
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.0381 0.0647 0.0546 0.0546 TRUE 0.7126
0.99796172 0.1448 0.1097 0.1212 0.1212 TRUE 0.6215
0.99796172 0.0371 0.0647 0.0542 0.0542 TRUE 0.6969
0.99796172 0.0371 0.0647 0.0542 0.0542 TRUE 0.6969
0.99796172 0.0371 0.0647 0.0542 0.0542 TRUE 0.6969
0.99796172 0.0371 0.0647 0.0542 0.0542 TRUE 0.6969
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
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Do not distribute

0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0258 0.1169 0.0847 0.0847 TRUE 0.5453
0.99796172 0.0379 0.0647 0.0545 0.0545 TRUE 0.7025
0.99796172 0.0379 0.0647 0.0545 0.0545 TRUE 0.7025
0.99796172 0.0339 0.0705 0.0567 0.0567 TRUE 0.7864
0.99796172 0.0339 0.0705 0.0567 0.0567 TRUE 0.7864
0.99796172 0.0339 0.0705 0.0567 0.0567 TRUE 0.7864
0.99796172 0.0339 0.0705 0.0567 0.0567 TRUE 0.7864
0.99796172 0.0193 0.0912 0.0647 0.0647 TRUE 0.4029
0.99796172 0.0193 0.0912 0.0647 0.0647 TRUE 0.4029
0.99796172 0.0199 0.0906 0.0645 0.0645 TRUE 0.4112
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365

Page 341 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
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Do not distribute

0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0136 0.1165 0.0805 0.0805 TRUE 0.2365
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0.0434 0.0642 0.0564 0.0564 TRUE 0.3801
0.99796172 0 0.092 0.0568 0.0568 TRUE 0.0785
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
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Do not distribute

0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.021 0.092 0.0659 0.0659 TRUE 0.4298
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
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Do not distribute

0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0458 0.0696 0.0608 0.0608 TRUE 0.2881
0.99796172 0.0338 0.0742 0.0592 0.0592 TRUE 0.8544
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
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Do not distribute

0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.041 0.064 0.0578 0.0578 TRUE 0.7708
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
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Do not distribute

0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
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Do not distribute

0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0256 0.1472 0.1054 0.1054 TRUE 0.4004
0.99796172 0.0245 0.0634 0.0481 0.0481 TRUE 0.4081
0.99796172 0.0245 0.0634 0.0481 0.0481 TRUE 0.4081
0.99796172 0.0246 0.0634 0.0481 0.0481 TRUE 0.4089
0.99796172 0.0246 0.0634 0.0481 0.0481 TRUE 0.4089
0.99796172 0.0649 0.0762 0.0722 0.0722 TRUE 1.1432
0.99796172 0.0649 0.0762 0.0722 0.0722 TRUE 1.1432
0.99796172 0.0649 0.0762 0.0722 0.0722 TRUE 1.1432
0.99796172 0.0649 0.0762 0.0722 0.0722 TRUE 1.1432
0.99796172 0.0649 0.0762 0.0722 0.0722 TRUE 1.1432
0.99796172 0.0649 0.0762 0.0722 0.0722 TRUE 1.1432
0.99796172 0.0649 0.0762 0.0722 0.0722 TRUE 1.1432
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Do not distribute

0.99796172 0.0156 0.072 0.05 0.05 TRUE 0.1884
0.99796172 0.0154 0.072 0.0499 0.0499 TRUE 0.1797
0.99796172 0.0154 0.072 0.0499 0.0499 TRUE 0.1797
0.99796172 0.0154 0.072 0.0499 0.0499 TRUE 0.1797
0.99796172 0.0154 0.072 0.0499 0.0499 TRUE 0.1797
0.99796172 0.0154 0.072 0.0499 0.0499 TRUE 0.1797
0.99796172 0.0155 0.072 0.0499 0.0499 TRUE 0.1833
0.99796172 0.0155 0.072 0.0499 0.0499 TRUE 0.1833
0.99796172 0.0155 0.072 0.0499 0.0499 TRUE 0.1833
0.99796172 0.0155 0.072 0.0499 0.0499 TRUE 0.1833
0.99796172 0.0155 0.072 0.0499 0.0499 TRUE 0.1833
0.99796172 0.0155 0.072 0.0499 0.0499 TRUE 0.1833
0.99796172 0.0155 0.072 0.0499 0.0499 TRUE 0.1833
0.99796172 0.0155 0.072 0.0499 0.0499 TRUE 0.1833
0.99796172 0.0199 0.0686 0.0496 0.0496 TRUE 0.2919
0.99796172 0.0207 0.0685 0.0498 0.0498 TRUE 0.2948
0.99796172 0.0207 0.0685 0.0498 0.0498 TRUE 0.2948
0.99796172 0.0207 0.0685 0.0498 0.0498 TRUE 0.2948
0.99796172 0.0207 0.0685 0.0498 0.0498 TRUE 0.2948
0.99796172 0.0207 0.0685 0.0498 0.0498 TRUE 0.2948
0.99796172 0.0207 0.0685 0.0498 0.0498 TRUE 0.2948
0.99796172 0.0207 0.0685 0.0498 0.0498 TRUE 0.2948
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0096 0.0634 0.0412 0.0412 TRUE 0.216
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
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Do not distribute

0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2084
0.99796172 0.3288 0.1303 0.192 0.192 TRUE 0.3182
0.99796172 0.3288 0.1303 0.192 0.192 TRUE 0.3182
0.99796172 0.3288 0.1303 0.192 0.192 TRUE 0.3182
0.99796172 0.3288 0.1303 0.192 0.192 TRUE 0.3182
0.99796172 0.3288 0.1303 0.192 0.192 TRUE 0.3182
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Do not distribute

0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2087
0.99796172 0.0094 0.0634 0.0411 0.0411 TRUE 0.2087
0.99796172 0.1038 0.0842 0.0908 0.0908 TRUE 0.3848
0.99796172 0.0806 0.0809 0.0808 0.0808 TRUE 0.6606
0.99796172 0.0175 0.0788 0.0556 0.0556 TRUE 0.268
0.99796172 0.1042 0.0842 0.091 0.091 TRUE 0.4166
0.99796172 0.1042 0.0842 0.091 0.091 TRUE 0.4166
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
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Do not distribute

0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99796172 0.0525 0.1039 0.0859 0.0859 TRUE 1.0724
0.99803669 0.0446 0.1017 0.0815 0.0815 TRUE 0.7395
0.99803669 0.0446 0.1017 0.0815 0.0815 TRUE 0.7395
0.99803669 0.0446 0.1017 0.0815 0.0815 TRUE 0.7395
0.99803669 0.0446 0.1017 0.0815 0.0815 TRUE 0.7395
0.99803669 0.0446 0.1017 0.0815 0.0815 TRUE 0.7395
0.99803669 0.0446 0.1017 0.0815 0.0815 TRUE 0.7395
0.99796172 0.0074 0.0966 0.0638 0.0638 TRUE 0.1927
0.99796172 0.0076 0.0967 0.0639 0.0639 TRUE 0.1981
0.99803669 0.0729 0.0733 0.0731 0.0731 TRUE 0.9276
0.99803669 0.0729 0.0733 0.0731 0.0731 TRUE 0.9276
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
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Do not distribute

0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0796 0.0811 0.0806 0.0806 TRUE 0.5497
0.99796172 0.0065 0.0636 0.0398 0.0398 TRUE 0.1339
0.99796172 0.0065 0.0636 0.0398 0.0398 TRUE 0.1339
0.99796172 0.0065 0.0636 0.0398 0.0398 TRUE 0.1339
0.99796172 0.0065 0.0636 0.0398 0.0398 TRUE 0.1339
0.99796172 0.0065 0.0636 0.0398 0.0398 TRUE 0.1339
0.99796172 0.0065 0.0636 0.0398 0.0398 TRUE 0.1339
0.99796172 0.0065 0.0636 0.0398 0.0398 TRUE 0.1339
0.99796172 0.0065 0.0636 0.0398 0.0398 TRUE 0.1339
0.99796172 0.0065 0.0636 0.0398 0.0398 TRUE 0.1339
0.99803669 0.0066 0.0636 0.0399 0.0399 TRUE 0.135
0.99803669 0.0066 0.0636 0.0399 0.0399 TRUE 0.135
0.99929018 0.0064 0.0636 0.0398 0.0398 TRUE 0.1323
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0323 0.0937 0.0715 0.0715 TRUE 0.6903
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
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Do not distribute

0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99796172 0.0071 0.0967 0.0638 0.0638 TRUE 0.1882
0.99803669 0.079 0.0796 0.0794 0.0794 TRUE 0.4261
0.99803669 0.1646 0.0943 0.1171 0.1171 TRUE 0.7275
0.99803669 0.1646 0.0943 0.1171 0.1171 TRUE 0.7275
0.99803669 0.1646 0.0943 0.1171 0.1171 TRUE 0.7275
0.99803669 0.1646 0.0943 0.1171 0.1171 TRUE 0.7275
0.99803669 0.1646 0.0943 0.1171 0.1171 TRUE 0.7275
0.99803669 0.1646 0.0943 0.1171 0.1171 TRUE 0.7275
0.99803669 0.1646 0.0943 0.1171 0.1171 TRUE 0.7275
0.99803669 0.1646 0.0943 0.1171 0.1171 TRUE 0.7275
0.99803669 0.1646 0.0943 0.1171 0.1171 TRUE 0.7275
0.99803669 0.1646 0.0943 0.1171 0.1171 TRUE 0.7275
0.99803669 0.1646 0.0943 0.1171 0.1171 TRUE 0.7275
0.99803669 0.1646 0.0943 0.1171 0.1171 TRUE 0.7275
0.99803669 0.1646 0.0943 0.1171 0.1171 TRUE 0.7275
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
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Do not distribute

0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99803669 0.1171 0.1536 0.1416 0.1416 TRUE 0.4842
0.99868672 0.1466 0.1381 0.1409 0.1409 TRUE 1.4945
0.99916959 0.0318 0.0666 0.0533 0.0533 TRUE 0.5013
0.99916959 0.0319 0.0666 0.0533 0.0533 TRUE 0.5022
0.99916959 0.0319 0.0666 0.0533 0.0533 TRUE 0.5022
0.99916959 0.0319 0.0666 0.0533 0.0533 TRUE 0.5022
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
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Do not distribute

0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0323 0.0639 0.0539 0.0539 TRUE 0.643
0.99796172 0.0088 0.0707 0.046 0.046 TRUE 0.1231
0.99796172 0.0081 0.0632 0.0415 0.0415 TRUE 0.1902
0.99796172 0.0081 0.0632 0.0415 0.0415 TRUE 0.1902
0.99796172 0.0081 0.0632 0.0415 0.0415 TRUE 0.1902
0.99796172 0.0081 0.0632 0.0415 0.0415 TRUE 0.1902
0.99796172 0.0081 0.0632 0.0415 0.0415 TRUE 0.1902
0.99796172 0.0081 0.0632 0.0415 0.0415 TRUE 0.1902
0.99796172 0.0081 0.0632 0.0415 0.0415 TRUE 0.1902
0.99796172 0.0081 0.0632 0.0415 0.0415 TRUE 0.1902
0.99796172 0.0081 0.0632 0.0415 0.0415 TRUE 0.1902
0.99796172 0.1422 0.0633 0.0895 0.0895 TRUE 0.31
0.99796172 0.1422 0.0633 0.0895 0.0895 TRUE 0.31
0.99796172 0.1422 0.0633 0.0895 0.0895 TRUE 0.31
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
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Do not distribute

0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.1423 0.0633 0.0895 0.0895 TRUE 0.3089
0.99796172 0.0402 0.0898 0.072 0.072 TRUE 0.5037
0.99796172 0.0402 0.0898 0.072 0.072 TRUE 0.5037
0.99796172 0.0402 0.0898 0.072 0.072 TRUE 0.5037
0.99796172 0.0402 0.0898 0.072 0.072 TRUE 0.5037
0.99796172 0.0402 0.0898 0.072 0.072 TRUE 0.5037
0.99796172 0.0402 0.0898 0.072 0.072 TRUE 0.5037
0.99796172 0.0402 0.0898 0.072 0.072 TRUE 0.5037
0.99796172 0.0402 0.0898 0.072 0.072 TRUE 0.5037
0.99796172 0.0402 0.0898 0.072 0.072 TRUE 0.5037
0.99796172 0.1417 0.0633 0.0893 0.0893 TRUE 0.307
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2272
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2272
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
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Do not distribute

0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
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Do not distribute

0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0132 0.0633 0.0446 0.0446 TRUE 0.2273
0.99796172 0.0429 0.1012 0.0805 0.0805 TRUE 0.7913
0.99796172 0.0144 0.0832 0.0573 0.0573 TRUE 0.1868
0.99796172 0.0178 0.1135 0.0798 0.0798 TRUE 0.2788
0.99796172 0.0178 0.1135 0.0798 0.0798 TRUE 0.2788
0.99796172 0.0178 0.1135 0.0798 0.0798 TRUE 0.2788
0.99796172 0.0178 0.1135 0.0798 0.0798 TRUE 0.2788
0.99796172 0.0178 0.1135 0.0798 0.0798 TRUE 0.2788
0.99796172 0.0178 0.1135 0.0798 0.0798 TRUE 0.2788
0.99796172 0.0178 0.1135 0.0798 0.0798 TRUE 0.2788
0.99796172 0.0178 0.1135 0.0798 0.0798 TRUE 0.2788
0.99796172 0.0178 0.1135 0.0798 0.0798 TRUE 0.2788
0.99796172 0.0178 0.1135 0.0798 0.0798 TRUE 0.2788
0.99796172 0.0178 0.1135 0.0798 0.0798 TRUE 0.2788
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
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Do not distribute

0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
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Do not distribute

0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
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Do not distribute

0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
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Do not distribute

0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5561
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5562
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5562
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5562
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5562
0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5562
0.99796172 0.02 0.0629 0.0475 0.0475 TRUE 0.5564
0.99796172 0.02 0.0629 0.0475 0.0475 TRUE 0.5564
0.99796172 0.02 0.0629 0.0475 0.0475 TRUE 0.5564
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Do not distribute

0.99796172 0.02 0.0629 0.0474 0.0474 TRUE 0.5541
0.99796172 0.1357 0.1429 0.1405 0.1405 TRUE 2.663
0.99796172 0.1357 0.1429 0.1405 0.1405 TRUE 2.663
0.99796172 0.1357 0.1429 0.1405 0.1405 TRUE 2.663
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0 0.1446 0.0966 0.0966 TRUE 0.1828
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201

Page 364 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0344 0.0686 0.0556 0.0556 TRUE 0.6201
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
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Do not distribute

0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2327
0.99796172 0.0181 0.0704 0.0499 0.0499 TRUE 0.256
0.99796172 0.0181 0.0704 0.0499 0.0499 TRUE 0.256
0.99796172 0.2192 0.067 0.115 0.115 TRUE 0.19
0.99796172 0.1072 0.0795 0.0889 0.0889 TRUE 0.6072
0.99796172 0.1072 0.0795 0.0889 0.0889 TRUE 0.6072
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2382
0.99796172 0.0391 0.075 0.0618 0.0618 TRUE 0.2382
0.99796172 0.1306 0.08 0.0969 0.0969 TRUE 0.5889
0.99796172 0.1306 0.08 0.0969 0.0969 TRUE 0.5889
0.99796172 0.1306 0.08 0.0969 0.0969 TRUE 0.5889
0.99796172 0.1306 0.08 0.0969 0.0969 TRUE 0.5889
0.99796172 0 0.1429 0.0963 0.0963 TRUE 0.2014
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
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Do not distribute

0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
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Do not distribute

0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
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Do not distribute

0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.0279 0.0633 0.0494 0.0494 TRUE 0.3863
0.99796172 0.2731 0.0673 0.1304 0.1304 TRUE 0.2014
0.99796172 0.0144 0.0629 0.0445 0.0445 TRUE 0.2332
0.99796172 0.0144 0.0629 0.0445 0.0445 TRUE 0.2332
0.99796172 0.0144 0.0629 0.0445 0.0445 TRUE 0.2332
0.99796172 0.0144 0.0629 0.0445 0.0445 TRUE 0.2332
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.01 0.0629 0.0415 0.0415 TRUE 0.2237
0.99796172 0.1275 0.0816 0.0969 0.0969 TRUE 0.5587
0.99796172 0.128 0.0815 0.0971 0.0971 TRUE 0.5664
0.99796172 0.0319 0.0899 0.0689 0.0689 TRUE 0.4622
0.99796172 0.0319 0.0899 0.0689 0.0689 TRUE 0.4622
0.99796172 0.0319 0.0899 0.0689 0.0689 TRUE 0.4622
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Do not distribute

0.99796172 0.0319 0.0899 0.0689 0.0689 TRUE 0.4622
0.99796172 0.0319 0.0899 0.0689 0.0689 TRUE 0.4622
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
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Do not distribute

0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.1266 0.0816 0.0967 0.0967 TRUE 0.554
0.99796172 0.0121 0.0629 0.0431 0.0431 TRUE 0.2355
0.99796172 0.0121 0.0629 0.0431 0.0431 TRUE 0.2355
0.99796172 0.0121 0.0629 0.0431 0.0431 TRUE 0.2355
0.99796172 0.0121 0.0629 0.0431 0.0431 TRUE 0.2355
0.99796172 0.0121 0.0629 0.0431 0.0431 TRUE 0.2355
0.99796172 0.0121 0.0629 0.0431 0.0431 TRUE 0.2355
0.99796172 0.0121 0.0629 0.0431 0.0431 TRUE 0.2355
0.99796172 0.0121 0.0629 0.0431 0.0431 TRUE 0.2355
0.99796172 0.0121 0.0629 0.0431 0.0431 TRUE 0.2355
0.99796172 0.0121 0.0629 0.0431 0.0431 TRUE 0.2355
0.99796172 0.0121 0.0629 0.0431 0.0431 TRUE 0.2355
0.99796172 0.0121 0.0629 0.0431 0.0431 TRUE 0.2355
0.99796172 0.0116 0.1106 0.0751 0.0751 TRUE 0.3291
0.99796172 0.0116 0.1106 0.0751 0.0751 TRUE 0.3291
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
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Do not distribute

0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
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Do not distribute

0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0233 0.0636 0.0495 0.0495 TRUE 0.4186
0.99796172 0.0313 0.0651 0.0521 0.0521 TRUE 0.2495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
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Do not distribute

0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
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Do not distribute

0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1802 0.064 0.1015 0.1015 TRUE 0.6495
0.99796172 0.1797 0.064 0.1013 0.1013 TRUE 0.6595
0.99796172 0.0312 0.0651 0.052 0.052 TRUE 0.2496
0.99796172 0.0312 0.0651 0.052 0.052 TRUE 0.2496
0.99796172 0.0312 0.0651 0.052 0.052 TRUE 0.2496
0.99796172 0.0312 0.0651 0.052 0.052 TRUE 0.2496
0.99796172 0.0312 0.0651 0.052 0.052 TRUE 0.2496
0.99796172 0.0312 0.0651 0.052 0.052 TRUE 0.2496
0.99796172 0.0312 0.0651 0.052 0.052 TRUE 0.2496
0.99796172 0.0329 0.0783 0.0615 0.0615 TRUE 0.6625
0.99796172 0.0329 0.0783 0.0615 0.0615 TRUE 0.6625
0.99796172 0.0329 0.0783 0.0615 0.0615 TRUE 0.6625
0.99796172 0.0329 0.0783 0.0615 0.0615 TRUE 0.6625
0.99796172 0.0329 0.0783 0.0615 0.0615 TRUE 0.6625
0.99796172 0.0329 0.0783 0.0615 0.0615 TRUE 0.6625
0.99796172 0.0417 0.0665 0.0572 0.0572 TRUE 0.4532
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
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Do not distribute

0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.0266 0.0634 0.0489 0.0489 TRUE 0.4709
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.1398 0.087 0.1045 0.1045 TRUE 1.0026
0.99796172 0.0049 0.063 0.0385 0.0385 TRUE 0.1115
0.99796172 0.0407 0.0658 0.0563 0.0563 TRUE 0.287
0.99796172 0.0407 0.0658 0.0563 0.0563 TRUE 0.287
0.99796172 0.0407 0.0658 0.0563 0.0563 TRUE 0.287
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Do not distribute

0.99796172 0.0296 0.0645 0.0523 0.0523 TRUE 0.1731
0.99796172 0.0809 0.1032 0.0956 0.0956 TRUE 0.4046
0.99796172 0.0354 0.0672 0.0552 0.0552 TRUE 0.2307
0.99796172 0.0354 0.0672 0.0552 0.0552 TRUE 0.2307
0.99796172 0.0354 0.0672 0.0552 0.0552 TRUE 0.2307
0.99796172 0.0354 0.0672 0.0552 0.0552 TRUE 0.2307
0.99796172 0.0272 0.0802 0.0606 0.0606 TRUE 0.3502
0.99796172 0.0272 0.0802 0.0606 0.0606 TRUE 0.3502
0.99796172 0.0272 0.0802 0.0606 0.0606 TRUE 0.3502
0.99796172 0.0272 0.0802 0.0606 0.0606 TRUE 0.3502
0.99796172 0.0272 0.0802 0.0606 0.0606 TRUE 0.3502
0.99796172 0.0272 0.0802 0.0606 0.0606 TRUE 0.3502
0.99796172 0.0272 0.0802 0.0606 0.0606 TRUE 0.3502
0.99796172 0.0218 0.1132 0.081 0.081 TRUE 0.5211
0.99796172 0.0218 0.1132 0.081 0.081 TRUE 0.5211
0.99796172 0.0218 0.1132 0.081 0.081 TRUE 0.5211
0.99796172 0.0218 0.1132 0.081 0.081 TRUE 0.5211
0.99796172 0.0218 0.1132 0.081 0.081 TRUE 0.5211
0.99796172 0.0272 0.0801 0.0605 0.0605 TRUE 0.3524
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
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Do not distribute

0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0268 0.0802 0.0604 0.0604 TRUE 0.3474
0.99796172 0.0085 0.0629 0.0403 0.0403 TRUE 0.1069
0.99796172 0.0085 0.0629 0.0403 0.0403 TRUE 0.1069
0.99796172 0.038 0.0784 0.0636 0.0636 TRUE 0.4617
0.99796172 0.038 0.0784 0.0636 0.0636 TRUE 0.4617
0.99796172 0.038 0.0784 0.0636 0.0636 TRUE 0.4617
0.99796172 0.038 0.0784 0.0636 0.0636 TRUE 0.4617
0.99796172 0.038 0.0784 0.0636 0.0636 TRUE 0.4617
0.99796172 0.038 0.0784 0.0636 0.0636 TRUE 0.4617
0.99796172 0.038 0.0784 0.0636 0.0636 TRUE 0.4617
0.99796172 0.038 0.0784 0.0636 0.0636 TRUE 0.4617
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 0.0081 0.1345 0.0905 0.0905 TRUE 0.2606
0.99796172 2.4515 0.1262 0.5752 2.4515 TRUE 0.6447
0.99796172 2.4515 0.1262 0.5752 2.4515 TRUE 0.6447
0.99796172 2.4515 0.1262 0.5752 2.4515 TRUE 0.6447
0.99796172 2.4515 0.1262 0.5752 2.4515 TRUE 0.6447
0.99796172 2.4515 0.1262 0.5752 2.4515 TRUE 0.6447
0.99796172 2.4515 0.1262 0.5752 2.4515 TRUE 0.6447
0.99796172 2.4515 0.1262 0.5752 2.4515 TRUE 0.6447
0.99796172 2.4515 0.1262 0.5752 2.4515 TRUE 0.6447
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
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Do not distribute

0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 2.4595 0.1268 0.5782 2.4595 TRUE 0.631
0.99796172 0.0857 0.0961 0.0925 0.0925 TRUE 1.8099
0.99796172 0.0857 0.0961 0.0925 0.0925 TRUE 1.8099
0.99796172 0.0273 0.0636 0.0496 0.0496 TRUE 0.4101
0.99796172 0.0273 0.0636 0.0496 0.0496 TRUE 0.4101
0.99796172 0.0273 0.0636 0.0496 0.0496 TRUE 0.4101
0.99796172 0.0273 0.0636 0.0496 0.0496 TRUE 0.4101
0.99796172 0.0419 0.1357 0.1036 0.1036 TRUE 0.5118
0.99796172 0.036 0.0633 0.053 0.053 TRUE 0.4247
0.99796172 0.036 0.0633 0.053 0.053 TRUE 0.4247
0.99796172 0.036 0.0633 0.053 0.053 TRUE 0.4247
0.99796172 0.036 0.0633 0.053 0.053 TRUE 0.4247
0.99796172 0.036 0.0633 0.053 0.053 TRUE 0.4247
0.99796172 0.036 0.0633 0.053 0.053 TRUE 0.4247
0.99796172 0.036 0.0633 0.053 0.053 TRUE 0.4247
0.99796172 0.036 0.0633 0.053 0.053 TRUE 0.4247
0.99796172 0.036 0.0633 0.053 0.053 TRUE 0.4247
0.99796172 0.036 0.0633 0.053 0.053 TRUE 0.4247
0.99796172 0.036 0.0633 0.053 0.053 TRUE 0.4247
0.99796172 0.036 0.0633 0.053 0.053 TRUE 0.4216
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
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Do not distribute

0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0271 0.0637 0.0486 0.0486 TRUE 0.6251
0.99796172 0.0064 0.0781 0.0502 0.0502 TRUE 0.1802
0.99796172 0.0064 0.0781 0.0502 0.0502 TRUE 0.1802
0.99796172 0.0064 0.0781 0.0502 0.0502 TRUE 0.1802
0.99796172 0.0064 0.0781 0.0502 0.0502 TRUE 0.1802
0.99796172 0.0064 0.0781 0.0502 0.0502 TRUE 0.1802
0.99796172 0.0597 0.0813 0.0737 0.0737 TRUE 0.3435
0.99796172 0.0597 0.0813 0.0737 0.0737 TRUE 0.3435
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
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Do not distribute

0.99796172 0.0065 0.0782 0.0502 0.0502 TRUE 0.1807
0.99796172 0.0283 0.0777 0.0594 0.0594 TRUE 0.5387
0.99796172 0.0283 0.0777 0.0594 0.0594 TRUE 0.5387
0.99796172 0.0283 0.0777 0.0594 0.0594 TRUE 0.5387
0.99796172 0.048 0.0833 0.0706 0.0706 TRUE 0.4425
0.99796172 0.0252 0.0636 0.0478 0.0478 TRUE 0.6077
0.99796172 0.0252 0.0636 0.0478 0.0478 TRUE 0.6077
0.99796172 0.0252 0.0636 0.0478 0.0478 TRUE 0.6077
0.99796172 0.0252 0.0636 0.0478 0.0478 TRUE 0.6077
0.99796172 0.0252 0.0636 0.0478 0.0478 TRUE 0.6077
0.99796172 0.0259 0.0637 0.0481 0.0481 TRUE 0.6277
0.99796172 0.0305 0.079 0.0611 0.0611 TRUE 0.518
0.99796172 0.0305 0.079 0.0611 0.0611 TRUE 0.518
0.99796172 0.0305 0.079 0.0611 0.0611 TRUE 0.518
0.99796172 0.0305 0.079 0.0611 0.0611 TRUE 0.518
0.99796172 0.0305 0.079 0.0611 0.0611 TRUE 0.518
0.99796172 0.0305 0.079 0.0611 0.0611 TRUE 0.518
0.99796172 0.0305 0.079 0.0611 0.0611 TRUE 0.518
0.99796172 0.0305 0.079 0.0611 0.0611 TRUE 0.518
0.99796172 0.0305 0.079 0.0611 0.0611 TRUE 0.518
0.99796172 0.0305 0.079 0.0611 0.0611 TRUE 0.518
0.99796172 0.0248 0.0634 0.0487 0.0487 TRUE 0.4237
0.99796172 0.0248 0.0634 0.0487 0.0487 TRUE 0.4237
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
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Do not distribute

0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0308 0.079 0.0613 0.0613 TRUE 0.5265
0.99796172 0.0355 0.1569 0.1167 0.1167 TRUE 0.6572
0.99796172 0.0927 0.096 0.095 0.095 TRUE 1.2452
0.99796172 0.0425 0.161 0.1221 0.1221 TRUE 0.7749
0.99796172 0.071 0.0848 0.08 0.08 TRUE 0.2533
0.99796172 0.071 0.0848 0.08 0.08 TRUE 0.2533
0.99796172 0.071 0.0848 0.08 0.08 TRUE 0.2533
0.99796172 0.071 0.0848 0.08 0.08 TRUE 0.2533
0.99796172 0.071 0.0848 0.08 0.08 TRUE 0.2533
0.99796172 0.071 0.0848 0.08 0.08 TRUE 0.2533
0.99796172 0.071 0.0848 0.08 0.08 TRUE 0.2533
0.99796172 0.071 0.0848 0.08 0.08 TRUE 0.2533
0.99796172 0.1354 0.0952 0.1084 0.1084 TRUE 0.5894
0.99796172 0.0188 0.0638 0.0463 0.0463 TRUE 0.3773
0.99796172 0.0031 0.0861 0.0543 0.0543 TRUE 0.0864
0.99796172 0.0031 0.0861 0.0543 0.0543 TRUE 0.0864
0.99796172 0.0174 0.0718 0.0506 0.0506 TRUE 0.3515
0.99796172 0.0174 0.0718 0.0506 0.0506 TRUE 0.3515
0.99796172 0.0174 0.0718 0.0506 0.0506 TRUE 0.3515
0.99796172 0.0174 0.0718 0.0506 0.0506 TRUE 0.3515
0.99796172 0.0174 0.0718 0.0506 0.0506 TRUE 0.3515
0.99796172 0.0174 0.0718 0.0506 0.0506 TRUE 0.3515
0.99796172 0.0174 0.0718 0.0506 0.0506 TRUE 0.3515
0.99796172 0.0174 0.0718 0.0506 0.0506 TRUE 0.3515
0.99796172 0.0174 0.0718 0.0506 0.0506 TRUE 0.3515
0.99796172 0.0174 0.0718 0.0506 0.0506 TRUE 0.3515
0.99796172 0.1128 0.0735 0.0869 0.0869 TRUE 1.4026
0.99796172 0.0373 0.0958 0.0751 0.0751 TRUE 0.7971
0.99796172 0.0373 0.0958 0.0751 0.0751 TRUE 0.7971
0.99796172 0.0135 0.0708 0.0483 0.0483 TRUE 0.3424
0.99796172 0.0135 0.0708 0.0483 0.0483 TRUE 0.3424
0.99796172 0.0162 0.0865 0.0603 0.0603 TRUE 0.296
0.99796172 0.0581 0.0647 0.0639 0.0639 TRUE 1.2781
0.99796172 0.0581 0.0647 0.0639 0.0639 TRUE 1.2781
0.99796172 0.0581 0.0647 0.0639 0.0639 TRUE 1.2781
0.99796172 0.0581 0.0647 0.0639 0.0639 TRUE 1.2781
0.99796172 0.0581 0.0647 0.0639 0.0639 TRUE 1.2781
0.99796172 0.0581 0.0647 0.0639 0.0639 TRUE 1.2781
0.99796172 0.0581 0.0647 0.0639 0.0639 TRUE 1.2781
0.99796172 0.0581 0.0647 0.0639 0.0639 TRUE 1.2781
0.99796172 0.0581 0.0647 0.0639 0.0639 TRUE 1.2781
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Do not distribute

0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.0297 0.0886 0.0673 0.0673 TRUE 0.288
0.99796172 0.15 0.0949 0.1129 0.1129 TRUE 1.0385
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Do not distribute

0.99796172 0.033 0.0644 0.0525 0.0525 TRUE 0.1969
0.99796172 0.033 0.0644 0.0525 0.0525 TRUE 0.1969
0.99796172 0.0332 0.0644 0.0526 0.0526 TRUE 0.1952
0.99796172 0.0332 0.0644 0.0526 0.0526 TRUE 0.1952
0.99796172 0.0316 0.089 0.0683 0.0683 TRUE 0.3234
0.99796172 0.0358 0.064 0.0524 0.0524 TRUE 0.7117
0.99796172 0.0358 0.064 0.0524 0.0524 TRUE 0.7117
0.99796172 0.0406 0.1378 0.1049 0.1049 TRUE 0.8973
0.99796172 0.0417 0.1384 0.1056 0.1056 TRUE 0.9298
0.99796172 0.0417 0.1384 0.1056 0.1056 TRUE 0.9298
0.99796172 0.0417 0.1384 0.1056 0.1056 TRUE 0.9298
0.99796172 0.0417 0.1384 0.1056 0.1056 TRUE 0.9298
0.99796172 0.0417 0.1384 0.1056 0.1056 TRUE 0.9298
0.99796172 0.0532 0.1262 0.1011 0.1011 TRUE 0.1735
0.99796172 0.1875 0.0629 0.1032 0.1032 TRUE 0.4253
0.99796172 0.1875 0.0629 0.1032 0.1032 TRUE 0.4253
0.99796172 0.1875 0.0629 0.1032 0.1032 TRUE 0.4253
0.99796172 0.2351 0.1083 0.1481 0.1481 TRUE 0.3329
0.99796172 0.2351 0.1083 0.1481 0.1481 TRUE 0.3329
0.99796172 0.2351 0.1083 0.1481 0.1481 TRUE 0.3329
0.99796172 0.2351 0.1083 0.1481 0.1481 TRUE 0.3329
0.99796172 0.2351 0.1083 0.1481 0.1481 TRUE 0.3329
0.99796172 0.2351 0.1083 0.1481 0.1481 TRUE 0.3329
0.99796172 0.2351 0.1083 0.1481 0.1481 TRUE 0.3329
0.99796172 0.2351 0.1083 0.1481 0.1481 TRUE 0.3329
0.99796172 0.2351 0.1083 0.1481 0.1481 TRUE 0.3329
0.99796172 0.0665 0.0634 0.0646 0.0646 TRUE 0.2512
0.99796172 0.0665 0.0634 0.0646 0.0646 TRUE 0.2512
0.99796172 0.0222 0.0853 0.062 0.062 TRUE 0.1748
0.99796172 0.0222 0.0853 0.062 0.062 TRUE 0.1748
0.99796172 0.0263 0.0846 0.0632 0.0632 TRUE 0.2498
0.99796172 0.0263 0.0846 0.0632 0.0632 TRUE 0.2498
0.99796172 0.0263 0.0846 0.0632 0.0632 TRUE 0.2498
0.99796172 0.0263 0.0846 0.0632 0.0632 TRUE 0.2498
0.99796172 0.0263 0.0846 0.0632 0.0632 TRUE 0.2498
0.99796172 0.0263 0.0846 0.0632 0.0632 TRUE 0.2498
0.99796172 0.0263 0.0846 0.0632 0.0632 TRUE 0.2498
0.99796172 0.0517 0.0934 0.0786 0.0786 TRUE 0.1983
0.99796172 0.0517 0.0934 0.0786 0.0786 TRUE 0.1983
0.99796172 0.0505 0.1279 0.1013 0.1013 TRUE 0.1939
0.99796172 0.0505 0.1279 0.1013 0.1013 TRUE 0.1939
0.99796172 0.019 0.0863 0.0613 0.0613 TRUE 0.2439
0.99796172 0.019 0.0863 0.0613 0.0613 TRUE 0.2439
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Do not distribute

0.99796172 0.019 0.0863 0.0613 0.0613 TRUE 0.2439
0.99796172 0.019 0.0863 0.0613 0.0613 TRUE 0.2439
0.99796172 0.019 0.0863 0.0613 0.0613 TRUE 0.2439
0.99796172 0.019 0.0863 0.0613 0.0613 TRUE 0.2439
0.99796172 0.019 0.0863 0.0613 0.0613 TRUE 0.2439
0.99796172 0.019 0.0863 0.0613 0.0613 TRUE 0.2439
0.99796172 0.247 0.109 0.1521 0.1521 TRUE 0.3882
0.99796172 0.247 0.109 0.1521 0.1521 TRUE 0.3882
0.99796172 0.247 0.109 0.1521 0.1521 TRUE 0.3882
0.99796172 0.0917 0.0661 0.075 0.075 TRUE 0.516
0.99796172 0.0917 0.0661 0.075 0.075 TRUE 0.516
0.99796172 0.0917 0.0661 0.075 0.075 TRUE 0.516
0.99796172 0.0917 0.0661 0.075 0.075 TRUE 0.516
0.99796172 0.0917 0.0661 0.075 0.075 TRUE 0.516
0.99796172 0.0917 0.0661 0.075 0.075 TRUE 0.516
0.99796172 0.0917 0.0661 0.075 0.075 TRUE 0.516
0.99796172 0.0917 0.0661 0.075 0.075 TRUE 0.516
0.99796172 0.0917 0.0661 0.075 0.075 TRUE 0.516
0.99796172 0.0917 0.0661 0.075 0.075 TRUE 0.516
0.99796172 0.0917 0.0661 0.075 0.075 TRUE 0.516
0.99796172 0.0917 0.0661 0.075 0.075 TRUE 0.516
0.99796172 0.4456 0.1588 0.2432 0.2432 TRUE 0.5712
0.99796172 0.4456 0.1588 0.2432 0.2432 TRUE 0.5712
0.99796172 0.4456 0.1588 0.2432 0.2432 TRUE 0.5712
0.99796172 0.4456 0.1588 0.2432 0.2432 TRUE 0.5712
0.99796172 0.4456 0.1588 0.2432 0.2432 TRUE 0.5712
0.99796172 0.4456 0.1588 0.2432 0.2432 TRUE 0.5712
0.99796172 0.4456 0.1588 0.2432 0.2432 TRUE 0.5712
0.99796172 0.4456 0.1588 0.2432 0.2432 TRUE 0.5712
0.99796172 0.4456 0.1588 0.2432 0.2432 TRUE 0.5712
0.99796172 0.4456 0.1588 0.2432 0.2432 TRUE 0.5712
0.99796172 0.4456 0.1588 0.2432 0.2432 TRUE 0.5712
0.99796172 0.4456 0.1588 0.2432 0.2432 TRUE 0.5712
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
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Do not distribute

0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.1015 0.1195 0.1136 0.1136 TRUE 1.3262
0.99796172 0.2102 0.1246 0.1517 0.1517 TRUE 0.7639
0.99796172 0.2102 0.1246 0.1517 0.1517 TRUE 0.7639
0.99796172 0.2102 0.1246 0.1517 0.1517 TRUE 0.7639
0.99796172 0.2102 0.1246 0.1517 0.1517 TRUE 0.7639
0.99796172 0.2102 0.1246 0.1517 0.1517 TRUE 0.7639
0.99796172 0.0623 0.1346 0.1103 0.1103 TRUE 1.2936
0.99796172 0.2517 0.1053 0.151 0.151 TRUE 0.3797
0.99796172 0.2517 0.1053 0.151 0.151 TRUE 0.3797
0.99796172 0.2517 0.1053 0.151 0.151 TRUE 0.3797
0.99796172 0.2517 0.1053 0.151 0.151 TRUE 0.3797
0.99796172 0.2517 0.1053 0.151 0.151 TRUE 0.3797
0.99796172 0.2517 0.1053 0.151 0.151 TRUE 0.3797
0.99796172 0.0571 0.0828 0.073 0.073 TRUE 1.1198
0.99796172 0.0512 0.0642 0.058 0.058 TRUE 0.6887
0.99796172 0.0512 0.0642 0.058 0.058 TRUE 0.6887
0.99796172 0.0512 0.0642 0.058 0.058 TRUE 0.6887
0.99796172 0.0512 0.0642 0.058 0.058 TRUE 0.6887
0.99796172 0.0512 0.0642 0.058 0.058 TRUE 0.6887
0.99796172 0.0512 0.0642 0.058 0.058 TRUE 0.6887
0.99796172 0.0512 0.0642 0.058 0.058 TRUE 0.6887
0.99796172 0.0512 0.0642 0.058 0.058 TRUE 0.6887
0.99796172 0.0512 0.0642 0.058 0.058 TRUE 0.6887
0.99796172 0.0633 0.0836 0.0759 0.0759 TRUE 0.8119
0.99796172 0.0633 0.0836 0.0759 0.0759 TRUE 0.8119
0.99796172 0.063 0.137 0.1124 0.1124 TRUE 0.7054
0.99796172 0.3796 0.1445 0.2152 0.2152 TRUE 3.7357
0.99796172 0.3796 0.1445 0.2152 0.2152 TRUE 3.7357
0.99796172 0.1042 0.1278 0.1199 0.1199 TRUE 1.3928
0.99796172 0.1042 0.1278 0.1199 0.1199 TRUE 1.3928
0.99796172 0.1042 0.1278 0.1199 0.1199 TRUE 1.3928
0.99796172 0.0179 0.0634 0.045 0.045 TRUE 0.3052
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
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Do not distribute

0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0755 0.1397 0.1185 0.1185 TRUE 0.5077
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
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Do not distribute

0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0295 0.0635 0.0516 0.0516 TRUE 0.6982
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
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Do not distribute

0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0662 0.0635 0.0642 0.0642 TRUE 0.1438
0.99796172 0.0567 0.0632 0.0602 0.0602 TRUE 0.2543
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
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Do not distribute

0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
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Do not distribute

0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2523
0.99796172 0.0568 0.0632 0.0602 0.0602 TRUE 0.2637
0.99796172 0.0443 0.0778 0.0648 0.0648 TRUE 1.1141
0.99796172 0.0443 0.0778 0.0648 0.0648 TRUE 1.1141
0.99796172 0.0443 0.0778 0.0648 0.0648 TRUE 1.1141
0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
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Do not distribute

0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
0.99796172 0.2604 0.1426 0.1785 0.1785 TRUE 3.2665
0.99796172 0.0871 0.156 0.1336 0.1336 TRUE 0.5158
0.99796172 0.1861 0.071 0.1079 0.1079 TRUE 0.3378
0.99796172 0.0156 0.0978 0.0683 0.0683 TRUE 0.3906
0.99796172 0.0124 0.1639 0.1142 0.1142 TRUE 0.4142
0.99796172 0.0464 0.0645 0.058 0.058 TRUE 0.5885
0.99796172 0.0464 0.0645 0.058 0.058 TRUE 0.5885
0.99796172 0.0873 0.1601 0.1365 0.1365 TRUE 1.0664
0.99796172 0.0873 0.1601 0.1365 0.1365 TRUE 1.0664
0.99796172 0.0504 0.0647 0.0598 0.0598 TRUE 0.6657
0.99796172 0.0569 0.0892 0.0782 0.0782 TRUE 0.7662
0.99796172 0.0569 0.0892 0.0782 0.0782 TRUE 0.7662
0.99796172 0.0569 0.0892 0.0782 0.0782 TRUE 0.7662
0.99796172 0.0569 0.0892 0.0782 0.0782 TRUE 0.7662
0.99796172 0.0614 0.0742 0.069 0.069 TRUE 0.589
0.99796172 0.1744 0.063 0.102 0.102 TRUE 0.5408
0.99796172 0.1744 0.063 0.102 0.102 TRUE 0.5408
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
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Do not distribute

0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.2477 0.133 0.168 0.168 TRUE 3.2329
0.99796172 0.0739 0.0971 0.0892 0.0892 TRUE 0.3575
0.99796172 0.0745 0.0783 0.0766 0.0766 TRUE 0.3259
0.99796172 0.0745 0.0783 0.0766 0.0766 TRUE 0.3259
0.99796172 0.0769 0.078 0.0771 0.0771 TRUE 0.3403
0.99796172 0.0769 0.078 0.0771 0.0771 TRUE 0.3403
0.99796172 0.0274 0.1003 0.0747 0.0747 TRUE 0.4968
0.99796172 0.0537 0.0901 0.0775 0.0775 TRUE 0.8934
0.99796172 0.0537 0.0901 0.0775 0.0775 TRUE 0.8934
0.99796172 0.0537 0.0901 0.0775 0.0775 TRUE 0.8934
0.99796172 0.0537 0.0901 0.0775 0.0775 TRUE 0.8934
0.99796172 0.0537 0.0901 0.0775 0.0775 TRUE 0.8934
0.99796172 0.0537 0.0901 0.0775 0.0775 TRUE 0.8934
0.99796172 0.0537 0.0901 0.0775 0.0775 TRUE 0.8934
0.99796172 0.0537 0.0901 0.0775 0.0775 TRUE 0.8934
0.99796172 0.0537 0.0901 0.0775 0.0775 TRUE 0.8934
0.99796172 0.0537 0.0901 0.0775 0.0775 TRUE 0.8934
0.99796172 0.0537 0.0901 0.0775 0.0775 TRUE 0.8934
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
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Do not distribute

0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0331 0.1395 0.1026 0.1026 TRUE 0.2314
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0446 0.1555 0.118 0.118 TRUE 0.5217
0.99796172 0.0551 0.0689 0.0643 0.0643 TRUE 0.4143
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
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Do not distribute

0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.055 0.0689 0.0643 0.0643 TRUE 0.4065
0.99796172 0.156 0.103 0.12 0.12 TRUE 0.4998
0.99796172 0.156 0.103 0.12 0.12 TRUE 0.4998
0.99796172 0.156 0.103 0.12 0.12 TRUE 0.4998
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
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Do not distribute

0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.1515 0.1034 0.1189 0.1189 TRUE 0.4812
0.99796172 0.0634 0.0792 0.0739 0.0739 TRUE 0.5652
0.99796172 0.1333 0.0712 0.0919 0.0919 TRUE 1.2929
0.99796172 0.1333 0.0712 0.0919 0.0919 TRUE 1.2929
0.99796172 0.0601 0.0838 0.0754 0.0754 TRUE 1.2015
0.99796172 0.0601 0.0838 0.0754 0.0754 TRUE 1.2015
0.99796172 0.0601 0.0838 0.0754 0.0754 TRUE 1.2015
0.99796172 0.0601 0.0838 0.0754 0.0754 TRUE 1.2015
0.99796172 0.0601 0.0838 0.0754 0.0754 TRUE 1.2015
0.99796172 0.0601 0.0838 0.0754 0.0754 TRUE 1.2015
0.99796172 0.0601 0.0838 0.0754 0.0754 TRUE 1.2015
0.99796172 0.0601 0.0838 0.0754 0.0754 TRUE 1.2015
0.99796172 0.0601 0.0838 0.0754 0.0754 TRUE 1.2015
0.99796172 0.0601 0.0838 0.0754 0.0754 TRUE 1.2015
0.99796172 0.0601 0.0838 0.0754 0.0754 TRUE 1.2015
0.99796172 0.0601 0.0838 0.0754 0.0754 TRUE 1.2015
0.99796172 0.0601 0.0838 0.0754 0.0754 TRUE 1.2015
0.99796172 0.0601 0.0838 0.0754 0.0754 TRUE 1.2015
0.99796172 0.0604 0.0838 0.0754 0.0754 TRUE 1.206
0.99796172 0.0577 0.0836 0.0743 0.0743 TRUE 1.1646
0.99796172 0.0577 0.0836 0.0743 0.0743 TRUE 1.1646
0.99796172 0.17 0.1319 0.1443 0.1443 TRUE 0.8127
0.99796172 0.17 0.1319 0.1443 0.1443 TRUE 0.8127
0.99796172 0.17 0.1319 0.1443 0.1443 TRUE 0.8127
0.99796172 0.172 0.063 0.0933 0.0933 TRUE 3.6096
0.99796172 0.0992 0.1507 0.1347 0.1347 TRUE 1.7485

NA 10 0.084 1.2226 10 TRUE 36.0827
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Do not distribute

NA 6.2015 0.0919 1.0138 6.2015 TRUE 35.2254
NA 6.2015 0.0919 1.0138 6.2015 TRUE 35.2254
NA 6.2015 0.0919 1.0138 6.2015 TRUE 35.2254
NA 6.2015 0.0919 1.0138 6.2015 TRUE 35.2254
NA 6.2015 0.0919 1.0138 6.2015 TRUE 35.2254
NA 6.2015 0.0919 1.0138 6.2015 TRUE 35.2254
NA 6.2015 0.0919 1.0138 6.2015 TRUE 35.2254
NA 6.2015 0.0919 1.0138 6.2015 TRUE 35.2254
NA 6.2015 0.0919 1.0138 6.2015 TRUE 35.2254
NA 10 0.1598 1.2513 10 TRUE 31.4086
NA 10 0.1598 1.2513 10 TRUE 31.4086
NA 10 0.1628 1.2539 10 TRUE 31.2615
NA 10 0.1628 1.2539 10 TRUE 31.2615
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Do not distribute

mean 5% 1%
82.3333333 1 0

53 1 1
53 1 0
53 1 0
53 1 0
53 1 1
53 1 1
53 1 1
53 1 1
53 1 1

53.8333333 1 1
53.8333333 1 1
53.8333333 1 1
164.166667 1 1

155.5 1 1
155.5 1 1
155.5 1 1
155.5 1 1
155.5 1 1
155.5 1 1
155.5 1 1
155.5 1 1
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
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Do not distribute

155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0
155.5 1 0

159 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
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Do not distribute

158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0
158 1 0

413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 0
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
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Do not distribute

413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1
413.5 1 1

373.666667 1 1
373.666667 1 1
373.666667 1 1

373.5 1 1
373.5 1 1
373.5 1 1

69 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 1
66.3333333 1 0
66.3333333 1 0
66.3333333 1 0
66.3333333 1 0
66.3333333 1 0
209.333333 1 0
3044.16667 1 0
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Do not distribute

3044.16667 1 0
3044.16667 1 0
3044.16667 1 0
3044.16667 1 0

3025.5 1 0
3025.5 1 0
3025.5 1 0
3025.5 1 0
3025.5 1 0
3025.5 1 0
3025.5 1 0
3025.5 1 0
3025.5 1 0
3025.5 1 0

526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0
526 1 0

125.666667 1 0
125.333333 1 0
125.333333 1 0
125.333333 1 0
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Do not distribute

125.333333 1 0
125.333333 1 0
125.333333 1 0
125.333333 1 0

92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0
92.5 1 0

92.8333333 1 0
92.8333333 1 0

103.5 1 0
103.5 1 0
103.5 1 0
103.5 1 0
103.5 1 0
103.5 1 0
103.5 1 0
103.5 1 0
103.5 1 0
103.5 1 0
103.5 1 0
103.5 1 0
103.5 0 0
103.5 0 0
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Do not distribute

103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0
103.5 0 0

267.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0

Page 404 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0
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Do not distribute

261.166667 0 0
261.166667 0 0
261.166667 0 0
261.166667 0 0

56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0
56.5 0 0

884.166667 0 0
884.166667 0 0
884.166667 0 0
884.166667 0 0
884.166667 0 0
884.166667 0 0
139.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
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Do not distribute

138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
138.166667 0 0
81.3333333 0 0
81.3333333 0 0
81.3333333 0 0
81.3333333 0 0
81.3333333 0 0
81.3333333 0 0
81.3333333 0 0
81.3333333 0 0
81.3333333 0 0
81.3333333 0 0
81.3333333 0 0
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Do not distribute

81.3333333 0 0
81.3333333 0 0
81.3333333 0 0
81.3333333 0 0
81.3333333 0 0
81.3333333 0 0
81.3333333 0 0
71.1666667 0 0
71.1666667 0 0
71.1666667 0 0
71.1666667 0 0
52.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
51.3333333 0 0
93.6666667 0 0
93.6666667 0 0
93.6666667 0 0
93.6666667 0 0
93.6666667 0 0
93.6666667 0 0
93.6666667 0 0
93.6666667 0 0
93.6666667 0 0
93.6666667 0 0
93.6666667 0 0
93.6666667 0 0
93.6666667 0 0
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Do not distribute

93.6666667 0 0
93.6666667 0 0
51.6666667 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
536.666667 0 0

82 0 0
82 0 0
82 0 0
82 0 0
82 0 0
82 0 0
82 0 0
82 0 0
82 0 0
82 0 0
82 0 0
82 0 0
82 0 0
82 0 0

536.333333 0 0
536.333333 0 0
536.333333 0 0
536.333333 0 0
536.333333 0 0
536.333333 0 0
536.333333 0 0
536.333333 0 0
536.333333 0 0
536.333333 0 0
536.333333 0 0
536.333333 0 0
536.333333 0 0
536.333333 0 0
536.333333 0 0
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Do not distribute

536.333333 0 0
536.333333 0 0
536.333333 0 0
536.333333 0 0
536.333333 0 0

53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0

542.666667 0 0
50 0 0
50 0 0
50 0 0
50 0 0
50 0 0
50 0 0
50 0 0
50 0 0
50 0 0
50 0 0

141.666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
138.666667 0 0
138.666667 0 0
232.166667 0 0
232.166667 0 0
232.166667 0 0
232.166667 0 0
602.666667 0 0
602.666667 0 0
602.666667 0 0
593.333333 0 0
593.333333 0 0
593.333333 0 0
593.333333 0 0
593.333333 0 0
593.333333 0 0
593.333333 0 0
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Do not distribute

593.333333 0 0
593.333333 0 0
593.333333 0 0
593.333333 0 0
593.333333 0 0
593.333333 0 0

5998 0 0
5998 0 0
5998 0 0
95.5 0 0
95.5 0 0
95.5 0 0
95.5 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
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Do not distribute

409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0
409 0 0

410.166667 0 0
410.166667 0 0

110 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
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Do not distribute

152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0
152.666667 0 0

6885.5 0 0
6885.5 0 0
6885.5 0 0
6885.5 0 0
6885.5 0 0
6885.5 0 0
6885.5 0 0

111.666667 0 0
111.666667 0 0

7023.5 0 0
7023.5 0 0
7023.5 0 0
7023.5 0 0
7023.5 0 0
7023.5 0 0
7023.5 0 0
7023.5 0 0
7023.5 0 0

241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
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Do not distribute

241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
111.333333 0 0
111.333333 0 0
1056.33333 0 0
1056.33333 0 0
3193.16667 0 0

3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
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Do not distribute

3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
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32
33
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35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
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Do not distribute

3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
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Do not distribute

3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0
3192.5 0 0

3295.16667 0 0
3295.16667 0 0
3295.16667 0 0
3295.16667 0 0
3295.16667 0 0
3295.16667 0 0
3295.16667 0 0
3295.16667 0 0
3210.66667 0 0
3210.66667 0 0
3210.66667 0 0
3210.66667 0 0
3210.66667 0 0
3210.66667 0 0
3210.66667 0 0
3210.66667 0 0
3210.66667 0 0
3210.66667 0 0
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Do not distribute

3205 0 0
3205 0 0

70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0

1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
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Do not distribute

1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
1035.5 0 0
6454.5 0 0
6454.5 0 0
6454.5 0 0
6454.5 0 0
6454.5 0 0
6454.5 0 0
6454.5 0 0
6454.5 0 0
6454.5 0 0
6454.5 0 0
6454.5 0 0

174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
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Do not distribute

174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0
174.833333 0 0

71.5 0 0
203 0 0
198 0 0
198 0 0
198 0 0
198 0 0
198 0 0
198 0 0
198 0 0

68 0 0
68 0 0
68 0 0
68 0 0
68 0 0
68 0 0
68 0 0
68 0 0
68 0 0
68 0 0
68 0 0
68 0 0
68 0 0
68 0 0
68 0 0
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Do not distribute

68 0 0
68 0 0

2574.66667 0 0
331.5 0 0
331.5 0 0
331.5 0 0
331.5 0 0
331.5 0 0
331.5 0 0
331.5 0 0
331.5 0 0
331.5 0 0
331.5 0 0
331.5 0 0
331.5 0 0
331.5 0 0
331.5 0 0

225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
225.666667 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
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Do not distribute

210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
210.833333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0
241.333333 0 0

53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
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Do not distribute

53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0
53.5 0 0

1762.16667 0 0
120 0 0
120 0 0

113.166667 0 0
113.166667 0 0
113.166667 0 0
113.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0

Page 424 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
126.166667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
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Do not distribute

23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23854.6667 0 0
23913.1667 0 0
91.1666667 0 0
91.1666667 0 0

91.5 0 0
91.5 0 0
91.5 0 0
91.5 0 0
91.5 0 0
91.5 0 0

346.833333 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
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Do not distribute

129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
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Do not distribute

105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
105.5 0 0
1052 0 0

2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
2874.16667 0 0
111.666667 0 0
2903.33333 0 0
2903.33333 0 0
2903.33333 0 0
2903.33333 0 0

99 0 0
99 0 0
99 0 0
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Do not distribute

99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0
99 0 0

2880.33333 0 0
2880.33333 0 0
685.833333 0 0
685.833333 0 0
685.833333 0 0
685.833333 0 0
188.166667 0 0
188.166667 0 0
192.333333 0 0

99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
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Do not distribute

99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
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Do not distribute

99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0
99.5 0 0

3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
3916.66667 0 0
181.833333 0 0

183 0 0
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Do not distribute

183 0 0
183 0 0
183 0 0
183 0 0
183 0 0
183 0 0
183 0 0
183 0 0
183 0 0
183 0 0
183 0 0
183 0 0
183 0 0
183 0 0
183 0 0
183 0 0
183 0 0
183 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
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Do not distribute

778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0
778 0 0

460.666667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
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Do not distribute

4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
4496.66667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
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Do not distribute

63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
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Do not distribute

63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0
63.6666667 0 0

9590.5 0 0
9590.5 0 0

9598.83333 0 0
9598.83333 0 0
395.666667 0 0
395.666667 0 0
395.666667 0 0
395.666667 0 0
395.666667 0 0
395.666667 0 0
395.666667 0 0
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Do not distribute

572.666667 0 0
574.333333 0 0
574.333333 0 0
574.333333 0 0
574.333333 0 0
574.333333 0 0

576.5 0 0
576.5 0 0
576.5 0 0
576.5 0 0
576.5 0 0
576.5 0 0
576.5 0 0
576.5 0 0

911.166667 0 0
926.333333 0 0
926.333333 0 0
926.333333 0 0
926.333333 0 0
926.333333 0 0
926.333333 0 0
926.333333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9744.83333 0 0
9477.16667 0 0
9477.16667 0 0
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Do not distribute

9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
9477.16667 0 0
78.6666667 0 0
78.6666667 0 0
78.6666667 0 0
78.6666667 0 0
78.6666667 0 0
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Do not distribute

9479.66667 0 0
9479.66667 0 0
244.833333 0 0

294 0 0
328.833333 0 0

244 0 0
244 0 0

129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
129.5 0 0
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Do not distribute

129.5 0 0
129.5 0 0
129.5 0 0

136.666667 0 0
136.666667 0 0
136.666667 0 0
136.666667 0 0
136.666667 0 0
136.666667 0 0
156.666667 0 0

156.5 0 0
502.166667 0 0
502.166667 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
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Do not distribute

289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0
289.833333 0 0

6755.5 0 0
6755.5 0 0
6755.5 0 0
6755.5 0 0
6755.5 0 0
6755.5 0 0
6755.5 0 0
6755.5 0 0
6755.5 0 0

6824.33333 0 0
6824.33333 0 0

6865 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
173.166667 0 0
156.333333 0 0
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Do not distribute

156.333333 0 0
156.333333 0 0
156.333333 0 0
156.333333 0 0
156.333333 0 0
156.333333 0 0
156.333333 0 0
156.333333 0 0
156.333333 0 0
156.333333 0 0
156.333333 0 0
156.333333 0 0
156.333333 0 0
156.333333 0 0
156.333333 0 0

316 0 0
168.833333 0 0
168.833333 0 0
168.833333 0 0
168.833333 0 0
168.833333 0 0
168.833333 0 0
168.833333 0 0
168.833333 0 0
168.833333 0 0
168.833333 0 0
168.833333 0 0
168.833333 0 0
168.833333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
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Do not distribute

58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
58.8333333 0 0
70.8333333 0 0
1391.33333 0 0

1386 0 0
1386 0 0
1386 0 0

5189.66667 0 0
5189.66667 0 0
5189.66667 0 0
5189.66667 0 0
5189.66667 0 0
5189.66667 0 0
5189.66667 0 0
5189.66667 0 0
5189.66667 0 0
5189.66667 0 0
5189.66667 0 0
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Do not distribute

5189.66667 0 0
5189.66667 0 0
5189.66667 0 0
5189.66667 0 0
5189.66667 0 0

668 0 0
13807.5 0 0
13807.5 0 0
13807.5 0 0
13807.5 0 0
13807.5 0 0
13807.5 0 0
13807.5 0 0
13807.5 0 0
13807.5 0 0

12743 0 0
12743 0 0
12743 0 0

12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0

Page 444 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0
12732.8333 0 0

195 0 0
195 0 0
195 0 0
195 0 0
195 0 0
195 0 0
195 0 0
195 0 0
195 0 0

12768.1667 0 0
12190 0 0
12190 0 0

12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
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Do not distribute

12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
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Do not distribute

12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
12183.6667 0 0
138.666667 0 0
258.833333 0 0
105.666667 0 0
105.666667 0 0
105.666667 0 0
105.666667 0 0
105.666667 0 0
105.666667 0 0
105.666667 0 0
105.666667 0 0
105.666667 0 0
105.666667 0 0
105.666667 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0

Page 447 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
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Do not distribute

102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
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Do not distribute

102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
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Do not distribute

102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102366.833 0 0
102400.833 0 0
102400.833 0 0
102400.833 0 0
102400.833 0 0
102400.833 0 0
103055.833 0 0
103055.833 0 0
103055.833 0 0
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Do not distribute

106089.167 0 0
66.5 0 0
66.5 0 0
66.5 0 0

65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
906.666667 0 0
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Do not distribute

906.666667 0 0
906.666667 0 0
906.666667 0 0

432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
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Do not distribute

432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0
432.5 0 0

702 0 0
702 0 0

1244.5 0 0
318.5 0 0
318.5 0 0

432.666667 0 0
432.666667 0 0
308.666667 0 0
308.666667 0 0
308.666667 0 0
308.666667 0 0

66.5 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
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Do not distribute

10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
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Do not distribute

10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
10796.8333 0 0
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Do not distribute

10796.8333 0 0
10796.8333 0 0
10796.8333 0 0

1180 0 0
301417.167 0 0
301417.167 0 0
301417.167 0 0
301417.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
106707.167 0 0
282.666667 0 0

283 0 0
193 0 0
193 0 0
193 0 0
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Do not distribute

193 0 0
193 0 0

282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
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Do not distribute

282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0
282.333333 0 0

114984.5 0 0
114984.5 0 0
114984.5 0 0
114984.5 0 0
114984.5 0 0
114984.5 0 0
114984.5 0 0
114984.5 0 0
114984.5 0 0
114984.5 0 0
114984.5 0 0
114984.5 0 0

110.166667 0 0
110.166667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
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Do not distribute

6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
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Do not distribute

6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0
6792.66667 0 0

2375.5 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
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Do not distribute

4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
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Do not distribute

4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4552.83333 0 0
4561.83333 0 0
2365.33333 0 0
2365.33333 0 0
2365.33333 0 0
2365.33333 0 0
2365.33333 0 0
2365.33333 0 0
2365.33333 0 0
337.666667 0 0
337.666667 0 0
337.666667 0 0
337.666667 0 0
337.666667 0 0
337.666667 0 0
1412.83333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
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Do not distribute

10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0
10238.3333 0 0

217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0
217 0 0

45093.3333 0 0
1740.33333 0 0
1740.33333 0 0
1740.33333 0 0
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Do not distribute

3246.16667 0 0
130 0 0

1186.83333 0 0
1186.83333 0 0
1186.83333 0 0
1186.83333 0 0
305.333333 0 0
305.333333 0 0
305.333333 0 0
305.333333 0 0
305.333333 0 0
305.333333 0 0
305.333333 0 0
104.833333 0 0
104.833333 0 0
104.833333 0 0
104.833333 0 0
104.833333 0 0

307 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
304.666667 0 0
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Do not distribute

304.666667 0 0
304.666667 0 0
304.666667 0 0
52938.6667 0 0
52938.6667 0 0
340.166667 0 0
340.166667 0 0
340.166667 0 0
340.166667 0 0
340.166667 0 0
340.166667 0 0
340.166667 0 0
340.166667 0 0

74 0 0
74 0 0
74 0 0
74 0 0
74 0 0
74 0 0
74 0 0
74 0 0
74 0 0
74 0 0
74 0 0
74 0 0
74 0 0
74 0 0
74 0 0

85.3333333 0 0
85.3333333 0 0
85.3333333 0 0
85.3333333 0 0
85.3333333 0 0
85.3333333 0 0
85.3333333 0 0
85.3333333 0 0

84.5 0 0
84.5 0 0
84.5 0 0
84.5 0 0
84.5 0 0
84.5 0 0
84.5 0 0
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Do not distribute

84.5 0 0
84.5 0 0
84.5 0 0
84.5 0 0
84.5 0 0
84.5 0 0
84.5 0 0
84.5 0 0
84.5 0 0
157 0 0
157 0 0

7435.16667 0 0
7435.16667 0 0
7435.16667 0 0
7435.16667 0 0

72 0 0
10412.1667 0 0
10412.1667 0 0
10412.1667 0 0
10412.1667 0 0
10412.1667 0 0
10412.1667 0 0
10412.1667 0 0
10412.1667 0 0
10412.1667 0 0
10412.1667 0 0
10412.1667 0 0
10435.1667 0 0

6211 0 0
6211 0 0
6211 0 0
6211 0 0
6211 0 0
6211 0 0
6211 0 0
6211 0 0
6211 0 0
6211 0 0
6211 0 0
6211 0 0
6211 0 0
6211 0 0
6211 0 0

Page 467 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

6211 0 0
6211 0 0
6211 0 0

344.5 0 0
344.5 0 0
344.5 0 0
344.5 0 0
344.5 0 0

287.333333 0 0
287.333333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
343.833333 0 0
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Do not distribute

343.833333 0 0
356.333333 0 0
356.333333 0 0
356.333333 0 0
255.833333 0 0

6520.5 0 0
6520.5 0 0
6520.5 0 0
6520.5 0 0
6520.5 0 0
6153.5 0 0

328.666667 0 0
328.666667 0 0
328.666667 0 0
328.666667 0 0
328.666667 0 0
328.666667 0 0
328.666667 0 0
328.666667 0 0
328.666667 0 0
328.666667 0 0
8881.83333 0 0
8881.83333 0 0

328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
328 0 0
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Do not distribute

328 0 0
328 0 0
328 0 0

56 0 0
157.166667 0 0
53.6666667 0 0
241.166667 0 0
241.166667 0 0
241.166667 0 0
241.166667 0 0
241.166667 0 0
241.166667 0 0
241.166667 0 0
241.166667 0 0
159.833333 0 0

5657 0 0
226.166667 0 0
226.166667 0 0

585 0 0
585 0 0
585 0 0
585 0 0
585 0 0
585 0 0
585 0 0
585 0 0
585 0 0
585 0 0

495.5 0 0
159 0 0
159 0 0

656.5 0 0
656.5 0 0

221 0 0
2826.33333 0 0
2826.33333 0 0
2826.33333 0 0
2826.33333 0 0
2826.33333 0 0
2826.33333 0 0
2826.33333 0 0
2826.33333 0 0
2826.33333 0 0
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Do not distribute

203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
203.333333 0 0
161.166667 0 0
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Do not distribute

3301.33333 0 0
3301.33333 0 0
3305.33333 0 0
3305.33333 0 0

200 0 0
4377 0 0
4377 0 0

70.1666667 0 0
69.6666667 0 0
69.6666667 0 0
69.6666667 0 0
69.6666667 0 0
69.6666667 0 0
81.8333333 0 0
143646.333 0 0
143646.333 0 0
143646.333 0 0
114.833333 0 0
114.833333 0 0
114.833333 0 0
114.833333 0 0
114.833333 0 0
114.833333 0 0
114.833333 0 0
114.833333 0 0
114.833333 0 0
8847.83333 0 0
8847.83333 0 0
232.833333 0 0
232.833333 0 0
240.166667 0 0
240.166667 0 0
240.166667 0 0
240.166667 0 0
240.166667 0 0
240.166667 0 0
240.166667 0 0
170.166667 0 0
170.166667 0 0
79.6666667 0 0
79.6666667 0 0
223.833333 0 0
223.833333 0 0
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Do not distribute

223.833333 0 0
223.833333 0 0
223.833333 0 0
223.833333 0 0
223.833333 0 0
223.833333 0 0

113 0 0
113 0 0
113 0 0

1627.16667 0 0
1627.16667 0 0
1627.16667 0 0
1627.16667 0 0
1627.16667 0 0
1627.16667 0 0
1627.16667 0 0
1627.16667 0 0
1627.16667 0 0
1627.16667 0 0
1627.16667 0 0
1627.16667 0 0
54.3333333 0 0
54.3333333 0 0
54.3333333 0 0
54.3333333 0 0
54.3333333 0 0
54.3333333 0 0
54.3333333 0 0
54.3333333 0 0
54.3333333 0 0
54.3333333 0 0
54.3333333 0 0
54.3333333 0 0
91.1666667 0 0
91.1666667 0 0
91.1666667 0 0
91.1666667 0 0
91.1666667 0 0
91.1666667 0 0
91.1666667 0 0
91.1666667 0 0
91.1666667 0 0
91.1666667 0 0
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Do not distribute

91.1666667 0 0
91.1666667 0 0
91.1666667 0 0
91.1666667 0 0
91.1666667 0 0
91.1666667 0 0
91.1666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
73.1666667 0 0
122.666667 0 0
122.666667 0 0
122.666667 0 0
122.666667 0 0
122.666667 0 0
122.666667 0 0
258.833333 0 0
3784.66667 0 0
3784.66667 0 0
3784.66667 0 0
3784.66667 0 0
3784.66667 0 0
3784.66667 0 0
3784.66667 0 0
3784.66667 0 0
3784.66667 0 0
248.333333 0 0
248.333333 0 0
71.1666667 0 0
64.6666667 0 0
64.6666667 0 0
79.1666667 0 0
79.1666667 0 0
79.1666667 0 0
9424.33333 0 0

68.5 0 0
68.5 0 0
68.5 0 0
68.5 0 0
68.5 0 0
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Do not distribute

68.5 0 0
68.5 0 0
68.5 0 0
68.5 0 0
68.5 0 0
68.5 0 0
68.5 0 0
68.5 0 0
68.5 0 0
68.5 0 0
68.5 0 0
68.5 0 0
68.5 0 0
68.5 0 0

8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
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Do not distribute

8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
8035.83333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
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Do not distribute

7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0
7625.33333 0 0

12894 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
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Do not distribute

12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
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Do not distribute

12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12845.6667 0 0
12944.6667 0 0

347 0 0
347 0 0
347 0 0

65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
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Do not distribute

65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
65.1666667 0 0
56.3333333 0 0
636.833333 0 0
150.166667 0 0
51.8333333 0 0
3136.16667 0 0
3136.16667 0 0

54 0 0
54 0 0

2868.66667 0 0
196.333333 0 0
196.333333 0 0
196.333333 0 0
196.333333 0 0
458.666667 0 0

28235.5 0 0
28235.5 0 0

74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
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Do not distribute

74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0

153.5 0 0
335.333333 0 0
335.333333 0 0

342 0 0
342 0 0

138.833333 0 0
189.166667 0 0
189.166667 0 0
189.166667 0 0
189.166667 0 0
189.166667 0 0
189.166667 0 0
189.166667 0 0
189.166667 0 0
189.166667 0 0
189.166667 0 0
189.166667 0 0
67.3333333 0 0
67.3333333 0 0
67.3333333 0 0
67.3333333 0 0
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Do not distribute

67.3333333 0 0
67.3333333 0 0
67.3333333 0 0
67.3333333 0 0
67.3333333 0 0
67.3333333 0 0
67.3333333 0 0
67.3333333 0 0
67.3333333 0 0
67.3333333 0 0
67.3333333 0 0
67.3333333 0 0
67.3333333 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
55.6666667 0 0
860.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
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Do not distribute

859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
859.666667 0 0
130.333333 0 0
130.333333 0 0
130.333333 0 0
129.166667 0 0
129.166667 0 0
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Do not distribute

129.166667 0 0
129.166667 0 0
129.166667 0 0
129.166667 0 0
129.166667 0 0
129.166667 0 0
129.166667 0 0
129.166667 0 0
129.166667 0 0
129.166667 0 0
129.166667 0 0
129.166667 0 0
129.166667 0 0
129.166667 0 0
129.166667 0 0
129.166667 0 0
129.166667 0 0
314.333333 0 0

617 0 0
617 0 0

243.5 0 0
243.5 0 0
243.5 0 0
243.5 0 0
243.5 0 0
243.5 0 0
243.5 0 0
243.5 0 0
243.5 0 0
243.5 0 0
243.5 0 0
243.5 0 0
243.5 0 0
243.5 0 0

243.666667 0 0
245.666667 0 0
245.666667 0 0
74.1666667 0 0
74.1666667 0 0
74.1666667 0 0
37424.6667 0 0
59.3333333 0 0
282.166667 0 0
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Do not distribute

205.666667 0 0
205.666667 0 0
205.666667 0 0
205.666667 0 0
205.666667 0 0
205.666667 0 0
205.666667 0 0
205.666667 0 0
205.666667 0 0
61.6666667 0 0
61.6666667 0 0
59.8333333 0 0
59.8333333 0 0
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Do not distribute

miRNA_Acc. Target_Acc. Expectation UPE$ miRNA_start miRNA_end
ugagguaguagauuguauaguuPhvul.002G267400.1 2 -1 1 22
ugagguaguagauuguauaguuPhvul.002G267400.1 2 -1 1 22
ugagguaguagguuguaugguuPhvul.002G071800.1 2.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G071800.1 2.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G071800.1 2.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G071800.1 2.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.006G201700.1 2.5 -1 1 24
ugagguaguagauuguauaguuPhvul.009G057800.1 2.5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G057800.1 2.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.009G086800.1 2.5 -1 1 24
ugagguaguagguuguaugguuPhvul.010G116400.1 2.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G116400.1 2.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G116400.1 2.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G116400.1 2.5 -1 1 22
ugagguaguagguuguaugguuPhvul.L009543.1 2.5 -1 1 22
ugagguaguagguuguaugguuPhvul.L009543.1 2.5 -1 1 22
ugagguaguagguuguaugguuPhvul.L009543.1 2.5 -1 1 22
ugagguaguagguuguaugguuPhvul.L009543.1 2.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G077200.2 3 -1 1 22
ugagguaguagguuguaugguuPhvul.001G077200.2 3 -1 1 22
ugagguaguagguuguaugguuPhvul.001G077200.2 3 -1 1 22
ugagguaguagguuguaugguuPhvul.001G077200.2 3 -1 1 22
ugagguaguagauuguauaguuPhvul.001G215300.1 3 -1 1 22
ugagguaguagauuguauaguuPhvul.001G215300.2 3 -1 1 22
ugagguaguagauuguauaguuPhvul.001G215300.1 3 -1 1 22
ugagguaguagauuguauaguuPhvul.001G215300.2 3 -1 1 22
ugagguaguagguuguaugguuPhvul.002G267400.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.002G267400.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.002G267400.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.002G267400.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.002G281100.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.002G281100.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.002G281100.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.002G281100.1 3 -1 1 22
agagguaguagguugcauaguuuuPhvul.004G044900.1 3 -1 1 24
agagguaguagguugcauaguuuuPhvul.006G158900.1 3 -1 1 24
ugagguaguagguuguaugguuPhvul.008G071966.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G071966.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G071966.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G071966.1 3 -1 1 22
agagguaguagguugcauaguuuuPhvul.008G110200.1 3 -1 1 24
agagguaguagguugcauaguuuuPhvul.008G110500.1 3 -1 1 24
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Do not distribute

ugagguaguagguuguaugguuPhvul.008G163350.4 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.3 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.2 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.4 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.3 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.2 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.4 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.3 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.2 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.4 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.3 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.2 3 -1 1 22
ugagguaguagguuguaugguuPhvul.008G163350.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.009G057800.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.009G057800.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.009G057800.1 3 -1 1 22
ugagguaguagguuguaugguuPhvul.009G057800.1 3 -1 1 22
ugagguaguagauuguauaguuPhvul.010G058700.1 3 -1 1 22
ugagguaguagauuguauaguuPhvul.010G058700.1 3 -1 1 22
ugagguaguagauuguauaguuPhvul.001G022400.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G022400.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G077200.2 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G077200.2 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G077700.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G077700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G086466.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G086466.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G086466.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G086466.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G089600.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G089600.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G089600.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G089600.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G091100.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G091100.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G091100.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G091100.1 3.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.001G121000.1 3.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.001G121000.2 3.5 -1 1 24
ugagguaguagguuguaugguuPhvul.001G131150.1 3.5 -1 1 22
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Do not distribute

ugagguaguagguuguaugguuPhvul.001G131150.2 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G131150.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G131150.2 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G131150.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G131150.2 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G131150.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G131150.2 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G141000.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G141000.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G141000.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G141000.1 3.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.001G179700.1 3.5 -1 1 24
ugagguaguagguuguaugguuPhvul.001G179700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G179700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G179700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G179700.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.2 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.8 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.7 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.6 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.5 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.3 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.4 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.2 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.8 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.7 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.6 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.5 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.3 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.4 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G042000.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G068200.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G068200.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G071800.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G071800.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G076600.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G076600.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G076600.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G076600.1 3.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.002G185150.2 3.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.002G185150.1 3.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.002G185150.3 3.5 -1 1 24
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Do not distribute

agagguaguagguugcauaguuuuPhvul.002G304500.1 3.5 -1 1 24
ugagguaguagauuguauaguuPhvul.003G103100.2 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.003G103100.2 3.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.004G044800.1 3.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.004G106000.1 3.5 -1 1 24
ugagguaguagauuguauaguuPhvul.004G133400.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.004G133400.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G176700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G176700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G176700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G176700.1 3.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.005G087300.1 3.5 -1 1 24
ugagguaguagauuguauaguuPhvul.005G116100.2 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G116100.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G116100.2 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G116100.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G180200.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G180200.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G019800.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G019800.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G019800.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G019800.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G067700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G067700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G067700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G067700.1 3.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.006G106900.2 3.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.006G106900.1 3.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.006G137200.3 3.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.006G137200.2 3.5 -1 1 24
ugagguaguagauuguauaguuPhvul.007G113800.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G113800.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G211400.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G211400.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G219400.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G219400.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G071966.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G071966.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G107300.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G107300.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G115900.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G115900.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G257700.2 3.5 -1 1 22
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Do not distribute

ugagguaguagauuguauaguuPhvul.008G257700.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G257700.2 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G257700.1 3.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.008G282700.1 3.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.008G289600.1 3.5 -1 1 24
ugagguaguagguuguaugguuPhvul.009G127300.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G127300.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G127300.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G127300.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G160700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G160700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G160700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G160700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G064700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G064700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G064700.1 3.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G064700.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.011G047100.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.011G047100.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.011G050300.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.011G050300.2 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.011G050300.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.011G050300.2 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.L007343.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.L007343.1 3.5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G022700.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.001G022700.1 4 -1 1 22
agagguaguagguugcauaguuuuPhvul.001G036800.1 4 -1 1 24
ugagguaguagauuguauaguuPhvul.001G100700.2 4 -1 1 22
ugagguaguagauuguauaguuPhvul.001G100700.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.001G153600.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.001G153600.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.001G153600.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.001G153600.2 4 -1 1 22
agagguaguagguugcauaguuuuPhvul.001G247000.1 4 -1 1 24
agagguaguagguugcauaguuuuPhvul.002G004100.1 4 -1 1 24
ugagguaguagauuguauaguuPhvul.002G013866.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.002G013866.1 4 -1 1 22
agagguaguagguugcauaguuuuPhvul.002G212900.1 4 -1 1 24
ugagguaguagauuguauaguuPhvul.002G253200.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.002G253200.1 4 -1 1 22
agagguaguagguugcauaguuuuPhvul.003G029000.2 4 -1 1 24
agagguaguagguugcauaguuuuPhvul.003G029000.1 4 -1 1 24
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Do not distribute

ugagguaguagguuguaugguuPhvul.003G087600.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.003G087600.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.003G087600.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.003G087600.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.003G087600.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.003G087600.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.003G087600.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.003G087600.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.003G104200.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.003G104200.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.003G141700.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.003G141700.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.003G231500.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.003G231500.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.003G231500.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.003G231500.1 4 -1 1 22
agagguaguagguugcauaguuuuPhvul.003G294601.1 4 -1 1 24
agagguaguagguugcauaguuuuPhvul.003G294800.4 4 -1 1 24
agagguaguagguugcauaguuuuPhvul.003G294800.3 4 -1 1 24
ugagguaguagguuguaugguuPhvul.004G015500.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.004G015500.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.004G015500.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.004G015500.1 4 -1 1 22
agagguaguagguugcauaguuuuPhvul.004G032100.1 4 -1 1 24
ugagguaguagauuguauaguuPhvul.004G044900.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.004G044900.1 4 -1 1 22
agagguaguagguugcauaguuuuPhvul.004G163200.1 4 -1 1 24
agagguaguagguugcauaguuuuPhvul.005G010700.2 4 -1 1 24
ugagguaguagguuguaugguuPhvul.005G015800.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.005G015800.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.005G015800.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.005G015800.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.005G015800.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.005G015800.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.005G015800.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.005G015800.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.005G081600.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.005G081600.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.005G097200.3 4 -1 1 22
ugagguaguagauuguauaguuPhvul.005G097200.6 4 -1 1 22
ugagguaguagauuguauaguuPhvul.005G097200.5 4 -1 1 22
ugagguaguagauuguauaguuPhvul.005G097200.3 4 -1 1 22
ugagguaguagauuguauaguuPhvul.005G097200.6 4 -1 1 22
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Do not distribute

ugagguaguagauuguauaguuPhvul.005G097200.5 4 -1 1 22
ugagguaguagauuguauaguuPhvul.006G062000.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.006G062000.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.006G130611.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.006G130611.1 4 -1 1 22
agagguaguagguugcauaguuuuPhvul.006G192200.2 4 -1 1 24
agagguaguagguugcauaguuuuPhvul.006G192200.1 4 -1 1 24
agagguaguagguugcauaguuuuPhvul.006G192200.4 4 -1 1 24
agagguaguagguugcauaguuuuPhvul.006G192200.3 4 -1 1 24
agagguaguagguugcauaguuuuPhvul.007G058400.1 4 -1 1 24
agagguaguagguugcauaguuuuPhvul.007G058400.2 4 -1 1 24
ugagguaguagauuguauaguuPhvul.007G064700.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.007G064700.1 4 -1 1 22
agagguaguagguugcauaguuuuPhvul.007G182300.2 4 -1 1 24
ugagguaguagauuguauaguuPhvul.007G198500.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.007G198500.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.007G233800.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.007G233800.2 4 -1 1 22
ugagguaguagauuguauaguuPhvul.007G233800.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.007G233800.2 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G008300.6 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G008300.3 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G008300.5 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G008300.4 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G008300.2 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G008300.6 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G008300.3 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G008300.5 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G008300.4 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G008300.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.008G009200.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.008G009200.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.008G009200.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.008G009200.2 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G038300.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G038300.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G093200.3 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G093200.2 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G093200.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G093200.3 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G093200.2 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G093200.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G108800.2 4 -1 1 22
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Do not distribute

ugagguaguagauuguauaguuPhvul.008G108800.2 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G108800.2 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G108800.2 4 -1 1 22
agagguaguagguugcauaguuuuPhvul.008G110000.1 4 -1 1 24
ugagguaguagauuguauaguuPhvul.008G110200.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G110200.1 4 -1 1 22
agagguaguagguugcauaguuuuPhvul.008G110400.1 4 -1 1 24
ugagguaguagauuguauaguuPhvul.008G110500.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.008G110500.1 4 -1 1 22
agagguaguagguugcauaguuuuPhvul.008G199500.1 4 -1 1 24
ugagguaguagguuguaugguuPhvul.008G290300.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.008G290300.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.008G290300.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.008G290300.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.009G026200.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.009G026200.1 4 -1 1 22
agagguaguagguugcauaguuuuPhvul.009G040800.3 4 -1 1 24
agagguaguagguugcauaguuuuPhvul.009G040800.1 4 -1 1 24
agagguaguagguugcauaguuuuPhvul.009G040800.2 4 -1 1 24
ugagguaguagguuguaugguuPhvul.009G121300.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.009G121300.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.009G121300.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.009G121300.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.009G121300.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.009G121300.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.009G121300.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.009G121300.2 4 -1 1 22
ugagguaguagauuguauaguuPhvul.009G246900.4 4 -1 1 22
ugagguaguagauuguauaguuPhvul.009G246900.3 4 -1 1 22
ugagguaguagauuguauaguuPhvul.009G246900.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.009G246900.2 4 -1 1 22
ugagguaguagauuguauaguuPhvul.009G246900.4 4 -1 1 22
ugagguaguagauuguauaguuPhvul.009G246900.3 4 -1 1 22
ugagguaguagauuguauaguuPhvul.009G246900.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.009G246900.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.4 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.3 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.4 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.3 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.2 4 -1 1 22
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Do not distribute

ugagguaguagguuguaugguuPhvul.010G048400.4 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.3 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.4 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.3 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G048400.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G116400.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G116400.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G116400.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.010G116400.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.011G013800.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.011G013800.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.011G013800.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.011G013800.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.011G123701.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.011G123701.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.011G123701.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.011G123701.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.011G160800.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.011G160800.3 4 -1 1 22
ugagguaguagauuguauaguuPhvul.011G160800.2 4 -1 1 22
ugagguaguagauuguauaguuPhvul.011G160800.1 4 -1 1 22
ugagguaguagauuguauaguuPhvul.011G160800.3 4 -1 1 22
ugagguaguagauuguauaguuPhvul.011G160800.2 4 -1 1 22
ugagguaguagguuguaugguuPhvul.011G173000.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.011G173000.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.011G173000.1 4 -1 1 22
ugagguaguagguuguaugguuPhvul.011G173000.1 4 -1 1 22
agagguaguagguugcauaguuuuPhvul.011G190200.3 4 -1 1 24
agagguaguagguugcauaguuuuPhvul.011G190200.2 4 -1 1 24
ugagguaguagauuguauaguuPhvul.001G098600.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G098600.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.4 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.4 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.2 4.5 -1 1 22
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Do not distribute

ugagguaguagguuguaugguuPhvul.001G102901.4 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.4 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G102901.1 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.001G147800.2 4.5 -1 1 24
ugagguaguagguuguaugguuPhvul.001G173900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G173900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G173900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G173900.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G179700.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G179700.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G200700.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G200700.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G200700.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G200700.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G200700.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G200700.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G200700.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G200700.1 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.001G260300.1 4.5 -1 1 24
ugagguaguagauuguauaguuPhvul.001G268700.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G268700.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G058900.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G058900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G068200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G068200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G068200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G068200.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G163400.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G163400.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G165300.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G165300.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G165300.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G165300.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G216700.3 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G216700.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G216700.3 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G216700.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G243300.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G243300.1 4.5 -1 1 22
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Do not distribute

ugagguaguagguuguaugguuPhvul.002G253200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G253200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G253200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G253200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G283800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G283800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G283800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G283800.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G290904.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G290904.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G309100.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G309100.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G320900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G320900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G320900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G320900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G329900.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G329900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G329900.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G329900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G329900.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G329900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G329900.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G329900.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.003G032300.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.003G032300.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.003G057700.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.003G057700.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G078900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G078900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G078900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G078900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G137000.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G137000.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G137000.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G137000.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G247200.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G247200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G247200.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G247200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G247200.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G247200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G247200.2 4.5 -1 1 22
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Do not distribute

ugagguaguagguuguaugguuPhvul.003G247200.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.003G280100.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.003G280100.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G294601.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G294601.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G294601.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G294601.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G294800.4 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G294800.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G294800.4 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G294800.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G294800.4 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G294800.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G294800.4 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G294800.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G032100.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G032100.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G032100.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G032100.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.004G044800.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.004G044800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G050550.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G050550.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G050550.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G050550.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G173101.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G173101.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G173101.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G173101.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G006400.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G006400.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G006400.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G006400.1 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.005G014300.2 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.005G056400.1 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.005G095300.1 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.005G100300.1 4.5 -1 1 24
ugagguaguagguuguaugguuPhvul.005G116100.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G116100.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G116100.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G116100.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G116100.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G116100.1 4.5 -1 1 22
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Do not distribute

ugagguaguagguuguaugguuPhvul.005G116100.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G116100.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G130100.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G130100.1 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.006G105800.1 4.5 -1 1 24
ugagguaguagguuguaugguuPhvul.006G113800.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G113800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G113800.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G113800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G113800.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G113800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G113800.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G113800.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.006G121500.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.006G121500.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.006G121500.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.006G121500.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G121500.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G121500.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G121500.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G121500.1 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.006G158900.1 4.5 -1 1 24
ugagguaguagauuguauaguuPhvul.006G168154.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.006G168154.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.006G168154.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.006G168154.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.006G193700.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.006G193700.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G012500.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G012500.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G012500.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G012500.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G015000.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G015000.1 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.007G034000.1 4.5 -1 1 24
ugagguaguagguuguaugguuPhvul.007G051100.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G051100.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G051100.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G051100.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G056600.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G056600.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G056600.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G056600.1 4.5 -1 1 22
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Do not distribute

ugagguaguagguuguaugguuPhvul.007G058400.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G058400.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G058400.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G058400.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G058400.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G058400.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G058400.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G058400.2 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.007G064700.1 4.5 -1 1 24
ugagguaguagguuguaugguuPhvul.007G064700.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G064700.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G064700.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G064700.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G073800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G073800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G073800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G073800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G099300.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G099300.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G099300.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G099300.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G107200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G107200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G107200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G107200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G182300.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G182300.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G182300.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G182300.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G189000.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G189000.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G204300.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G204300.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G204300.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G204300.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G204300.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G204300.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G204300.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G204300.1 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.007G210400.1 4.5 -1 1 24
ugagguaguagauuguauaguuPhvul.007G275700.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G275700.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G276200.1 4.5 -1 1 22
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Do not distribute

ugagguaguagauuguauaguuPhvul.007G276200.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G276300.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G276300.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G003900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G003900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G003900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G003900.1 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.008G008300.6 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.008G008300.3 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.008G008300.5 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.008G008300.4 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.008G008300.2 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.008G012100.1 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.008G012100.2 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.008G048200.1 4.5 -1 1 24
ugagguaguagguuguaugguuPhvul.008G069000.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G069000.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G069000.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G069000.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G071966.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G071966.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G071966.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G071966.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G093200.3 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G093200.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G093200.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G093200.3 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G093200.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G093200.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G110000.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G110000.1 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.008G110100.1 4.5 -1 1 24
ugagguaguagauuguauaguuPhvul.008G110400.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G110400.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G118900.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G118900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G157900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G157900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G157900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G157900.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G206400.5 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G206400.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G206400.5 4.5 -1 1 22
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Do not distribute

ugagguaguagauuguauaguuPhvul.008G206400.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G225900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G225900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G225900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G225900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G227600.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G227600.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G227600.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G227600.1 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.008G274900.1 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.008G274900.2 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.008G274900.3 4.5 -1 1 24
ugagguaguagauuguauaguuPhvul.008G282700.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G282700.1 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.009G106700.1 4.5 -1 1 24
ugagguaguagauuguauaguuPhvul.009G121300.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G121300.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G121300.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G121300.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G173100.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G173100.3 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G173100.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G173100.3 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G232500.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G232500.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G259000.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G259000.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G259000.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G259000.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G032400.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G032400.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G032400.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G032400.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.5 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.6 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.4 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.3 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.9 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.8 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.7 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.5 4.5 -1 1 22
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Do not distribute

ugagguaguagauuguauaguuPhvul.010G043700.6 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.4 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.3 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.9 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.8 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G043700.7 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.010G070600.1 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.010G089200.1 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.010G089200.2 4.5 -1 1 24
ugagguaguagguuguaugguuPhvul.010G089200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G135701.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G135701.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G135701.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G135701.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G013900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G013900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G013900.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G013900.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.011G050300.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.011G050300.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.011G050300.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.011G050300.2 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.011G061600.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.011G061600.1 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.011G114700.1 4.5 -1 1 24
agagguaguagguugcauaguuuuPhvul.011G123000.1 4.5 -1 1 24
ugagguaguagauuguauaguuPhvul.011G123701.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.011G123701.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G160800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G160800.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G160800.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G160800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G160800.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G160800.2 4.5 -1 1 22
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Do not distribute

ugagguaguagguuguaugguuPhvul.011G160800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G160800.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G160800.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G160800.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G160800.3 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G160800.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G202700.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G202700.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G202700.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G202700.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.L002051.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.L002051.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.L002051.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.L002051.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.L002051.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.L002051.2 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.L002051.1 4.5 -1 1 22
ugagguaguagguuguaugguuPhvul.L002051.2 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.L002537.1 4.5 -1 1 24
ugagguaguagauuguauaguuPhvul.L002537.1 4.5 -1 1 22
ugagguaguagauuguauaguuPhvul.L002537.1 4.5 -1 1 22
agagguaguagguugcauaguuuuPhvul.L007343.1 4.5 -1 1 24
ugagguaguagauuguauaguuPhvul.008G004400.1 4.75 -1 1 22
ugagguaguagauuguauaguuPhvul.008G004400.1 4.75 -1 1 22
agagguaguagguugcauaguuuuPhvul.001G020300.1 5 -1 1 24
agagguaguagguugcauaguuuuPhvul.001G020350.1 5 -1 1 24
ugagguaguagguuguaugguuPhvul.001G022700.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G022700.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G022700.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G022700.1 5 -1 1 22
agagguaguagguugcauaguuuuPhvul.001G036800.1 5 -1 1 24
ugagguaguagauuguauaguuPhvul.001G057800.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G057800.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G077700.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G077700.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G097800.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G097800.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G109300.2 5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G109300.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G109300.2 5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G109300.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G114900.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G114900.1 5 -1 1 22
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Do not distribute

ugagguaguagauuguauaguuPhvul.001G123000.2 5 -1 1 22
ugagguaguagauuguauaguuPhvul.001G123000.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G134100.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G134100.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G134100.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G134100.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G134100.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G134100.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G134100.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G134100.1 5 -1 1 22
agagguaguagguugcauaguuuuPhvul.001G159300.1 5 -1 1 24
ugagguaguagguuguaugguuPhvul.001G163900.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G163900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G163900.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G163900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G163900.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G163900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G163900.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G163900.1 5 -1 1 22
agagguaguagguugcauaguuuuPhvul.001G214300.2 5 -1 1 24
agagguaguagguugcauaguuuuPhvul.001G214300.1 5 -1 1 24
ugagguaguagguuguaugguuPhvul.001G220900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G220900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G220900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.001G220900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G013866.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G013866.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G013866.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G013866.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G043500.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G043500.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G043500.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G043500.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G058900.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G058900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G152900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G152900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G152900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G152900.1 5 -1 1 22
agagguaguagguugcauaguuuuPhvul.002G153500.1 5 -1 1 24
ugagguaguagguuguaugguuPhvul.002G243300.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G243300.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.002G243300.1 5 -1 1 22
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Do not distribute

ugagguaguagguuguaugguuPhvul.002G243300.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G253100.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G253100.1 5 -1 1 22
agagguaguagguugcauaguuuuPhvul.002G262600.1 5 -1 1 24
ugagguaguagauuguauaguuPhvul.002G290000.3 5 -1 1 22
ugagguaguagauuguauaguuPhvul.002G290000.3 5 -1 1 22
ugagguaguagauuguauaguuPhvul.003G022200.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.003G022200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G035400.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G035400.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G035400.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G035400.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G050600.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G050600.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G050600.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G050600.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.003G088200.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.003G088200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G104200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G104200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G104200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.003G104200.1 5 -1 1 22
agagguaguagguugcauaguuuuPhvul.003G119100.3 5 -1 1 24
agagguaguagguugcauaguuuuPhvul.003G119100.2 5 -1 1 24
agagguaguagguugcauaguuuuPhvul.003G119100.1 5 -1 1 24
agagguaguagguugcauaguuuuPhvul.003G169700.1 5 -1 1 24
agagguaguagguugcauaguuuuPhvul.003G292000.1 5 -1 1 24
agagguaguagguugcauaguuuuPhvul.004G058600.1 5 -1 1 24
ugagguaguagguuguaugguuPhvul.004G121666.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G121666.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G121666.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G121666.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G133700.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G133700.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G133700.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.004G133700.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.004G176700.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.004G176700.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G056400.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G056400.1 5 -1 1 22
agagguaguagguugcauaguuuuPhvul.005G088800.1 5 -1 1 24
agagguaguagguugcauaguuuuPhvul.005G095600.1 5 -1 1 24
ugagguaguagguuguaugguuPhvul.005G097200.3 5 -1 1 22
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Do not distribute

ugagguaguagguuguaugguuPhvul.005G097200.6 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G097200.5 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G097200.3 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G097200.6 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G097200.5 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G097200.3 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G097200.6 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G097200.5 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G097200.3 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G097200.6 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G097200.5 5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G101400.3 5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G101400.2 5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G101400.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G101400.3 5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G101400.2 5 -1 1 22
ugagguaguagauuguauaguuPhvul.005G101400.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G130100.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G130100.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G130100.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G130100.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G173200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G173200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G173200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.005G173200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G143300.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G143300.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G143300.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.006G143300.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.006G168163.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.006G168163.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G035900.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G035900.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G035900.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G035900.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.3 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.5 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.4 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.3 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.5 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.4 5 -1 1 22
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Do not distribute

ugagguaguagguuguaugguuPhvul.007G069900.3 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.5 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.4 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.3 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.5 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G069900.4 5 -1 1 22
agagguaguagguugcauaguuuuPhvul.007G099300.1 5 -1 1 24
ugagguaguagguuguaugguuPhvul.007G114100.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G114100.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G114100.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G114100.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G184600.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G184600.1 5 -1 1 22
agagguaguagguugcauaguuuuPhvul.007G192300.1 5 -1 1 24
ugagguaguagauuguauaguuPhvul.007G210400.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.007G210400.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G210400.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G210400.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G210400.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G210400.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G215300.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G215300.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G215300.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.007G215300.1 5 -1 1 22
agagguaguagguugcauaguuuuPhvul.007G251800.1 5 -1 1 24
agagguaguagguugcauaguuuuPhvul.008G043400.1 5 -1 1 24
agagguaguagguugcauaguuuuPhvul.008G043400.1 5 -1 1 24
ugagguaguagauuguauaguuPhvul.008G067300.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G067300.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G110100.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G110100.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G110100.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G110100.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G110200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G110200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G110200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G110200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G110500.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G110500.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G110500.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.008G110500.1 5 -1 1 22
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Do not distribute

ugagguaguagauuguauaguuPhvul.008G125400.2 5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G125400.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G125400.2 5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G125400.1 5 -1 1 22
agagguaguagguugcauaguuuuPhvul.008G229100.1 5 -1 1 24
ugagguaguagauuguauaguuPhvul.008G279750.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.008G279750.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G010800.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G010800.1 5 -1 1 22
agagguaguagguugcauaguuuuPhvul.009G034800.1 5 -1 1 24
ugagguaguagguuguaugguuPhvul.009G060200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G060200.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G060200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G060200.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G060200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G060200.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G060200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G060200.2 5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G115500.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G115500.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G158700.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G158700.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G158700.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G158700.1 5 -1 1 22
agagguaguagguugcauaguuuuPhvul.009G203100.1 5 -1 1 24
ugagguaguagguuguaugguuPhvul.009G232500.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G232500.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G232500.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.009G232500.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G255100.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G255100.2 5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G255100.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.009G255100.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G026500.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G026500.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G026500.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G026500.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G028900.2 5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G028900.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G028900.2 5 -1 1 22
ugagguaguagauuguauaguuPhvul.010G028900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G067900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G067900.1 5 -1 1 22
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Do not distribute

ugagguaguagguuguaugguuPhvul.010G067900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G067900.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G089200.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G094450.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G094450.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G094450.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.010G094450.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G001200.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G001200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G001200.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G001200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G001200.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G001200.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G001200.2 5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G001200.1 5 -1 1 22
agagguaguagguugcauaguuuuPhvul.011G004200.1 5 -1 1 24
ugagguaguagguuguaugguuPhvul.011G203450.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G203450.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G203450.1 5 -1 1 22
ugagguaguagguuguaugguuPhvul.011G203450.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.L001679.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.L001679.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.L002537.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.L002537.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.L009843.2 5 -1 1 22
ugagguaguagauuguauaguuPhvul.L009843.1 5 -1 1 22
ugagguaguagauuguauaguuPhvul.L009843.2 5 -1 1 22
ugagguaguagauuguauaguuPhvul.L009843.1 5 -1 1 22

Page 509 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60
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Target_start Target_end miRNA_aligned_fragmentalignment Target_aligned_fragmentInhibition Target_Desc.
1480 1501 UGAGGUAGUAGAUUGUAUAGUU  .::::::.:.:..:::::::UCUUAUACAGUUUGUUACCUCACleavage pacid=37176220 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1
1480 1501 UGAGGUAGUAGAUUGUAUAGUU  .::::::.:.:..:::::::UCUUAUACAGUUUGUUACCUCACleavage pacid=37176220 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1
1331 1352 UGAGGUAGUAGGUUGUAUGGUU  :::::::: ::.::::.:::GUCCAUACAAGCUGCUACUUCACleavage pacid=37176892 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1
1331 1352 UGAGGUAGUAGGUUGUAUGGUU  :::::::: ::.::::.:::GUCCAUACAAGCUGCUACUUCACleavage pacid=37176892 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1
1331 1352 UGAGGUAGUAGGUUGUAUGGUU  :::::::: ::.::::.:::GUCCAUACAAGCUGCUACUUCACleavage pacid=37176892 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1
1331 1352 UGAGGUAGUAGGUUGUAUGGUU  :::::::: ::.::::.:::GUCCAUACAAGCUGCUACUUCACleavage pacid=37176892 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1

697 720 AGAGGUAGUAGGUUGCAUAGUUUU    ::: :::::.:.::::.:::AGUCCUAGGCAACUUGCUACUUCUCleavage pacid=37173374 locus=Phvul.006G201700 ID=Phvul.006G201700.1.v2.1 annot-version=v2.1
878 899 UGAGGUAGUAGAUUGUAUAGUU    .::.:::::::::.::::GAAGGUAUAAUCUACUAUCUCACleavage pacid=37148617 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1
878 899 UGAGGUAGUAGAUUGUAUAGUU    .::.:::::::::.::::GAAGGUAUAAUCUACUAUCUCACleavage pacid=37148617 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1

2017 2040 AGAGGUAGUAGGUUGCAUAGUUUU    .::::::::.: ::::.:::UUCUUUAUGCAACUUUCUACUUCUCleavage pacid=37151360 locus=Phvul.009G086800 ID=Phvul.009G086800.1.v2.1 annot-version=v2.1
1035 1056 UGAGGUAGUAGGUUGUAUGGUU   :: :::::.:.::::.:::AUGCAAACAACUUGCUACUUCACleavage pacid=37142908 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1
1035 1056 UGAGGUAGUAGGUUGUAUGGUU   :: :::::.:.::::.:::AUGCAAACAACUUGCUACUUCACleavage pacid=37142908 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1
1035 1056 UGAGGUAGUAGGUUGUAUGGUU   :: :::::.:.::::.:::AUGCAAACAACUUGCUACUUCACleavage pacid=37142908 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1
1035 1056 UGAGGUAGUAGGUUGUAUGGUU   :: :::::.:.::::.:::AUGCAAACAACUUGCUACUUCACleavage pacid=37142908 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1
3821 3842 UGAGGUAGUAGGUUGUAUGGUU   :::. ::::::.:::.:::GCGCAUGAAACCUAUUACUUCACleavage pacid=37178944 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1
3821 3842 UGAGGUAGUAGGUUGUAUGGUU   :::. ::::::.:::.:::GCGCAUGAAACCUAUUACUUCACleavage pacid=37178944 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1
3821 3842 UGAGGUAGUAGGUUGUAUGGUU   :::. ::::::.:::.:::GCGCAUGAAACCUAUUACUUCACleavage pacid=37178944 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1
3821 3842 UGAGGUAGUAGGUUGUAUGGUU   :::. ::::::.:::.:::GCGCAUGAAACCUAUUACUUCACleavage pacid=37178944 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1

348 369 UGAGGUAGUAGGUUGUAUGGUU  :::: :::.::::::.::: UCCCAUCCAAUCUACUAUCUCUCleavage pacid=37170135 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1
348 369 UGAGGUAGUAGGUUGUAUGGUU  :::: :::.::::::.::: UCCCAUCCAAUCUACUAUCUCUCleavage pacid=37170135 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1
348 369 UGAGGUAGUAGGUUGUAUGGUU  :::: :::.::::::.::: UCCCAUCCAAUCUACUAUCUCUCleavage pacid=37170135 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1
348 369 UGAGGUAGUAGGUUGUAUGGUU  :::: :::.::::::.::: UCCCAUCCAAUCUACUAUCUCUCleavage pacid=37170135 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1

99 120 UGAGGUAGUAGAUUGUAUAGUU ..:. : ::::::::.:::::CGUUGCAAAAUCUACUGCCUCACleavage pacid=37168455 locus=Phvul.001G215300 ID=Phvul.001G215300.1.v2.1 annot-version=v2.1
99 120 UGAGGUAGUAGAUUGUAUAGUU ..:. : ::::::::.:::::CGUUGCAAAAUCUACUGCCUCACleavage pacid=37168454 locus=Phvul.001G215300 ID=Phvul.001G215300.2.v2.1 annot-version=v2.1
99 120 UGAGGUAGUAGAUUGUAUAGUU ..:. : ::::::::.:::::CGUUGCAAAAUCUACUGCCUCACleavage pacid=37168455 locus=Phvul.001G215300 ID=Phvul.001G215300.1.v2.1 annot-version=v2.1
99 120 UGAGGUAGUAGAUUGUAUAGUU ..:. : ::::::::.:::::CGUUGCAAAAUCUACUGCCUCACleavage pacid=37168454 locus=Phvul.001G215300 ID=Phvul.001G215300.2.v2.1 annot-version=v2.1

1480 1501 UGAGGUAGUAGGUUGUAUGGUU  ..:::::...:..:::::::UCUUAUACAGUUUGUUACCUCACleavage pacid=37176220 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1
1480 1501 UGAGGUAGUAGGUUGUAUGGUU  ..:::::...:..:::::::UCUUAUACAGUUUGUUACCUCACleavage pacid=37176220 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1
1480 1501 UGAGGUAGUAGGUUGUAUGGUU  ..:::::...:..:::::::UCUUAUACAGUUUGUUACCUCACleavage pacid=37176220 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1
1480 1501 UGAGGUAGUAGGUUGUAUGGUU  ..:::::...:..:::::::UCUUAUACAGUUUGUUACCUCACleavage pacid=37176220 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1

806 827 UGAGGUAGUAGGUUGUAUGGUU .:::::::::.::.: :.:::UGCCAUACAACUUAUUUCUUCACleavage pacid=37175022 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1
806 827 UGAGGUAGUAGGUUGUAUGGUU .:::::::::.::.: :.:::UGCCAUACAACUUAUUUCUUCACleavage pacid=37175022 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1
806 827 UGAGGUAGUAGGUUGUAUGGUU .:::::::::.::.: :.:::UGCCAUACAACUUAUUUCUUCACleavage pacid=37175022 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1
806 827 UGAGGUAGUAGGUUGUAUGGUU .:::::::::.::.: :.:::UGCCAUACAACUUAUUUCUUCACleavage pacid=37175022 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1

1989 2012 AGAGGUAGUAGGUUGCAUAGUUUU::. ::::::::. ::.::.::::AAGUCUAUGCAAUAUAUUAUCUCUTranslation pacid=37161946 locus=Phvul.004G044900 ID=Phvul.004G044900.1.v2.1 annot-version=v2.1
442 465 AGAGGUAGUAGGUUGCAUAGUUUU  :. : :::::::: ::::::.:UCAGAUCUGCAACCUUCUACCUUUCleavage pacid=37174157 locus=Phvul.006G158900 ID=Phvul.006G158900.1.v2.1 annot-version=v2.1

3299 3320 UGAGGUAGUAGGUUGUAUGGUU  :::::.::.::::: .::::UUCCAUAUAAUCUACUUUCUCACleavage pacid=37157631 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1
3299 3320 UGAGGUAGUAGGUUGUAUGGUU  :::::.::.::::: .::::UUCCAUAUAAUCUACUUUCUCACleavage pacid=37157631 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1
3299 3320 UGAGGUAGUAGGUUGUAUGGUU  :::::.::.::::: .::::UUCCAUAUAAUCUACUUUCUCACleavage pacid=37157631 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1
3299 3320 UGAGGUAGUAGGUUGUAUGGUU  :::::.::.::::: .::::UUCCAUAUAAUCUACUUUCUCACleavage pacid=37157631 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1
1023 1046 AGAGGUAGUAGGUUGCAUAGUUUU :::.:.::.::..:.::::::.:CAAAUUGUGUAAUUUGCUACCUUUCleavage pacid=37161406 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1

927 950 AGAGGUAGUAGGUUGCAUAGUUUU :::.:.::.::..:.::::::.:CAAAUUGUGUAAUUUGCUACCUUUCleavage pacid=37160139 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1
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1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160316 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160315 locus=Phvul.008G163350 ID=Phvul.008G163350.3.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160314 locus=Phvul.008G163350 ID=Phvul.008G163350.2.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160313 locus=Phvul.008G163350 ID=Phvul.008G163350.1.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160316 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160315 locus=Phvul.008G163350 ID=Phvul.008G163350.3.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160314 locus=Phvul.008G163350 ID=Phvul.008G163350.2.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160313 locus=Phvul.008G163350 ID=Phvul.008G163350.1.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160316 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160315 locus=Phvul.008G163350 ID=Phvul.008G163350.3.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160314 locus=Phvul.008G163350 ID=Phvul.008G163350.2.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160313 locus=Phvul.008G163350 ID=Phvul.008G163350.1.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160316 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160315 locus=Phvul.008G163350 ID=Phvul.008G163350.3.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160314 locus=Phvul.008G163350 ID=Phvul.008G163350.2.v2.1 annot-version=v2.1
1298 1319 UGAGGUAGUAGGUUGUAUGGUU  .::: ::: ::::::.::::UUUCAUCCAAACUACUAUCUCACleavage pacid=37160313 locus=Phvul.008G163350 ID=Phvul.008G163350.1.v2.1 annot-version=v2.1

878 899 UGAGGUAGUAGGUUGUAUGGUU    .::.::.::::::.::::GAAGGUAUAAUCUACUAUCUCACleavage pacid=37148617 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1
878 899 UGAGGUAGUAGGUUGUAUGGUU    .::.::.::::::.::::GAAGGUAUAAUCUACUAUCUCACleavage pacid=37148617 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1
878 899 UGAGGUAGUAGGUUGUAUGGUU    .::.::.::::::.::::GAAGGUAUAAUCUACUAUCUCACleavage pacid=37148617 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1
878 899 UGAGGUAGUAGGUUGUAUGGUU    .::.::.::::::.::::GAAGGUAUAAUCUACUAUCUCACleavage pacid=37148617 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1

1826 1847 UGAGGUAGUAGAUUGUAUAGUU : :::.: ::.::::.:.:::UAAUAUGCUAUUUACUGCUUCACleavage pacid=37142098 locus=Phvul.010G058700 ID=Phvul.010G058700.1.v2.1 annot-version=v2.1
1826 1847 UGAGGUAGUAGAUUGUAUAGUU : :::.: ::.::::.:.:::UAAUAUGCUAUUUACUGCUUCACleavage pacid=37142098 locus=Phvul.010G058700 ID=Phvul.010G058700.1.v2.1 annot-version=v2.1
2732 2753 UGAGGUAGUAGAUUGUAUAGUU.: : :.::::.::::::: ::GAGUUUGCAAUUUACUACCACACleavage pacid=37169107 locus=Phvul.001G022400 ID=Phvul.001G022400.1.v2.1 annot-version=v2.1
2732 2753 UGAGGUAGUAGAUUGUAUAGUU.: : :.::::.::::::: ::GAGUUUGCAAUUUACUACCACACleavage pacid=37169107 locus=Phvul.001G022400 ID=Phvul.001G022400.1.v2.1 annot-version=v2.1

348 369 UGAGGUAGUAGAUUGUAUAGUU  : :: ::::::::::.::: UCCCAUCCAAUCUACUAUCUCUCleavage pacid=37170135 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1
348 369 UGAGGUAGUAGAUUGUAUAGUU  : :: ::::::::::.::: UCCCAUCCAAUCUACUAUCUCUCleavage pacid=37170135 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1

2435 2456 UGAGGUAGUAGAUUGUAUAGUU: .:::..:::.:.: ::::::ACUUAUGUAAUUUGCCACCUCACleavage pacid=37168452 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1
2435 2456 UGAGGUAGUAGAUUGUAUAGUU: .:::..:::.:.: ::::::ACUUAUGUAAUUUGCCACCUCACleavage pacid=37168452 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1

184 205 UGAGGUAGUAGGUUGUAUGGUU   ::::.::::: :::.::..CGACAUAUAACCUCCUAUCUUGCleavage pacid=37168999 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1
184 205 UGAGGUAGUAGGUUGUAUGGUU   ::::.::::: :::.::..CGACAUAUAACCUCCUAUCUUGCleavage pacid=37168999 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1
184 205 UGAGGUAGUAGGUUGUAUGGUU   ::::.::::: :::.::..CGACAUAUAACCUCCUAUCUUGCleavage pacid=37168999 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1
184 205 UGAGGUAGUAGGUUGUAUGGUU   ::::.::::: :::.::..CGACAUAUAACCUCCUAUCUUGCleavage pacid=37168999 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1

16 37 UGAGGUAGUAGGUUGUAUGGUU   ::::.::::: :::.::..CGACAUAUAACCUCCUAUCUUGCleavage pacid=37170199 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1
16 37 UGAGGUAGUAGGUUGUAUGGUU   ::::.::::: :::.::..CGACAUAUAACCUCCUAUCUUGCleavage pacid=37170199 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1
16 37 UGAGGUAGUAGGUUGUAUGGUU   ::::.::::: :::.::..CGACAUAUAACCUCCUAUCUUGCleavage pacid=37170199 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1
16 37 UGAGGUAGUAGGUUGUAUGGUU   ::::.::::: :::.::..CGACAUAUAACCUCCUAUCUUGCleavage pacid=37170199 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1

290 311 UGAGGUAGUAGGUUGUAUGGUU: .: :.::. :::::::::::AUUCUUGCAGGCUACUACCUCACleavage pacid=37171046 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1
290 311 UGAGGUAGUAGGUUGUAUGGUU: .: :.::. :::::::::::AUUCUUGCAGGCUACUACCUCACleavage pacid=37171046 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1
290 311 UGAGGUAGUAGGUUGUAUGGUU: .: :.::. :::::::::::AUUCUUGCAGGCUACUACCUCACleavage pacid=37171046 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1
290 311 UGAGGUAGUAGGUUGUAUGGUU: .: :.::. :::::::::::AUUCUUGCAGGCUACUACCUCACleavage pacid=37171046 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1
111 134 AGAGGUAGUAGGUUGCAUAGUUUU    :: ::::::.:.::::.:: CCUUCUCUGCAACUUGCUACUUCCCleavage pacid=37169997 locus=Phvul.001G121000 ID=Phvul.001G121000.1.v2.1 annot-version=v2.1
111 134 AGAGGUAGUAGGUUGCAUAGUUUU    :: ::::::.:.::::.:: CCUUCUCUGCAACUUGCUACUUCCCleavage pacid=37169998 locus=Phvul.001G121000 ID=Phvul.001G121000.2.v2.1 annot-version=v2.1

3957 3977 UGAGGUAGUAGGUUGUAUGGUU :.::: :::::::.:.:::.:CAUCAU-CAACCUAUUGCCUUACleavage pacid=37167786 locus=Phvul.001G131150 ID=Phvul.001G131150.1.v2.1 annot-version=v2.1

Page 511 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

3957 3977 UGAGGUAGUAGGUUGUAUGGUU :.::: :::::::.:.:::.:CAUCAU-CAACCUAUUGCCUUACleavage pacid=37167787 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1
3957 3977 UGAGGUAGUAGGUUGUAUGGUU :.::: :::::::.:.:::.:CAUCAU-CAACCUAUUGCCUUACleavage pacid=37167786 locus=Phvul.001G131150 ID=Phvul.001G131150.1.v2.1 annot-version=v2.1
3957 3977 UGAGGUAGUAGGUUGUAUGGUU :.::: :::::::.:.:::.:CAUCAU-CAACCUAUUGCCUUACleavage pacid=37167787 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1
3957 3977 UGAGGUAGUAGGUUGUAUGGUU :.::: :::::::.:.:::.:CAUCAU-CAACCUAUUGCCUUACleavage pacid=37167786 locus=Phvul.001G131150 ID=Phvul.001G131150.1.v2.1 annot-version=v2.1
3957 3977 UGAGGUAGUAGGUUGUAUGGUU :.::: :::::::.:.:::.:CAUCAU-CAACCUAUUGCCUUACleavage pacid=37167787 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1
3957 3977 UGAGGUAGUAGGUUGUAUGGUU :.::: :::::::.:.:::.:CAUCAU-CAACCUAUUGCCUUACleavage pacid=37167786 locus=Phvul.001G131150 ID=Phvul.001G131150.1.v2.1 annot-version=v2.1
3957 3977 UGAGGUAGUAGGUUGUAUGGUU :.::: :::::::.:.:::.:CAUCAU-CAACCUAUUGCCUUACleavage pacid=37167787 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1

956 977 UGAGGUAGUAGGUUGUAUGGUU :. : :::::.::::.:.:::CAUGACACAACUUACUGCUUCACleavage pacid=37170682 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1
956 977 UGAGGUAGUAGGUUGUAUGGUU :. : :::::.::::.:.:::CAUGACACAACUUACUGCUUCACleavage pacid=37170682 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1
956 977 UGAGGUAGUAGGUUGUAUGGUU :. : :::::.::::.:.:::CAUGACACAACUUACUGCUUCACleavage pacid=37170682 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1
956 977 UGAGGUAGUAGGUUGUAUGGUU :. : :::::.::::.:.:::CAUGACACAACUUACUGCUUCACleavage pacid=37170682 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1
143 166 AGAGGUAGUAGGUUGCAUAGUUUU ..:.:.::::.:::..::.::: CGGAUUGUGCAGCCUGUUAUCUCACleavage pacid=37168919 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1
145 166 UGAGGUAGUAGGUUGUAUGGUU.:...:.::.:::..::.::::GAUUGUGCAGCCUGUUAUCUCACleavage pacid=37168919 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1
145 166 UGAGGUAGUAGGUUGUAUGGUU.:...:.::.:::..::.::::GAUUGUGCAGCCUGUUAUCUCACleavage pacid=37168919 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1
145 166 UGAGGUAGUAGGUUGUAUGGUU.:...:.::.:::..::.::::GAUUGUGCAGCCUGUUAUCUCACleavage pacid=37168919 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1
145 166 UGAGGUAGUAGGUUGUAUGGUU.:...:.::.:::..::.::::GAUUGUGCAGCCUGUUAUCUCACleavage pacid=37168919 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1
371 392 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178169 locus=Phvul.002G042000 ID=Phvul.002G042000.2.v2.1 annot-version=v2.1
371 392 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178170 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1
740 761 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178168 locus=Phvul.002G042000 ID=Phvul.002G042000.7.v2.1 annot-version=v2.1
813 834 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178167 locus=Phvul.002G042000 ID=Phvul.002G042000.6.v2.1 annot-version=v2.1
872 893 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178166 locus=Phvul.002G042000 ID=Phvul.002G042000.5.v2.1 annot-version=v2.1
903 924 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178165 locus=Phvul.002G042000 ID=Phvul.002G042000.3.v2.1 annot-version=v2.1
945 966 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178164 locus=Phvul.002G042000 ID=Phvul.002G042000.4.v2.1 annot-version=v2.1

1034 1055 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178163 locus=Phvul.002G042000 ID=Phvul.002G042000.1.v2.1 annot-version=v2.1
371 392 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178169 locus=Phvul.002G042000 ID=Phvul.002G042000.2.v2.1 annot-version=v2.1
371 392 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178170 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1
740 761 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178168 locus=Phvul.002G042000 ID=Phvul.002G042000.7.v2.1 annot-version=v2.1
813 834 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178167 locus=Phvul.002G042000 ID=Phvul.002G042000.6.v2.1 annot-version=v2.1
872 893 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178166 locus=Phvul.002G042000 ID=Phvul.002G042000.5.v2.1 annot-version=v2.1
903 924 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178165 locus=Phvul.002G042000 ID=Phvul.002G042000.3.v2.1 annot-version=v2.1
945 966 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178164 locus=Phvul.002G042000 ID=Phvul.002G042000.4.v2.1 annot-version=v2.1

1034 1055 UGAGGUAGUAGAUUGUAUAGUU :.:. :.:::.::.:::.:::CAUUGGAUAAUUUAUUACUUCACleavage pacid=37178163 locus=Phvul.002G042000 ID=Phvul.002G042000.1.v2.1 annot-version=v2.1
615 636 UGAGGUAGUAGAUUGUAUAGUU:: :.::::::::::::. :..AAGUGUACAAUCUACUAUGUUGCleavage pacid=37177199 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1
615 636 UGAGGUAGUAGAUUGUAUAGUU:: :.::::::::::::. :..AAGUGUACAAUCUACUAUGUUGCleavage pacid=37177199 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1

1331 1352 UGAGGUAGUAGAUUGUAUAGUU  : :::::: ::.::::.:::GUCCAUACAAGCUGCUACUUCACleavage pacid=37176892 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1
1331 1352 UGAGGUAGUAGAUUGUAUAGUU  : :::::: ::.::::.:::GUCCAUACAAGCUGCUACUUCACleavage pacid=37176892 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1

961 982 UGAGGUAGUAGGUUGUAUGGUU :.:::..: :::::::.:::.CAUCAUGUACCCUACUAUCUCGCleavage pacid=37178704 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1
961 982 UGAGGUAGUAGGUUGUAUGGUU :.:::..: :::::::.:::.CAUCAUGUACCCUACUAUCUCGCleavage pacid=37178704 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1
961 982 UGAGGUAGUAGGUUGUAUGGUU :.:::..: :::::::.:::.CAUCAUGUACCCUACUAUCUCGCleavage pacid=37178704 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1
961 982 UGAGGUAGUAGGUUGUAUGGUU :.:::..: :::::::.:::.CAUCAUGUACCCUACUAUCUCGCleavage pacid=37178704 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1

70 93 AGAGGUAGUAGGUUGCAUAGUUUU: :: :::::::::: :: .::::ACAAAUAUGCAACCUUCUCUCUCUCleavage pacid=37177085 locus=Phvul.002G185150 ID=Phvul.002G185150.2.v2.1 annot-version=v2.1
70 93 AGAGGUAGUAGGUUGCAUAGUUUU: :: :::::::::: :: .::::ACAAAUAUGCAACCUUCUCUCUCUCleavage pacid=37177084 locus=Phvul.002G185150 ID=Phvul.002G185150.1.v2.1 annot-version=v2.1
70 93 AGAGGUAGUAGGUUGCAUAGUUUU: :: :::::::::: :: .::::ACAAAUAUGCAACCUUCUCUCUCUCleavage pacid=37177086 locus=Phvul.002G185150 ID=Phvul.002G185150.3.v2.1 annot-version=v2.1
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256 279 AGAGGUAGUAGGUUGCAUAGUUUU .:: :.::...:::.::::.:.:UGAAGUGUGUGGCCUGCUACUUUUCleavage pacid=37174973 locus=Phvul.002G304500 ID=Phvul.002G304500.1.v2.1 annot-version=v2.1
3469 3490 UGAGGUAGUAGAUUGUAUAGUU: : .:: :::::..:::::::ACCAGUAGAAUCUGUUACCUCACleavage pacid=37147291 locus=Phvul.003G103100 ID=Phvul.003G103100.2.v2.1 annot-version=v2.1
3469 3490 UGAGGUAGUAGAUUGUAUAGUU: : .:: :::::..:::::::ACCAGUAGAAUCUGUUACCUCACleavage pacid=37147291 locus=Phvul.003G103100 ID=Phvul.003G103100.2.v2.1 annot-version=v2.1
2097 2120 AGAGGUAGUAGGUUGCAUAGUUUU :. :::::.::. ::.::.::::CAGUCUAUGUAAUAUAUUAUCUCUTranslation pacid=37161823 locus=Phvul.004G044800 ID=Phvul.004G044800.1.v2.1 annot-version=v2.1

891 914 AGAGGUAGUAGGUUGCAUAGUUUU   .::::::.::::: :...:::CUUGCUAUGCGACCUAGUGUUUCUCleavage pacid=37161859 locus=Phvul.004G106000 ID=Phvul.004G106000.1.v2.1 annot-version=v2.1
2005 2026 UGAGGUAGUAGAUUGUAUAGUU   :.::..::::: :::.:::GUGUGUAUGAUCUAAUACUUCACleavage pacid=37162620 locus=Phvul.004G133400 ID=Phvul.004G133400.1.v2.1 annot-version=v2.1
2005 2026 UGAGGUAGUAGAUUGUAUAGUU   :.::..::::: :::.:::GUGUGUAUGAUCUAAUACUUCACleavage pacid=37162620 locus=Phvul.004G133400 ID=Phvul.004G133400.1.v2.1 annot-version=v2.1

972 993 UGAGGUAGUAGGUUGUAUGGUU  .:::..::.: :::::.:::GCUCAUGUAAUCGACUACUUCATranslation pacid=37162268 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1
972 993 UGAGGUAGUAGGUUGUAUGGUU  .:::..::.: :::::.:::GCUCAUGUAAUCGACUACUUCATranslation pacid=37162268 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1
972 993 UGAGGUAGUAGGUUGUAUGGUU  .:::..::.: :::::.:::GCUCAUGUAAUCGACUACUUCATranslation pacid=37162268 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1
972 993 UGAGGUAGUAGGUUGUAUGGUU  .:::..::.: :::::.:::GCUCAUGUAAUCGACUACUUCATranslation pacid=37162268 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1
417 440 AGAGGUAGUAGGUUGCAUAGUUUU   :.::::::.::: :::..:.:CCCAUUAUGCAGCCUUCUAUUUUUCleavage pacid=37154279 locus=Phvul.005G087300 ID=Phvul.005G087300.1.v2.1 annot-version=v2.1
735 756 UGAGGUAGUAGAUUGUAUAGUU:..:: :.:::.: ::::::::AGUUAGAUAAUUUCCUACCUCACleavage pacid=37152909 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1
825 846 UGAGGUAGUAGAUUGUAUAGUU:..:: :.:::.: ::::::::AGUUAGAUAAUUUCCUACCUCACleavage pacid=37152908 locus=Phvul.005G116100 ID=Phvul.005G116100.1.v2.1 annot-version=v2.1
735 756 UGAGGUAGUAGAUUGUAUAGUU:..:: :.:::.: ::::::::AGUUAGAUAAUUUCCUACCUCACleavage pacid=37152909 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1
825 846 UGAGGUAGUAGAUUGUAUAGUU:..:: :.:::.: ::::::::AGUUAGAUAAUUUCCUACCUCACleavage pacid=37152908 locus=Phvul.005G116100 ID=Phvul.005G116100.1.v2.1 annot-version=v2.1

2997 3018 UGAGGUAGUAGAUUGUAUAGUU: :: :.::::::.::: ::::ACCUCUGCAAUCUGCUAACUCACleavage pacid=37153200 locus=Phvul.005G180200 ID=Phvul.005G180200.1.v2.1 annot-version=v2.1
2997 3018 UGAGGUAGUAGAUUGUAUAGUU: :: :.::::::.::: ::::ACCUCUGCAAUCUGCUAACUCACleavage pacid=37153200 locus=Phvul.005G180200 ID=Phvul.005G180200.1.v2.1 annot-version=v2.1

126 147 UGAGGUAGUAGGUUGUAUGGUU : :::::::..: ::.:.:::CAGCAUACAAUUUCCUGCUUCACleavage pacid=37172334 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1
126 147 UGAGGUAGUAGGUUGUAUGGUU : :::::::..: ::.:.:::CAGCAUACAAUUUCCUGCUUCACleavage pacid=37172334 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1
126 147 UGAGGUAGUAGGUUGUAUGGUU : :::::::..: ::.:.:::CAGCAUACAAUUUCCUGCUUCACleavage pacid=37172334 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1
126 147 UGAGGUAGUAGGUUGUAUGGUU : :::::::..: ::.:.:::CAGCAUACAAUUUCCUGCUUCACleavage pacid=37172334 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1

3724 3745 UGAGGUAGUAGGUUGUAUGGUU  :..::::::::..:...:::UUCUGUACAACCUGUUGUUUCACleavage pacid=37172897 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1
3724 3745 UGAGGUAGUAGGUUGUAUGGUU  :..::::::::..:...:::UUCUGUACAACCUGUUGUUUCACleavage pacid=37172897 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1
3724 3745 UGAGGUAGUAGGUUGUAUGGUU  :..::::::::..:...:::UUCUGUACAACCUGUUGUUUCACleavage pacid=37172897 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1
3724 3745 UGAGGUAGUAGGUUGUAUGGUU  :..::::::::..:...:::UUCUGUACAACCUGUUGUUUCACleavage pacid=37172897 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1
1362 1385 AGAGGUAGUAGGUUGCAUAGUUUU   :.:: :.::::::: ::::.:UUCAUUACGUAACCUACCACCUUUCleavage pacid=37172094 locus=Phvul.006G106900 ID=Phvul.006G106900.2.v2.1 annot-version=v2.1
1380 1403 AGAGGUAGUAGGUUGCAUAGUUUU   :.:: :.::::::: ::::.:UUCAUUACGUAACCUACCACCUUUCleavage pacid=37172095 locus=Phvul.006G106900 ID=Phvul.006G106900.1.v2.1 annot-version=v2.1

7 30 AGAGGUAGUAGGUUGCAUAGUUUU  : :::::::::.  ::::::::CUAUCUAUGCAACUAUCUACCUCUTranslation pacid=37171658 locus=Phvul.006G137200 ID=Phvul.006G137200.3.v2.1 annot-version=v2.1
7 30 AGAGGUAGUAGGUUGCAUAGUUUU  : :::::::::.  ::::::::CUAUCUAUGCAACUAUCUACCUCUTranslation pacid=37171657 locus=Phvul.006G137200 ID=Phvul.006G137200.2.v2.1 annot-version=v2.1

459 480 UGAGGUAGUAGAUUGUAUAGUU.: ::: ::::: :::::.::.GAAUAUUCAAUCAACUACUUCGTranslation pacid=37167252 locus=Phvul.007G113800 ID=Phvul.007G113800.1.v2.1 annot-version=v2.1
459 480 UGAGGUAGUAGAUUGUAUAGUU.: ::: ::::: :::::.::.GAAUAUUCAAUCAACUACUUCGTranslation pacid=37167252 locus=Phvul.007G113800 ID=Phvul.007G113800.1.v2.1 annot-version=v2.1
588 609 UGAGGUAGUAGAUUGUAUAGUU :.::: ::::::::::..:. CAUUAUUCAAUCUACUAUUUUCCleavage pacid=37166776 locus=Phvul.007G211400 ID=Phvul.007G211400.1.v2.1 annot-version=v2.1
588 609 UGAGGUAGUAGAUUGUAUAGUU :.::: ::::::::::..:. CAUUAUUCAAUCUACUAUUUUCCleavage pacid=37166776 locus=Phvul.007G211400 ID=Phvul.007G211400.1.v2.1 annot-version=v2.1
495 516 UGAGGUAGUAGAUUGUAUAGUU: .:.:: :::.::.:::.:.:AUUUGUAGAAUUUAUUACUUUACleavage pacid=37166206 locus=Phvul.007G219400 ID=Phvul.007G219400.1.v2.1 annot-version=v2.1
495 516 UGAGGUAGUAGAUUGUAUAGUU: .:.:: :::.::.:::.:.:AUUUGUAGAAUUUAUUACUUUACleavage pacid=37166206 locus=Phvul.007G219400 ID=Phvul.007G219400.1.v2.1 annot-version=v2.1

3299 3320 UGAGGUAGUAGAUUGUAUAGUU  : :::.:::::::: .::::UUCCAUAUAAUCUACUUUCUCACleavage pacid=37157631 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1
3299 3320 UGAGGUAGUAGAUUGUAUAGUU  : :::.:::::::: .::::UUCCAUAUAAUCUACUUUCUCACleavage pacid=37157631 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1

44 65 UGAGGUAGUAGAUUGUAUAGUU : ::::::::.:..:. ::::CAAUAUACAAUUUGUUGGCUCACleavage pacid=37160112 locus=Phvul.008G107300 ID=Phvul.008G107300.1.v2.1 annot-version=v2.1
44 65 UGAGGUAGUAGAUUGUAUAGUU : ::::::::.:..:. ::::CAAUAUACAAUUUGUUGGCUCACleavage pacid=37160112 locus=Phvul.008G107300 ID=Phvul.008G107300.1.v2.1 annot-version=v2.1

270 291 UGAGGUAGUAGAUUGUAUAGUU   :.:.:.:: :::::.::::CGGUGUGCGAUGUACUAUCUCATranslation pacid=37158053 locus=Phvul.008G115900 ID=Phvul.008G115900.1.v2.1 annot-version=v2.1
270 291 UGAGGUAGUAGAUUGUAUAGUU   :.:.:.:: :::::.::::CGGUGUGCGAUGUACUAUCUCATranslation pacid=37158053 locus=Phvul.008G115900 ID=Phvul.008G115900.1.v2.1 annot-version=v2.1

1032 1053 UGAGGUAGUAGAUUGUAUAGUU  ::. :.:::.:..:::::::UUCUGCAUAAUUUGUUACCUCACleavage pacid=37158298 locus=Phvul.008G257700 ID=Phvul.008G257700.2.v2.1 annot-version=v2.1
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1053 1074 UGAGGUAGUAGAUUGUAUAGUU  ::. :.:::.:..:::::::UUCUGCAUAAUUUGUUACCUCACleavage pacid=37158297 locus=Phvul.008G257700 ID=Phvul.008G257700.1.v2.1 annot-version=v2.1
1032 1053 UGAGGUAGUAGAUUGUAUAGUU  ::. :.:::.:..:::::::UUCUGCAUAAUUUGUUACCUCACleavage pacid=37158298 locus=Phvul.008G257700 ID=Phvul.008G257700.2.v2.1 annot-version=v2.1
1053 1074 UGAGGUAGUAGAUUGUAUAGUU  ::. :.:::.:..:::::::UUCUGCAUAAUUUGUUACCUCACleavage pacid=37158297 locus=Phvul.008G257700 ID=Phvul.008G257700.1.v2.1 annot-version=v2.1
1669 1692 AGAGGUAGUAGGUUGCAUAGUUUU  ::.::::: :.:::.::..:.:UUAAUUAUGCUAUCUAUUAUUUUUCleavage pacid=37157587 locus=Phvul.008G282700 ID=Phvul.008G282700.1.v2.1 annot-version=v2.1
2280 2303 AGAGGUAGUAGGUUGCAUAGUUUU   .::::::.: :::::...:::GUUGCUAUGCGAACUACUGUUUCUCleavage pacid=37158021 locus=Phvul.008G289600 ID=Phvul.008G289600.1.v2.1 annot-version=v2.1

852 873 UGAGGUAGUAGGUUGUAUGGUU:. :::.:.:::::::...:..AGGCAUGCGACCUACUGUUUUGCleavage pacid=37151972 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1
852 873 UGAGGUAGUAGGUUGUAUGGUU:. :::.:.:::::::...:..AGGCAUGCGACCUACUGUUUUGCleavage pacid=37151972 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1
852 873 UGAGGUAGUAGGUUGUAUGGUU:. :::.:.:::::::...:..AGGCAUGCGACCUACUGUUUUGCleavage pacid=37151972 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1
852 873 UGAGGUAGUAGGUUGUAUGGUU:. :::.:.:::::::...:..AGGCAUGCGACCUACUGUUUUGCleavage pacid=37151972 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1
615 636 UGAGGUAGUAGGUUGUAUGGUU .:::::::.:.::.: :.:::UGCCAUACAGCUUAUUUCUUCACleavage pacid=37151643 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1
615 636 UGAGGUAGUAGGUUGUAUGGUU .:::::::.:.::.: :.:::UGCCAUACAGCUUAUUUCUUCACleavage pacid=37151643 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1
615 636 UGAGGUAGUAGGUUGUAUGGUU .:::::::.:.::.: :.:::UGCCAUACAGCUUAUUUCUUCACleavage pacid=37151643 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1
615 636 UGAGGUAGUAGGUUGUAUGGUU .:::::::.:.::.: :.:::UGCCAUACAGCUUAUUUCUUCACleavage pacid=37151643 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1

1826 1847 UGAGGUAGUAGGUUGUAUGGUU    ::.::::.::: ::::::UGGAAUGCAACUUACAACCUCACleavage pacid=37142899 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1
1826 1847 UGAGGUAGUAGGUUGUAUGGUU    ::.::::.::: ::::::UGGAAUGCAACUUACAACCUCACleavage pacid=37142899 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1
1826 1847 UGAGGUAGUAGGUUGUAUGGUU    ::.::::.::: ::::::UGGAAUGCAACUUACAACCUCACleavage pacid=37142899 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1
1826 1847 UGAGGUAGUAGGUUGUAUGGUU    ::.::::.::: ::::::UGGAAUGCAACUUACAACCUCACleavage pacid=37142899 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1

510 531 UGAGGUAGUAGAUUGUAUAGUU : :::.::.:::.::. ::::CAAUAUGCAGUCUGCUGACUCACleavage pacid=37157418 locus=Phvul.011G047100 ID=Phvul.011G047100.1.v2.1 annot-version=v2.1
510 531 UGAGGUAGUAGAUUGUAUAGUU : :::.::.:::.::. ::::CAAUAUGCAGUCUGCUGACUCACleavage pacid=37157418 locus=Phvul.011G047100 ID=Phvul.011G047100.1.v2.1 annot-version=v2.1

9552 9573 UGAGGUAGUAGAUUGUAUAGUU : :.::::::::.::.. :::CAAUGUACAAUCUGCUGUGUCACleavage pacid=37154841 locus=Phvul.011G050300 ID=Phvul.011G050300.1.v2.1 annot-version=v2.1
9552 9573 UGAGGUAGUAGAUUGUAUAGUU : :.::::::::.::.. :::CAAUGUACAAUCUGCUGUGUCACleavage pacid=37154840 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1
9552 9573 UGAGGUAGUAGAUUGUAUAGUU : :.::::::::.::.. :::CAAUGUACAAUCUGCUGUGUCACleavage pacid=37154841 locus=Phvul.011G050300 ID=Phvul.011G050300.1.v2.1 annot-version=v2.1
9552 9573 UGAGGUAGUAGAUUGUAUAGUU : :.::::::::.::.. :::CAAUGUACAAUCUGCUGUGUCACleavage pacid=37154840 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1

81 102 UGAGGUAGUAGAUUGUAUAGUU  ::.:.: .:::.::::.:::GUCUGUGCUGUCUGCUACUUCACleavage pacid=37178902 locus=Phvul.L007343 ID=Phvul.L007343.1.v2.1 annot-version=v2.1
81 102 UGAGGUAGUAGAUUGUAUAGUU  ::.:.: .:::.::::.:::GUCUGUGCUGUCUGCUACUUCACleavage pacid=37178902 locus=Phvul.L007343 ID=Phvul.L007343.1.v2.1 annot-version=v2.1

2388 2409 UGAGGUAGUAGAUUGUAUAGUU:: : :..::::::.: :::::AAAUCUGUAAUCUAUUCCCUCACleavage pacid=37167696 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1
2388 2409 UGAGGUAGUAGAUUGUAUAGUU:: : :..::::::.: :::::AAAUCUGUAAUCUAUUCCCUCACleavage pacid=37167696 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1
2019 2042 AGAGGUAGUAGGUUGCAUAGUUUU      ::: :::.::.:.:.:::AUGCAAAUGAAACUUAUUGCUUCUCleavage pacid=37171142 locus=Phvul.001G036800 ID=Phvul.001G036800.1.v2.1 annot-version=v2.1
1753 1774 UGAGGUAGUAGAUUGUAUAGUU:: ::::.:::.::.:. .:::AAAUAUAUAAUUUAUUGGUUCACleavage pacid=37171024 locus=Phvul.001G100700 ID=Phvul.001G100700.2.v2.1 annot-version=v2.1
1753 1774 UGAGGUAGUAGAUUGUAUAGUU:: ::::.:::.::.:. .:::AAAUAUAUAAUUUAUUGGUUCACleavage pacid=37171024 locus=Phvul.001G100700 ID=Phvul.001G100700.2.v2.1 annot-version=v2.1

678 699 UGAGGUAGUAGGUUGUAUGGUU  :.:::::::::.:: .::: CUCUAUACAACCUGCUUUCUCUCleavage pacid=37169901 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1
678 699 UGAGGUAGUAGGUUGUAUGGUU  :.:::::::::.:: .::: CUCUAUACAACCUGCUUUCUCUCleavage pacid=37169901 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1
678 699 UGAGGUAGUAGGUUGUAUGGUU  :.:::::::::.:: .::: CUCUAUACAACCUGCUUUCUCUCleavage pacid=37169901 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1
678 699 UGAGGUAGUAGGUUGUAUGGUU  :.:::::::::.:: .::: CUCUAUACAACCUGCUUUCUCUCleavage pacid=37169901 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1
495 518 AGAGGUAGUAGGUUGCAUAGUUUU::. :: ::::: ::.::::.:.:AAGCCUUUGCAAGCUGCUACUUUUCleavage pacid=37170160 locus=Phvul.001G247000 ID=Phvul.001G247000.1.v2.1 annot-version=v2.1
601 624 AGAGGUAGUAGGUUGCAUAGUUUU..:.::.::... ::.::::::::GGAGCUGUGUGGACUGCUACCUCUCleavage pacid=37175333 locus=Phvul.002G004100 ID=Phvul.002G004100.1.v2.1 annot-version=v2.1
615 636 UGAGGUAGUAGAUUGUAUAGUU..:::::::::.:: : :.:::GGCUAUACAAUUUAAUCCUUCACleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
615 636 UGAGGUAGUAGAUUGUAUAGUU..:::::::::.:: : :.:::GGCUAUACAAUUUAAUCCUUCACleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
709 732 AGAGGUAGUAGGUUGCAUAGUUUU  :: ::::.::. :..:.:::::UCAAAUAUGUAAUAUGUUGCCUCUTranslation pacid=37177891 locus=Phvul.002G212900 ID=Phvul.002G212900.1.v2.1 annot-version=v2.1
935 956 UGAGGUAGUAGAUUGUAUAGUU::.::::::: :::::::. :.AAUUAUACAAGCUACUACUGCGCleavage pacid=37175448 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1
935 956 UGAGGUAGUAGAUUGUAUAGUU::.::::::: :::::::. :.AAUUAUACAAGCUACUACUGCGCleavage pacid=37175448 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1
160 184 AGAGGUAGUAGGUUGC-AUAGUUUU :.: ::: ::::.:::.:.:.:::CAGAGUAUCGCAAUCUAUUGCUUCUCleavage pacid=37147648 locus=Phvul.003G029000 ID=Phvul.003G029000.2.v2.1 annot-version=v2.1
160 184 AGAGGUAGUAGGUUGC-AUAGUUUU :.: ::: ::::.:::.:.:.:::CAGAGUAUCGCAAUCUAUUGCUUCUCleavage pacid=37147647 locus=Phvul.003G029000 ID=Phvul.003G029000.1.v2.1 annot-version=v2.1
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1287 1308 UGAGGUAGUAGGUUGUAUGGUU  ::::.:: :.::::::.:..CUCCAUGCAUCUUACUACUUUGCleavage pacid=37147433 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1
1360 1381 UGAGGUAGUAGGUUGUAUGGUU  ::::.:: :.::::::.:..CUCCAUGCAUCUUACUACUUUGCleavage pacid=37147432 locus=Phvul.003G087600 ID=Phvul.003G087600.1.v2.1 annot-version=v2.1
1287 1308 UGAGGUAGUAGGUUGUAUGGUU  ::::.:: :.::::::.:..CUCCAUGCAUCUUACUACUUUGCleavage pacid=37147433 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1
1360 1381 UGAGGUAGUAGGUUGUAUGGUU  ::::.:: :.::::::.:..CUCCAUGCAUCUUACUACUUUGCleavage pacid=37147432 locus=Phvul.003G087600 ID=Phvul.003G087600.1.v2.1 annot-version=v2.1
1287 1308 UGAGGUAGUAGGUUGUAUGGUU  ::::.:: :.::::::.:..CUCCAUGCAUCUUACUACUUUGCleavage pacid=37147433 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1
1360 1381 UGAGGUAGUAGGUUGUAUGGUU  ::::.:: :.::::::.:..CUCCAUGCAUCUUACUACUUUGCleavage pacid=37147432 locus=Phvul.003G087600 ID=Phvul.003G087600.1.v2.1 annot-version=v2.1
1287 1308 UGAGGUAGUAGGUUGUAUGGUU  ::::.:: :.::::::.:..CUCCAUGCAUCUUACUACUUUGCleavage pacid=37147433 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1
1360 1381 UGAGGUAGUAGGUUGUAUGGUU  ::::.:: :.::::::.:..CUCCAUGCAUCUUACUACUUUGCleavage pacid=37147432 locus=Phvul.003G087600 ID=Phvul.003G087600.1.v2.1 annot-version=v2.1

575 596 UGAGGUAGUAGAUUGUAUAGUU:.:::::::::.::: ...:.:AGCUAUACAAUUUACAGUUUUACleavage pacid=37147137 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1
575 596 UGAGGUAGUAGAUUGUAUAGUU:.:::::::::.::: ...:.:AGCUAUACAAUUUACAGUUUUACleavage pacid=37147137 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1

1400 1421 UGAGGUAGUAGAUUGUAUAGUU :.:.::. ::.::.:..::::CAUUGUAUCAUUUAUUGUCUCACleavage pacid=37147484 locus=Phvul.003G141700 ID=Phvul.003G141700.1.v2.1 annot-version=v2.1
1400 1421 UGAGGUAGUAGAUUGUAUAGUU :.:.::. ::.::.:..::::CAUUGUAUCAUUUAUUGUCUCACleavage pacid=37147484 locus=Phvul.003G141700 ID=Phvul.003G141700.1.v2.1 annot-version=v2.1
1154 1175 UGAGGUAGUAGGUUGUAUGGUU:: .:::...:.:.::..::::AAAUAUAUGGCUUGCUGUCUCACleavage pacid=37147450 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1
1154 1175 UGAGGUAGUAGGUUGUAUGGUU:: .:::...:.:.::..::::AAAUAUAUGGCUUGCUGUCUCACleavage pacid=37147450 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1
1154 1175 UGAGGUAGUAGGUUGUAUGGUU:: .:::...:.:.::..::::AAAUAUAUGGCUUGCUGUCUCACleavage pacid=37147450 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1
1154 1175 UGAGGUAGUAGGUUGUAUGGUU:: .:::...:.:.::..::::AAAUAUAUGGCUUGCUGUCUCACleavage pacid=37147450 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1

389 412 AGAGGUAGUAGGUUGCAUAGUUUU  :.: :::::::::.::.:. ::CUAGCCAUGCAACCUGCUGCUGCUCleavage pacid=37147487 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1
1354 1377 AGAGGUAGUAGGUUGCAUAGUUUU  :.: :::::::::.::.:. ::CUAGCCAUGCAACCUGCUGCUGCUCleavage pacid=37145147 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1
1492 1515 AGAGGUAGUAGGUUGCAUAGUUUU  :.: :::::::::.::.:. ::CUAGCCAUGCAACCUGCUGCUGCUCleavage pacid=37145146 locus=Phvul.003G294800 ID=Phvul.003G294800.3.v2.1 annot-version=v2.1

763 784 UGAGGUAGUAGGUUGUAUGGUU ::: :: :::::..:.:::.:CACCUUAAAACCUGUUGCCUUACleavage pacid=37163167 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1
763 784 UGAGGUAGUAGGUUGUAUGGUU ::: :: :::::..:.:::.:CACCUUAAAACCUGUUGCCUUACleavage pacid=37163167 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1
763 784 UGAGGUAGUAGGUUGUAUGGUU ::: :: :::::..:.:::.:CACCUUAAAACCUGUUGCCUUACleavage pacid=37163167 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1
763 784 UGAGGUAGUAGGUUGUAUGGUU ::: :: :::::..:.:::.:CACCUUAAAACCUGUUGCCUUACleavage pacid=37163167 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1
724 747 AGAGGUAGUAGGUUGCAUAGUUUU : :: ::::::::::::.:: : CAUACAAUGCAACCUACUGCCACCCleavage pacid=37163425 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1

1991 2012 UGAGGUAGUAGAUUGUAUAGUU  ::::.:::: ::.::.::: GUCUAUGCAAUAUAUUAUCUCUTranslation pacid=37161946 locus=Phvul.004G044900 ID=Phvul.004G044900.1.v2.1 annot-version=v2.1
1991 2012 UGAGGUAGUAGAUUGUAUAGUU  ::::.:::: ::.::.::: GUCUAUGCAAUAUAUUAUCUCUTranslation pacid=37161946 locus=Phvul.004G044900 ID=Phvul.004G044900.1.v2.1 annot-version=v2.1
1035 1057 AGAGGUAGUAGGUUGCAUAGUUUU : ::::::::::: :.:.:::::UAUACUAUGCAACC-AUUGCCUCUTranslation pacid=37162349 locus=Phvul.004G163200 ID=Phvul.004G163200.1.v2.1 annot-version=v2.1
1488 1511 AGAGGUAGUAGGUUGCAUAGUUUU  :::::::..: .::::::.:.:UCAACUAUGUGAGUUACUACUUUUCleavage pacid=37154558 locus=Phvul.005G010700 ID=Phvul.005G010700.2.v2.1 annot-version=v2.1
1497 1518 UGAGGUAGUAGGUUGUAUGGUU :.::: ::::.:..:.:::: UAUCAUCCAACUUGUUGCCUCCCleavage pacid=37152963 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1
1539 1560 UGAGGUAGUAGGUUGUAUGGUU :.::: ::::.:..:.:::: UAUCAUCCAACUUGUUGCCUCCCleavage pacid=37152962 locus=Phvul.005G015800 ID=Phvul.005G015800.1.v2.1 annot-version=v2.1
1497 1518 UGAGGUAGUAGGUUGUAUGGUU :.::: ::::.:..:.:::: UAUCAUCCAACUUGUUGCCUCCCleavage pacid=37152963 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1
1539 1560 UGAGGUAGUAGGUUGUAUGGUU :.::: ::::.:..:.:::: UAUCAUCCAACUUGUUGCCUCCCleavage pacid=37152962 locus=Phvul.005G015800 ID=Phvul.005G015800.1.v2.1 annot-version=v2.1
1497 1518 UGAGGUAGUAGGUUGUAUGGUU :.::: ::::.:..:.:::: UAUCAUCCAACUUGUUGCCUCCCleavage pacid=37152963 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1
1539 1560 UGAGGUAGUAGGUUGUAUGGUU :.::: ::::.:..:.:::: UAUCAUCCAACUUGUUGCCUCCCleavage pacid=37152962 locus=Phvul.005G015800 ID=Phvul.005G015800.1.v2.1 annot-version=v2.1
1497 1518 UGAGGUAGUAGGUUGUAUGGUU :.::: ::::.:..:.:::: UAUCAUCCAACUUGUUGCCUCCCleavage pacid=37152963 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1
1539 1560 UGAGGUAGUAGGUUGUAUGGUU :.::: ::::.:..:.:::: UAUCAUCCAACUUGUUGCCUCCCleavage pacid=37152962 locus=Phvul.005G015800 ID=Phvul.005G015800.1.v2.1 annot-version=v2.1

854 875 UGAGGUAGUAGAUUGUAUAGUU.: ::::::.:. .:::..:::GAAUAUACAGUUAGCUAUUUCATranslation pacid=37152284 locus=Phvul.005G081600 ID=Phvul.005G081600.1.v2.1 annot-version=v2.1
854 875 UGAGGUAGUAGAUUGUAUAGUU.: ::::::.:. .:::..:::GAAUAUACAGUUAGCUAUUUCATranslation pacid=37152284 locus=Phvul.005G081600 ID=Phvul.005G081600.1.v2.1 annot-version=v2.1

10 32 UGAGGUAGUAGAUUG-UAUAGUU::::: : ::::::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152446 locus=Phvul.005G097200 ID=Phvul.005G097200.3.v2.1 annot-version=v2.1
190 212 UGAGGUAGUAGAUUG-UAUAGUU::::: : ::::::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152450 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1
190 212 UGAGGUAGUAGAUUG-UAUAGUU::::: : ::::::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152448 locus=Phvul.005G097200 ID=Phvul.005G097200.5.v2.1 annot-version=v2.1

10 32 UGAGGUAGUAGAUUG-UAUAGUU::::: : ::::::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152446 locus=Phvul.005G097200 ID=Phvul.005G097200.3.v2.1 annot-version=v2.1
190 212 UGAGGUAGUAGAUUG-UAUAGUU::::: : ::::::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152450 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1
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190 212 UGAGGUAGUAGAUUG-UAUAGUU::::: : ::::::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152448 locus=Phvul.005G097200 ID=Phvul.005G097200.5.v2.1 annot-version=v2.1
500 521 UGAGGUAGUAGAUUGUAUAGUU :.: ::.::: :::::..:::UAUUUUAUAAUGUACUAUUUCATranslation pacid=37172254 locus=Phvul.006G062000 ID=Phvul.006G062000.1.v2.1 annot-version=v2.1
500 521 UGAGGUAGUAGAUUGUAUAGUU :.: ::.::: :::::..:::UAUUUUAUAAUGUACUAUUUCATranslation pacid=37172254 locus=Phvul.006G062000 ID=Phvul.006G062000.1.v2.1 annot-version=v2.1

1609 1630 UGAGGUAGUAGAUUGUAUAGUU :.:.::::::::: : :.:::UAUUGUACAAUCUAAUUCUUCACleavage pacid=37171400 locus=Phvul.006G130611 ID=Phvul.006G130611.1.v2.1 annot-version=v2.1
1609 1630 UGAGGUAGUAGAUUGUAUAGUU :.:.::::::::: : :.:::UAUUGUACAAUCUAAUUCUUCACleavage pacid=37171400 locus=Phvul.006G130611 ID=Phvul.006G130611.1.v2.1 annot-version=v2.1

716 739 AGAGGUAGUAGGUUGCAUAGUUUU: :..:::: .::::::: ..:::AUAGUUAUGGGACCUACUUUUUCUCleavage pacid=37171959 locus=Phvul.006G192200 ID=Phvul.006G192200.2.v2.1 annot-version=v2.1
716 739 AGAGGUAGUAGGUUGCAUAGUUUU: :..:::: .::::::: ..:::AUAGUUAUGGGACCUACUUUUUCUCleavage pacid=37171958 locus=Phvul.006G192200 ID=Phvul.006G192200.1.v2.1 annot-version=v2.1
824 847 AGAGGUAGUAGGUUGCAUAGUUUU: :..:::: .::::::: ..:::AUAGUUAUGGGACCUACUUUUUCUCleavage pacid=37171957 locus=Phvul.006G192200 ID=Phvul.006G192200.4.v2.1 annot-version=v2.1
824 847 AGAGGUAGUAGGUUGCAUAGUUUU: :..:::: .::::::: ..:::AUAGUUAUGGGACCUACUUUUUCUCleavage pacid=37171956 locus=Phvul.006G192200 ID=Phvul.006G192200.3.v2.1 annot-version=v2.1
379 402 AGAGGUAGUAGGUUGCAUAGUUUU .:..::: :: ::::::::: ::CGAGUUAUACAUCCUACUACCACUCleavage pacid=37166016 locus=Phvul.007G058400 ID=Phvul.007G058400.1.v2.1 annot-version=v2.1
379 402 AGAGGUAGUAGGUUGCAUAGUUUU .:..::: :: ::::::::: ::CGAGUUAUACAUCCUACUACCACUCleavage pacid=37166015 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1
609 630 UGAGGUAGUAGAUUGUAUAGUU.:::::.: : ::..:::::::GACUAUGCCAACUGUUACCUCACleavage pacid=37166219 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1
609 630 UGAGGUAGUAGAUUGUAUAGUU.:::::.: : ::..:::::::GACUAUGCCAACUGUUACCUCACleavage pacid=37166219 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1
557 580 AGAGGUAGUAGGUUGCAUAGUUUU:.:..: : :.::.:::::..:::AGAGUUUUACGACUUACUAUUUCUCleavage pacid=37166249 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1
388 409 UGAGGUAGUAGAUUGUAUAGUU..::  ::: :.::::::::::GGCUUGACACUUUACUACCUCACleavage pacid=37165459 locus=Phvul.007G198500 ID=Phvul.007G198500.1.v2.1 annot-version=v2.1
388 409 UGAGGUAGUAGAUUGUAUAGUU..::  ::: :.::::::::::GGCUUGACACUUUACUACCUCACleavage pacid=37165459 locus=Phvul.007G198500 ID=Phvul.007G198500.1.v2.1 annot-version=v2.1

2987 3008 UGAGGUAGUAGAUUGUAUAGUU: ::.::. :::: ::.:::::ACCUGUAUCAUCUUCUGCCUCACleavage pacid=37164912 locus=Phvul.007G233800 ID=Phvul.007G233800.1.v2.1 annot-version=v2.1
2987 3008 UGAGGUAGUAGAUUGUAUAGUU: ::.::. :::: ::.:::::ACCUGUAUCAUCUUCUGCCUCACleavage pacid=37164911 locus=Phvul.007G233800 ID=Phvul.007G233800.2.v2.1 annot-version=v2.1
2987 3008 UGAGGUAGUAGAUUGUAUAGUU: ::.::. :::: ::.:::::ACCUGUAUCAUCUUCUGCCUCACleavage pacid=37164912 locus=Phvul.007G233800 ID=Phvul.007G233800.1.v2.1 annot-version=v2.1
2987 3008 UGAGGUAGUAGAUUGUAUAGUU: ::.::. :::: ::.:::::ACCUGUAUCAUCUUCUGCCUCACleavage pacid=37164911 locus=Phvul.007G233800 ID=Phvul.007G233800.2.v2.1 annot-version=v2.1
2341 2362 UGAGGUAGUAGAUUGUAUAGUU: ::.:.: :::::::.:.:..ACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158928 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1
2361 2382 UGAGGUAGUAGAUUGUAUAGUU: ::.:.: :::::::.:.:..ACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158925 locus=Phvul.008G008300 ID=Phvul.008G008300.3.v2.1 annot-version=v2.1
2341 2362 UGAGGUAGUAGAUUGUAUAGUU: ::.:.: :::::::.:.:..ACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158927 locus=Phvul.008G008300 ID=Phvul.008G008300.5.v2.1 annot-version=v2.1
2361 2382 UGAGGUAGUAGAUUGUAUAGUU: ::.:.: :::::::.:.:..ACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158926 locus=Phvul.008G008300 ID=Phvul.008G008300.4.v2.1 annot-version=v2.1
2361 2382 UGAGGUAGUAGAUUGUAUAGUU: ::.:.: :::::::.:.:..ACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158924 locus=Phvul.008G008300 ID=Phvul.008G008300.2.v2.1 annot-version=v2.1
2341 2362 UGAGGUAGUAGAUUGUAUAGUU: ::.:.: :::::::.:.:..ACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158928 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1
2361 2382 UGAGGUAGUAGAUUGUAUAGUU: ::.:.: :::::::.:.:..ACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158925 locus=Phvul.008G008300 ID=Phvul.008G008300.3.v2.1 annot-version=v2.1
2341 2362 UGAGGUAGUAGAUUGUAUAGUU: ::.:.: :::::::.:.:..ACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158927 locus=Phvul.008G008300 ID=Phvul.008G008300.5.v2.1 annot-version=v2.1
2361 2382 UGAGGUAGUAGAUUGUAUAGUU: ::.:.: :::::::.:.:..ACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158926 locus=Phvul.008G008300 ID=Phvul.008G008300.4.v2.1 annot-version=v2.1
2361 2382 UGAGGUAGUAGAUUGUAUAGUU: ::.:.: :::::::.:.:..ACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158924 locus=Phvul.008G008300 ID=Phvul.008G008300.2.v2.1 annot-version=v2.1
3008 3029 UGAGGUAGUAGGUUGUAUGGUU:: ::::.::: ::::.::: :AAGCAUAUAACAUACUGCCUAATranslation pacid=37159578 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1
3008 3029 UGAGGUAGUAGGUUGUAUGGUU:: ::::.::: ::::.::: :AAGCAUAUAACAUACUGCCUAATranslation pacid=37159578 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1
3008 3029 UGAGGUAGUAGGUUGUAUGGUU:: ::::.::: ::::.::: :AAGCAUAUAACAUACUGCCUAATranslation pacid=37159578 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1
3008 3029 UGAGGUAGUAGGUUGUAUGGUU:: ::::.::: ::::.::: :AAGCAUAUAACAUACUGCCUAATranslation pacid=37159578 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1
1469 1490 UGAGGUAGUAGAUUGUAUAGUU ..::::::::: :::::: : CGUUAUACAAUCAACUACCCCUTranslation pacid=37159912 locus=Phvul.008G038300 ID=Phvul.008G038300.1.v2.1 annot-version=v2.1
1469 1490 UGAGGUAGUAGAUUGUAUAGUU ..::::::::: :::::: : CGUUAUACAAUCAACUACCCCUTranslation pacid=37159912 locus=Phvul.008G038300 ID=Phvul.008G038300.1.v2.1 annot-version=v2.1

866 887 UGAGGUAGUAGAUUGUAUAGUU  .::::::::::.. :.::: CCUUAUACAAUCUGUCAUCUCUCleavage pacid=37157650 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1
883 904 UGAGGUAGUAGAUUGUAUAGUU  .::::::::::.. :.::: CCUUAUACAAUCUGUCAUCUCUCleavage pacid=37157649 locus=Phvul.008G093200 ID=Phvul.008G093200.2.v2.1 annot-version=v2.1

1146 1167 UGAGGUAGUAGAUUGUAUAGUU  .::::::::::.. :.::: CCUUAUACAAUCUGUCAUCUCUCleavage pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1
866 887 UGAGGUAGUAGAUUGUAUAGUU  .::::::::::.. :.::: CCUUAUACAAUCUGUCAUCUCUCleavage pacid=37157650 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1
883 904 UGAGGUAGUAGAUUGUAUAGUU  .::::::::::.. :.::: CCUUAUACAAUCUGUCAUCUCUCleavage pacid=37157649 locus=Phvul.008G093200 ID=Phvul.008G093200.2.v2.1 annot-version=v2.1

1146 1167 UGAGGUAGUAGAUUGUAUAGUU  .::::::::::.. :.::: CCUUAUACAAUCUGUCAUCUCUCleavage pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1
593 614 UGAGGUAGUAGAUUGUAUAGUU:.. :: :::: :.::::::::AGUGAUUCAAUGUGCUACCUCATranslation pacid=37158726 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1
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805 826 UGAGGUAGUAGAUUGUAUAGUU ..:: .:::::::: .:.:::UGUUAGGCAAUCUACAGCUUCACleavage pacid=37158726 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1
593 614 UGAGGUAGUAGAUUGUAUAGUU:.. :: :::: :.::::::::AGUGAUUCAAUGUGCUACCUCATranslation pacid=37158726 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1
805 826 UGAGGUAGUAGAUUGUAUAGUU ..:: .:::::::: .:.:::UGUUAGGCAAUCUACAGCUUCACleavage pacid=37158726 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1
972 995 AGAGGUAGUAGGUUGCAUAGUUUU :::.:.: .::..::.:::::.:CAAAUUGUCUAAUUUAUUACCUUUCleavage pacid=37158099 locus=Phvul.008G110000 ID=Phvul.008G110000.1.v2.1 annot-version=v2.1

1025 1046 UGAGGUAGUAGAUUGUAUAGUU::.:.:..:::.:.::::::. AAUUGUGUAAUUUGCUACCUUUCleavage pacid=37161406 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1
1025 1046 UGAGGUAGUAGAUUGUAUAGUU::.:.:..:::.:.::::::. AAUUGUGUAAUUUGCUACCUUUCleavage pacid=37161406 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1

840 863 AGAGGUAGUAGGUUGCAUAGUUUU :::.:.: .::..:.::::::.:CAAAUUGUCUAAUUUGCUACCUUUCleavage pacid=37161383 locus=Phvul.008G110400 ID=Phvul.008G110400.1.v2.1 annot-version=v2.1
929 950 UGAGGUAGUAGAUUGUAUAGUU::.:.:..:::.:.::::::. AAUUGUGUAAUUUGCUACCUUUCleavage pacid=37160139 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1
929 950 UGAGGUAGUAGAUUGUAUAGUU::.:.:..:::.:.::::::. AAUUGUGUAAUUUGCUACCUUUCleavage pacid=37160139 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1
251 274 AGAGGUAGUAGGUUGCAUAGUUUU: ..:::: :.:::: ::.:.:::AUGGCUAUUCGACCUCCUGCUUCUCleavage pacid=37158415 locus=Phvul.008G199500 ID=Phvul.008G199500.1.v2.1 annot-version=v2.1
628 649 UGAGGUAGUAGGUUGUAUGGUU  ::::.:..:: :::::::: UCCCAUGCGGCCCACUACCUCCTranslation pacid=37159277 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1
628 649 UGAGGUAGUAGGUUGUAUGGUU  ::::.:..:: :::::::: UCCCAUGCGGCCCACUACCUCCTranslation pacid=37159277 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1
628 649 UGAGGUAGUAGGUUGUAUGGUU  ::::.:..:: :::::::: UCCCAUGCGGCCCACUACCUCCTranslation pacid=37159277 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1
628 649 UGAGGUAGUAGGUUGUAUGGUU  ::::.:..:: :::::::: UCCCAUGCGGCCCACUACCUCCTranslation pacid=37159277 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1
297 318 UGAGGUAGUAGAUUGUAUAGUU::.: ::...:.::::::.::.AAUUCUAUGGUUUACUACUUCGCleavage pacid=37151925 locus=Phvul.009G026200 ID=Phvul.009G026200.1.v2.1 annot-version=v2.1
297 318 UGAGGUAGUAGAUUGUAUAGUU::.: ::...:.::::::.::.AAUUCUAUGGUUUACUACUUCGCleavage pacid=37151925 locus=Phvul.009G026200 ID=Phvul.009G026200.1.v2.1 annot-version=v2.1

2076 2099 AGAGGUAGUAGGUUGCAUAGUUUU.....:.::. :.::.::.:.:::GGGGUUGUGUCAUCUGCUGCUUCUCleavage pacid=37150990 locus=Phvul.009G040800 ID=Phvul.009G040800.3.v2.1 annot-version=v2.1
2163 2186 AGAGGUAGUAGGUUGCAUAGUUUU.....:.::. :.::.::.:.:::GGGGUUGUGUCAUCUGCUGCUUCUCleavage pacid=37150991 locus=Phvul.009G040800 ID=Phvul.009G040800.1.v2.1 annot-version=v2.1
1812 1835 AGAGGUAGUAGGUUGCAUAGUUUU.....:.::. :.::.::.:.:::GGGGUUGUGUCAUCUGCUGCUUCUCleavage pacid=37150992 locus=Phvul.009G040800 ID=Phvul.009G040800.2.v2.1 annot-version=v2.1
2873 2894 UGAGGUAGUAGGUUGUAUGGUU: .:::::::.::..:::::  AUUCAUACAAUCUGUUACCUGGCleavage pacid=37148874 locus=Phvul.009G121300 ID=Phvul.009G121300.1.v2.1 annot-version=v2.1
2905 2926 UGAGGUAGUAGGUUGUAUGGUU: .:::::::.::..:::::  AUUCAUACAAUCUGUUACCUGGCleavage pacid=37148875 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1
2873 2894 UGAGGUAGUAGGUUGUAUGGUU: .:::::::.::..:::::  AUUCAUACAAUCUGUUACCUGGCleavage pacid=37148874 locus=Phvul.009G121300 ID=Phvul.009G121300.1.v2.1 annot-version=v2.1
2905 2926 UGAGGUAGUAGGUUGUAUGGUU: .:::::::.::..:::::  AUUCAUACAAUCUGUUACCUGGCleavage pacid=37148875 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1
2873 2894 UGAGGUAGUAGGUUGUAUGGUU: .:::::::.::..:::::  AUUCAUACAAUCUGUUACCUGGCleavage pacid=37148874 locus=Phvul.009G121300 ID=Phvul.009G121300.1.v2.1 annot-version=v2.1
2905 2926 UGAGGUAGUAGGUUGUAUGGUU: .:::::::.::..:::::  AUUCAUACAAUCUGUUACCUGGCleavage pacid=37148875 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1
2873 2894 UGAGGUAGUAGGUUGUAUGGUU: .:::::::.::..:::::  AUUCAUACAAUCUGUUACCUGGCleavage pacid=37148874 locus=Phvul.009G121300 ID=Phvul.009G121300.1.v2.1 annot-version=v2.1
2905 2926 UGAGGUAGUAGGUUGUAUGGUU: .:::::::.::..:::::  AUUCAUACAAUCUGUUACCUGGCleavage pacid=37148875 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1

642 663 UGAGGUAGUAGAUUGUAUAGUU:: ::::::::.::::... .:AAGUAUACAAUUUACUGUUCUACleavage pacid=37150051 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1
642 663 UGAGGUAGUAGAUUGUAUAGUU:: ::::::::.::::... .:AAGUAUACAAUUUACUGUUCUACleavage pacid=37150050 locus=Phvul.009G246900 ID=Phvul.009G246900.3.v2.1 annot-version=v2.1
642 663 UGAGGUAGUAGAUUGUAUAGUU:: ::::::::.::::... .:AAGUAUACAAUUUACUGUUCUACleavage pacid=37150048 locus=Phvul.009G246900 ID=Phvul.009G246900.1.v2.1 annot-version=v2.1
642 663 UGAGGUAGUAGAUUGUAUAGUU:: ::::::::.::::... .:AAGUAUACAAUUUACUGUUCUACleavage pacid=37150049 locus=Phvul.009G246900 ID=Phvul.009G246900.2.v2.1 annot-version=v2.1
642 663 UGAGGUAGUAGAUUGUAUAGUU:: ::::::::.::::... .:AAGUAUACAAUUUACUGUUCUACleavage pacid=37150051 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1
642 663 UGAGGUAGUAGAUUGUAUAGUU:: ::::::::.::::... .:AAGUAUACAAUUUACUGUUCUACleavage pacid=37150050 locus=Phvul.009G246900 ID=Phvul.009G246900.3.v2.1 annot-version=v2.1
642 663 UGAGGUAGUAGAUUGUAUAGUU:: ::::::::.::::... .:AAGUAUACAAUUUACUGUUCUACleavage pacid=37150048 locus=Phvul.009G246900 ID=Phvul.009G246900.1.v2.1 annot-version=v2.1
642 663 UGAGGUAGUAGAUUGUAUAGUU:: ::::::::.::::... .:AAGUAUACAAUUUACUGUUCUACleavage pacid=37150049 locus=Phvul.009G246900 ID=Phvul.009G246900.2.v2.1 annot-version=v2.1
886 907 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
892 913 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
886 907 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
892 913 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1
886 907 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
892 913 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
886 907 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
892 913 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1
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886 907 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
892 913 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
886 907 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
892 913 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1
886 907 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
892 913 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
886 907 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
892 913 UGAGGUAGUAGGUUGUAUGGUU..::::.:::::::::. : ::GGCCAUGCAACCUACUGACACACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1

2329 2350 UGAGGUAGUAGGUUGUAUGGUU::.:.:.::::.:.::.: :::AAUCGUGCAACUUGCUGCAUCACleavage pacid=37142908 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1
2329 2350 UGAGGUAGUAGGUUGUAUGGUU::.:.:.::::.:.::.: :::AAUCGUGCAACUUGCUGCAUCACleavage pacid=37142908 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1
2329 2350 UGAGGUAGUAGGUUGUAUGGUU::.:.:.::::.:.::.: :::AAUCGUGCAACUUGCUGCAUCACleavage pacid=37142908 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1
2329 2350 UGAGGUAGUAGGUUGUAUGGUU::.:.:.::::.:.::.: :::AAUCGUGCAACUUGCUGCAUCACleavage pacid=37142908 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1
3280 3301 UGAGGUAGUAGGUUGUAUGGUU ::.:::: ::.::::::: .:UACUAUACUACUUACUACCAUACleavage pacid=37155198 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1
3280 3301 UGAGGUAGUAGGUUGUAUGGUU ::.:::: ::.::::::: .:UACUAUACUACUUACUACCAUACleavage pacid=37155198 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1
3280 3301 UGAGGUAGUAGGUUGUAUGGUU ::.:::: ::.::::::: .:UACUAUACUACUUACUACCAUACleavage pacid=37155198 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1
3280 3301 UGAGGUAGUAGGUUGUAUGGUU ::.:::: ::.::::::: .:UACUAUACUACUUACUACCAUACleavage pacid=37155198 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1

278 299 UGAGGUAGUAGGUUGUAUGGUU::::: ::::.:::.: :.:::AACCAAACAAUCUAUUCCUUCACleavage pacid=37155251 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1
278 299 UGAGGUAGUAGGUUGUAUGGUU::::: ::::.:::.: :.:::AACCAAACAAUCUAUUCCUUCACleavage pacid=37155251 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1
278 299 UGAGGUAGUAGGUUGUAUGGUU::::: ::::.:::.: :.:::AACCAAACAAUCUAUUCCUUCACleavage pacid=37155251 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1
278 299 UGAGGUAGUAGGUUGUAUGGUU::::: ::::.:::.: :.:::AACCAAACAAUCUAUUCCUUCACleavage pacid=37155251 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1
405 426 UGAGGUAGUAGAUUGUAUAGUU .:::::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155968 locus=Phvul.011G160800 ID=Phvul.011G160800.1.v2.1 annot-version=v2.1
410 431 UGAGGUAGUAGAUUGUAUAGUU .:::::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155970 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1
405 426 UGAGGUAGUAGAUUGUAUAGUU .:::::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155969 locus=Phvul.011G160800 ID=Phvul.011G160800.2.v2.1 annot-version=v2.1
405 426 UGAGGUAGUAGAUUGUAUAGUU .:::::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155968 locus=Phvul.011G160800 ID=Phvul.011G160800.1.v2.1 annot-version=v2.1
410 431 UGAGGUAGUAGAUUGUAUAGUU .:::::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155970 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1
405 426 UGAGGUAGUAGAUUGUAUAGUU .:::::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155969 locus=Phvul.011G160800 ID=Phvul.011G160800.2.v2.1 annot-version=v2.1

25 46 UGAGGUAGUAGGUUGUAUGGUU :.::: .::.:::.::..:.:CAUCAUUUAAUCUAUUAUUUUACleavage pacid=37157390 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1
25 46 UGAGGUAGUAGGUUGUAUGGUU :.::: .::.:::.::..:.:CAUCAUUUAAUCUAUUAUUUUACleavage pacid=37157390 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1
25 46 UGAGGUAGUAGGUUGUAUGGUU :.::: .::.:::.::..:.:CAUCAUUUAAUCUAUUAUUUUACleavage pacid=37157390 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1
25 46 UGAGGUAGUAGGUUGUAUGGUU :.::: .::.:::.::..:.:CAUCAUUUAAUCUAUUAUUUUACleavage pacid=37157390 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1

317 340 AGAGGUAGUAGGUUGCAUAGUUUU::: :: : ::::.: ::::::::AAAUCUCUUCAACUUUCUACCUCUCleavage pacid=37154996 locus=Phvul.011G190200 ID=Phvul.011G190200.3.v2.1 annot-version=v2.1
317 340 AGAGGUAGUAGGUUGCAUAGUUUU::: :: : ::::.: ::::::::AAAUCUCUUCAACUUUCUACCUCUCleavage pacid=37154995 locus=Phvul.011G190200 ID=Phvul.011G190200.2.v2.1 annot-version=v2.1

28 48 UGAGGUAGUAGAUUGUAUAGUU ::::::.:::::.:: :.:::CACUAUAUAAUCUGCU-CUUCACleavage pacid=37170071 locus=Phvul.001G098600 ID=Phvul.001G098600.1.v2.1 annot-version=v2.1
28 48 UGAGGUAGUAGAUUGUAUAGUU ::::::.:::::.:: :.:::CACUAUAUAAUCUGCU-CUUCACleavage pacid=37170071 locus=Phvul.001G098600 ID=Phvul.001G098600.1.v2.1 annot-version=v2.1

1608 1629 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170358 locus=Phvul.001G102901 ID=Phvul.001G102901.2.v2.1 annot-version=v2.1
1614 1635 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170360 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1
1617 1638 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170359 locus=Phvul.001G102901 ID=Phvul.001G102901.3.v2.1 annot-version=v2.1
1670 1691 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170357 locus=Phvul.001G102901 ID=Phvul.001G102901.1.v2.1 annot-version=v2.1
1608 1629 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170358 locus=Phvul.001G102901 ID=Phvul.001G102901.2.v2.1 annot-version=v2.1
1614 1635 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170360 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1
1617 1638 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170359 locus=Phvul.001G102901 ID=Phvul.001G102901.3.v2.1 annot-version=v2.1
1670 1691 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170357 locus=Phvul.001G102901 ID=Phvul.001G102901.1.v2.1 annot-version=v2.1
1608 1629 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170358 locus=Phvul.001G102901 ID=Phvul.001G102901.2.v2.1 annot-version=v2.1
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1614 1635 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170360 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1
1617 1638 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170359 locus=Phvul.001G102901 ID=Phvul.001G102901.3.v2.1 annot-version=v2.1
1670 1691 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170357 locus=Phvul.001G102901 ID=Phvul.001G102901.1.v2.1 annot-version=v2.1
1608 1629 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170358 locus=Phvul.001G102901 ID=Phvul.001G102901.2.v2.1 annot-version=v2.1
1614 1635 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170360 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1
1617 1638 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170359 locus=Phvul.001G102901 ID=Phvul.001G102901.3.v2.1 annot-version=v2.1
1670 1691 UGAGGUAGUAGGUUGUAUGGUU.:::: :.:.::::: ::::: GACCAAAUAGCCUACCACCUCCCleavage pacid=37170357 locus=Phvul.001G102901 ID=Phvul.001G102901.1.v2.1 annot-version=v2.1
1388 1412 AGAGGUAGUA-GGUUGCAUAGUUUU :..:::::::::. ::.:::::.:UAGGCUAUGCAACUAUAUUACCUUUTranslation pacid=37168948 locus=Phvul.001G147800 ID=Phvul.001G147800.2.v2.1 annot-version=v2.1

12 33 UGAGGUAGUAGGUUGUAUGGUU:.::: : ::.::.:::: :::AGCCACAGAAUCUGCUACAUCACleavage pacid=37168987 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1
12 33 UGAGGUAGUAGGUUGUAUGGUU:.::: : ::.::.:::: :::AGCCACAGAAUCUGCUACAUCACleavage pacid=37168987 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1
12 33 UGAGGUAGUAGGUUGUAUGGUU:.::: : ::.::.:::: :::AGCCACAGAAUCUGCUACAUCACleavage pacid=37168987 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1
12 33 UGAGGUAGUAGGUUGUAUGGUU:.::: : ::.::.:::: :::AGCCACAGAAUCUGCUACAUCACleavage pacid=37168987 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1

145 166 UGAGGUAGUAGAUUGUAUAGUU.:.:.:.::. ::..::.::::GAUUGUGCAGCCUGUUAUCUCACleavage pacid=37168919 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1
145 166 UGAGGUAGUAGAUUGUAUAGUU.:.:.:.::. ::..::.::::GAUUGUGCAGCCUGUUAUCUCACleavage pacid=37168919 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1

1118 1139 UGAGGUAGUAGGUUGUAUGGUU :.:::::::: ::.:..:: :UAUCAUACAACAUAUUGUCUGATranslation pacid=37169686 locus=Phvul.001G200700 ID=Phvul.001G200700.3.v2.1 annot-version=v2.1
1118 1139 UGAGGUAGUAGGUUGUAUGGUU :.:::::::: ::.:..:: :UAUCAUACAACAUAUUGUCUGATranslation pacid=37169685 locus=Phvul.001G200700 ID=Phvul.001G200700.1.v2.1 annot-version=v2.1
1118 1139 UGAGGUAGUAGGUUGUAUGGUU :.:::::::: ::.:..:: :UAUCAUACAACAUAUUGUCUGATranslation pacid=37169686 locus=Phvul.001G200700 ID=Phvul.001G200700.3.v2.1 annot-version=v2.1
1118 1139 UGAGGUAGUAGGUUGUAUGGUU :.:::::::: ::.:..:: :UAUCAUACAACAUAUUGUCUGATranslation pacid=37169685 locus=Phvul.001G200700 ID=Phvul.001G200700.1.v2.1 annot-version=v2.1
1118 1139 UGAGGUAGUAGGUUGUAUGGUU :.:::::::: ::.:..:: :UAUCAUACAACAUAUUGUCUGATranslation pacid=37169686 locus=Phvul.001G200700 ID=Phvul.001G200700.3.v2.1 annot-version=v2.1
1118 1139 UGAGGUAGUAGGUUGUAUGGUU :.:::::::: ::.:..:: :UAUCAUACAACAUAUUGUCUGATranslation pacid=37169685 locus=Phvul.001G200700 ID=Phvul.001G200700.1.v2.1 annot-version=v2.1
1118 1139 UGAGGUAGUAGGUUGUAUGGUU :.:::::::: ::.:..:: :UAUCAUACAACAUAUUGUCUGATranslation pacid=37169686 locus=Phvul.001G200700 ID=Phvul.001G200700.3.v2.1 annot-version=v2.1
1118 1139 UGAGGUAGUAGGUUGUAUGGUU :.:::::::: ::.:..:: :UAUCAUACAACAUAUUGUCUGATranslation pacid=37169685 locus=Phvul.001G200700 ID=Phvul.001G200700.1.v2.1 annot-version=v2.1

40 63 AGAGGUAGUAGGUUGCAUAGUUUU..:: :.::..:.:::.: .::::GGAAAUGUGUGAUCUAUUCUCUCUCleavage pacid=37168993 locus=Phvul.001G260300 ID=Phvul.001G260300.1.v2.1 annot-version=v2.1
1077 1098 UGAGGUAGUAGAUUGUAUAGUU .::.:.::.:::..::..:..CGCUGUGCAGUCUGUUAUUUUGCleavage pacid=37169062 locus=Phvul.001G268700 ID=Phvul.001G268700.1.v2.1 annot-version=v2.1
1077 1098 UGAGGUAGUAGAUUGUAUAGUU .::.:.::.:::..::..:..CGCUGUGCAGUCUGUUAUUUUGCleavage pacid=37169062 locus=Phvul.001G268700 ID=Phvul.001G268700.1.v2.1 annot-version=v2.1
1175 1196 UGAGGUAGUAGAUUGUAUAGUU:.. :::::: ::::::: :.:AGUGAUACAAGCUACUACAUUACleavage pacid=37175569 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1
1175 1196 UGAGGUAGUAGAUUGUAUAGUU:.. :::::: ::::::: :.:AGUGAUACAAGCUACUACAUUACleavage pacid=37175569 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1

615 636 UGAGGUAGUAGGUUGUAUGGUU:: ..:::::.::::::. :..AAGUGUACAAUCUACUAUGUUGCleavage pacid=37177199 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1
615 636 UGAGGUAGUAGGUUGUAUGGUU:: ..:::::.::::::. :..AAGUGUACAAUCUACUAUGUUGCleavage pacid=37177199 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1
615 636 UGAGGUAGUAGGUUGUAUGGUU:: ..:::::.::::::. :..AAGUGUACAAUCUACUAUGUUGCleavage pacid=37177199 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1
615 636 UGAGGUAGUAGGUUGUAUGGUU:: ..:::::.::::::. :..AAGUGUACAAUCUACUAUGUUGCleavage pacid=37177199 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1
958 979 UGAGGUAGUAGAUUGUAUAGUU::.: ::::::.: .:::.:.:AAUUCUACAAUUUUUUACUUUACleavage pacid=37176681 locus=Phvul.002G163400 ID=Phvul.002G163400.1.v2.1 annot-version=v2.1
958 979 UGAGGUAGUAGAUUGUAUAGUU::.: ::::::.: .:::.:.:AAUUCUACAAUUUUUUACUUUACleavage pacid=37176681 locus=Phvul.002G163400 ID=Phvul.002G163400.1.v2.1 annot-version=v2.1

1506 1527 UGAGGUAGUAGGUUGUAUGGUU::::: : :::.:.::..::.:AACCAAAGAACUUGCUGUCUUACleavage pacid=37174412 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1
1506 1527 UGAGGUAGUAGGUUGUAUGGUU::::: : :::.:.::..::.:AACCAAAGAACUUGCUGUCUUACleavage pacid=37174412 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1
1506 1527 UGAGGUAGUAGGUUGUAUGGUU::::: : :::.:.::..::.:AACCAAAGAACUUGCUGUCUUACleavage pacid=37174412 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1
1506 1527 UGAGGUAGUAGGUUGUAUGGUU::::: : :::.:.::..::.:AACCAAAGAACUUGCUGUCUUACleavage pacid=37174412 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1

102 123 UGAGGUAGUAGAUUGUAUAGUU:: ::::.:: ::.::.:.:: AAAUAUAUAAGCUGCUGCUUCUCleavage pacid=37175361 locus=Phvul.002G216700 ID=Phvul.002G216700.3.v2.1 annot-version=v2.1
102 123 UGAGGUAGUAGAUUGUAUAGUU:: ::::.:: ::.::.:.:: AAAUAUAUAAGCUGCUGCUUCUCleavage pacid=37175360 locus=Phvul.002G216700 ID=Phvul.002G216700.2.v2.1 annot-version=v2.1
102 123 UGAGGUAGUAGAUUGUAUAGUU:: ::::.:: ::.::.:.:: AAAUAUAUAAGCUGCUGCUUCUCleavage pacid=37175361 locus=Phvul.002G216700 ID=Phvul.002G216700.3.v2.1 annot-version=v2.1
102 123 UGAGGUAGUAGAUUGUAUAGUU:: ::::.:: ::.::.:.:: AAAUAUAUAAGCUGCUGCUUCUCleavage pacid=37175360 locus=Phvul.002G216700 ID=Phvul.002G216700.2.v2.1 annot-version=v2.1
628 649 UGAGGUAGUAGAUUGUAUAGUU.:.:::..:: : :::::.:::GAUUAUGUAAACAACUACUUCATranslation pacid=37176697 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1
628 649 UGAGGUAGUAGAUUGUAUAGUU.:.:::..:: : :::::.:::GAUUAUGUAAACAACUACUUCATranslation pacid=37176697 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1
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935 956 UGAGGUAGUAGGUUGUAUGGUU::..:::::: :::::::. :.AAUUAUACAAGCUACUACUGCGCleavage pacid=37175448 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1
935 956 UGAGGUAGUAGGUUGUAUGGUU::..:::::: :::::::. :.AAUUAUACAAGCUACUACUGCGCleavage pacid=37175448 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1
935 956 UGAGGUAGUAGGUUGUAUGGUU::..:::::: :::::::. :.AAUUAUACAAGCUACUACUGCGCleavage pacid=37175448 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1
935 956 UGAGGUAGUAGGUUGUAUGGUU::..:::::: :::::::. :.AAUUAUACAAGCUACUACUGCGCleavage pacid=37175448 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1
342 363 UGAGGUAGUAGGUUGUAUGGUU: :.:::.:::.::.:..: ::AUCUAUAUAACUUAUUGUCCCACleavage pacid=37177385 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1
342 363 UGAGGUAGUAGGUUGUAUGGUU: :.:::.:::.::.:..: ::AUCUAUAUAACUUAUUGUCCCACleavage pacid=37177385 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1
342 363 UGAGGUAGUAGGUUGUAUGGUU: :.:::.:::.::.:..: ::AUCUAUAUAACUUAUUGUCCCACleavage pacid=37177385 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1
342 363 UGAGGUAGUAGGUUGUAUGGUU: :.:::.:::.::.:..: ::AUCUAUAUAACUUAUUGUCCCACleavage pacid=37177385 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1

1025 1046 UGAGGUAGUAGAUUGUAUAGUU.:::. :::::.:.::.:.:..GACUGAACAAUUUGCUGCUUUGCleavage pacid=37176433 locus=Phvul.002G290904 ID=Phvul.002G290904.1.v2.1 annot-version=v2.1
1025 1046 UGAGGUAGUAGAUUGUAUAGUU.:::. :::::.:.::.:.:..GACUGAACAAUUUGCUGCUUUGCleavage pacid=37176433 locus=Phvul.002G290904 ID=Phvul.002G290904.1.v2.1 annot-version=v2.1
1036 1057 UGAGGUAGUAGAUUGUAUAGUU::. .:: .:::::::.:::: AAUGGUAGGAUCUACUGCCUCUCleavage pacid=37175200 locus=Phvul.002G309100 ID=Phvul.002G309100.1.v2.1 annot-version=v2.1
1036 1057 UGAGGUAGUAGAUUGUAUAGUU::. .:: .:::::::.:::: AAUGGUAGGAUCUACUGCCUCUCleavage pacid=37175200 locus=Phvul.002G309100 ID=Phvul.002G309100.1.v2.1 annot-version=v2.1

21 42 UGAGGUAGUAGGUUGUAUGGUU  :.:::: ::::.::::::  UUCUAUACCACCUGCUACCUACCleavage pacid=37176242 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1
21 42 UGAGGUAGUAGGUUGUAUGGUU  :.:::: ::::.::::::  UUCUAUACCACCUGCUACCUACCleavage pacid=37176242 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1
21 42 UGAGGUAGUAGGUUGUAUGGUU  :.:::: ::::.::::::  UUCUAUACCACCUGCUACCUACCleavage pacid=37176242 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1
21 42 UGAGGUAGUAGGUUGUAUGGUU  :.:::: ::::.::::::  UUCUAUACCACCUGCUACCUACCleavage pacid=37176242 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1

706 727 UGAGGUAGUAGGUUGUAUGGUU :::::. :.::::.:...:.:CACCAUGAAGCCUAUUGUUUUACleavage pacid=37177610 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1
726 747 UGAGGUAGUAGGUUGUAUGGUU :::::. :.::::.:...:.:CACCAUGAAGCCUAUUGUUUUACleavage pacid=37177609 locus=Phvul.002G329900 ID=Phvul.002G329900.1.v2.1 annot-version=v2.1
706 727 UGAGGUAGUAGGUUGUAUGGUU :::::. :.::::.:...:.:CACCAUGAAGCCUAUUGUUUUACleavage pacid=37177610 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1
726 747 UGAGGUAGUAGGUUGUAUGGUU :::::. :.::::.:...:.:CACCAUGAAGCCUAUUGUUUUACleavage pacid=37177609 locus=Phvul.002G329900 ID=Phvul.002G329900.1.v2.1 annot-version=v2.1
706 727 UGAGGUAGUAGGUUGUAUGGUU :::::. :.::::.:...:.:CACCAUGAAGCCUAUUGUUUUACleavage pacid=37177610 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1
726 747 UGAGGUAGUAGGUUGUAUGGUU :::::. :.::::.:...:.:CACCAUGAAGCCUAUUGUUUUACleavage pacid=37177609 locus=Phvul.002G329900 ID=Phvul.002G329900.1.v2.1 annot-version=v2.1
706 727 UGAGGUAGUAGGUUGUAUGGUU :::::. :.::::.:...:.:CACCAUGAAGCCUAUUGUUUUACleavage pacid=37177610 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1
726 747 UGAGGUAGUAGGUUGUAUGGUU :::::. :.::::.:...:.:CACCAUGAAGCCUAUUGUUUUACleavage pacid=37177609 locus=Phvul.002G329900 ID=Phvul.002G329900.1.v2.1 annot-version=v2.1

12 33 UGAGGUAGUAGAUUGUAUAGUU :::. .:::::::::.:. ::CACUGGGCAAUCUACUGCUACACleavage pacid=37144552 locus=Phvul.003G032300 ID=Phvul.003G032300.1.v2.1 annot-version=v2.1
12 33 UGAGGUAGUAGAUUGUAUAGUU :::. .:::::::::.:. ::CACUGGGCAAUCUACUGCUACACleavage pacid=37144552 locus=Phvul.003G032300 ID=Phvul.003G032300.1.v2.1 annot-version=v2.1

1022 1043 UGAGGUAGUAGAUUGUAUAGUU  ::.::::::.::.: :.:: UUCUGUACAAUUUAUUCCUUCUCleavage pacid=37145473 locus=Phvul.003G057700 ID=Phvul.003G057700.1.v2.1 annot-version=v2.1
1022 1043 UGAGGUAGUAGAUUGUAUAGUU  ::.::::::.::.: :.:: UUCUGUACAAUUUAUUCCUUCUCleavage pacid=37145473 locus=Phvul.003G057700 ID=Phvul.003G057700.1.v2.1 annot-version=v2.1

883 904 UGAGGUAGUAGGUUGUAUGGUU.::: :: :::: :::::::: GACCCUAAAACCAACUACCUCUTranslation pacid=37147041 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1
883 904 UGAGGUAGUAGGUUGUAUGGUU.::: :: :::: :::::::: GACCCUAAAACCAACUACCUCUTranslation pacid=37147041 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1
883 904 UGAGGUAGUAGGUUGUAUGGUU.::: :: :::: :::::::: GACCCUAAAACCAACUACCUCUTranslation pacid=37147041 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1
883 904 UGAGGUAGUAGGUUGUAUGGUU.::: :: :::: :::::::: GACCCUAAAACCAACUACCUCUTranslation pacid=37147041 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1

1371 1392 UGAGGUAGUAGGUUGUAUGGUU.:: :::..:::::: ::::..GACAAUAUGACCUACCACCUUGCleavage pacid=37145378 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1
1371 1392 UGAGGUAGUAGGUUGUAUGGUU.:: :::..:::::: ::::..GACAAUAUGACCUACCACCUUGCleavage pacid=37145378 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1
1371 1392 UGAGGUAGUAGGUUGUAUGGUU.:: :::..:::::: ::::..GACAAUAUGACCUACCACCUUGCleavage pacid=37145378 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1
1371 1392 UGAGGUAGUAGGUUGUAUGGUU.:: :::..:::::: ::::..GACAAUAUGACCUACCACCUUGCleavage pacid=37145378 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1

306 327 UGAGGUAGUAGGUUGUAUGGUU.:::: ::::..:..::..::.GACCAAACAAUUUGUUAUUUCGCleavage pacid=37146857 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1
306 327 UGAGGUAGUAGGUUGUAUGGUU.:::: ::::..:..::..::.GACCAAACAAUUUGUUAUUUCGCleavage pacid=37146856 locus=Phvul.003G247200 ID=Phvul.003G247200.1.v2.1 annot-version=v2.1
306 327 UGAGGUAGUAGGUUGUAUGGUU.:::: ::::..:..::..::.GACCAAACAAUUUGUUAUUUCGCleavage pacid=37146857 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1
306 327 UGAGGUAGUAGGUUGUAUGGUU.:::: ::::..:..::..::.GACCAAACAAUUUGUUAUUUCGCleavage pacid=37146856 locus=Phvul.003G247200 ID=Phvul.003G247200.1.v2.1 annot-version=v2.1
306 327 UGAGGUAGUAGGUUGUAUGGUU.:::: ::::..:..::..::.GACCAAACAAUUUGUUAUUUCGCleavage pacid=37146857 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1
306 327 UGAGGUAGUAGGUUGUAUGGUU.:::: ::::..:..::..::.GACCAAACAAUUUGUUAUUUCGCleavage pacid=37146856 locus=Phvul.003G247200 ID=Phvul.003G247200.1.v2.1 annot-version=v2.1
306 327 UGAGGUAGUAGGUUGUAUGGUU.:::: ::::..:..::..::.GACCAAACAAUUUGUUAUUUCGCleavage pacid=37146857 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1
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Do not distribute

306 327 UGAGGUAGUAGGUUGUAUGGUU.:::: ::::..:..::..::.GACCAAACAAUUUGUUAUUUCGCleavage pacid=37146856 locus=Phvul.003G247200 ID=Phvul.003G247200.1.v2.1 annot-version=v2.1
125 146 UGAGGUAGUAGAUUGUAUAGUU.::::::.:.:. :.::..:::GACUAUAUAGUUGAUUAUUUCATranslation pacid=37146681 locus=Phvul.003G280100 ID=Phvul.003G280100.2.v2.1 annot-version=v2.1
125 146 UGAGGUAGUAGAUUGUAUAGUU.::::::.:.:. :.::..:::GACUAUAUAGUUGAUUAUUUCATranslation pacid=37146681 locus=Phvul.003G280100 ID=Phvul.003G280100.2.v2.1 annot-version=v2.1
391 412 UGAGGUAGUAGGUUGUAUGGUU:.::::.::::::.::.:. : AGCCAUGCAACCUGCUGCUGCUCleavage pacid=37147487 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1
391 412 UGAGGUAGUAGGUUGUAUGGUU:.::::.::::::.::.:. : AGCCAUGCAACCUGCUGCUGCUCleavage pacid=37147487 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1
391 412 UGAGGUAGUAGGUUGUAUGGUU:.::::.::::::.::.:. : AGCCAUGCAACCUGCUGCUGCUCleavage pacid=37147487 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1
391 412 UGAGGUAGUAGGUUGUAUGGUU:.::::.::::::.::.:. : AGCCAUGCAACCUGCUGCUGCUCleavage pacid=37147487 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1

1356 1377 UGAGGUAGUAGGUUGUAUGGUU:.::::.::::::.::.:. : AGCCAUGCAACCUGCUGCUGCUCleavage pacid=37145147 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1
1494 1515 UGAGGUAGUAGGUUGUAUGGUU:.::::.::::::.::.:. : AGCCAUGCAACCUGCUGCUGCUCleavage pacid=37145146 locus=Phvul.003G294800 ID=Phvul.003G294800.3.v2.1 annot-version=v2.1
1356 1377 UGAGGUAGUAGGUUGUAUGGUU:.::::.::::::.::.:. : AGCCAUGCAACCUGCUGCUGCUCleavage pacid=37145147 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1
1494 1515 UGAGGUAGUAGGUUGUAUGGUU:.::::.::::::.::.:. : AGCCAUGCAACCUGCUGCUGCUCleavage pacid=37145146 locus=Phvul.003G294800 ID=Phvul.003G294800.3.v2.1 annot-version=v2.1
1356 1377 UGAGGUAGUAGGUUGUAUGGUU:.::::.::::::.::.:. : AGCCAUGCAACCUGCUGCUGCUCleavage pacid=37145147 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1
1494 1515 UGAGGUAGUAGGUUGUAUGGUU:.::::.::::::.::.:. : AGCCAUGCAACCUGCUGCUGCUCleavage pacid=37145146 locus=Phvul.003G294800 ID=Phvul.003G294800.3.v2.1 annot-version=v2.1
1356 1377 UGAGGUAGUAGGUUGUAUGGUU:.::::.::::::.::.:. : AGCCAUGCAACCUGCUGCUGCUCleavage pacid=37145147 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1
1494 1515 UGAGGUAGUAGGUUGUAUGGUU:.::::.::::::.::.:. : AGCCAUGCAACCUGCUGCUGCUCleavage pacid=37145146 locus=Phvul.003G294800 ID=Phvul.003G294800.3.v2.1 annot-version=v2.1

726 747 UGAGGUAGUAGGUUGUAUGGUU :: ::.:::::::::.:: : UACAAUGCAACCUACUGCCACCCleavage pacid=37163425 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1
726 747 UGAGGUAGUAGGUUGUAUGGUU :: ::.:::::::::.:: : UACAAUGCAACCUACUGCCACCCleavage pacid=37163425 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1
726 747 UGAGGUAGUAGGUUGUAUGGUU :: ::.:::::::::.:: : UACAAUGCAACCUACUGCCACCCleavage pacid=37163425 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1
726 747 UGAGGUAGUAGGUUGUAUGGUU :: ::.:::::::::.:: : UACAAUGCAACCUACUGCCACCCleavage pacid=37163425 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1

2099 2120 UGAGGUAGUAGAUUGUAUAGUU  ::::..::: ::.::.::: GUCUAUGUAAUAUAUUAUCUCUTranslation pacid=37161823 locus=Phvul.004G044800 ID=Phvul.004G044800.1.v2.1 annot-version=v2.1
2099 2120 UGAGGUAGUAGAUUGUAUAGUU  ::::..::: ::.::.::: GUCUAUGUAAUAUAUUAUCUCUTranslation pacid=37161823 locus=Phvul.004G044800 ID=Phvul.004G044800.1.v2.1 annot-version=v2.1
3322 3343 UGAGGUAGUAGGUUGUAUGGUU :::::.::::::.::. .:..CACCAUGCAACCUGCUGGUUUGCleavage pacid=37163227 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1
3322 3343 UGAGGUAGUAGGUUGUAUGGUU :::::.::::::.::. .:..CACCAUGCAACCUGCUGGUUUGCleavage pacid=37163227 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1
3322 3343 UGAGGUAGUAGGUUGUAUGGUU :::::.::::::.::. .:..CACCAUGCAACCUGCUGGUUUGCleavage pacid=37163227 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1
3322 3343 UGAGGUAGUAGGUUGUAUGGUU :::::.::::::.::. .:..CACCAUGCAACCUGCUGGUUUGCleavage pacid=37163227 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1

616 637 UGAGGUAGUAGGUUGUAUGGUU :::::: : :::::::.:: :CACCAUAAACCCUACUAUCUGACleavage pacid=37162464 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1
616 637 UGAGGUAGUAGGUUGUAUGGUU :::::: : :::::::.:: :CACCAUAAACCCUACUAUCUGACleavage pacid=37162464 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1
616 637 UGAGGUAGUAGGUUGUAUGGUU :::::: : :::::::.:: :CACCAUAAACCCUACUAUCUGACleavage pacid=37162464 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1
616 637 UGAGGUAGUAGGUUGUAUGGUU :::::: : :::::::.:: :CACCAUAAACCCUACUAUCUGACleavage pacid=37162464 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1

1251 1272 UGAGGUAGUAGGUUGUAUGGUU :::::: ::..:..::.::: CACCAUAGAAUUUGUUAUCUCUCleavage pacid=37154384 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1
1251 1272 UGAGGUAGUAGGUUGUAUGGUU :::::: ::..:..::.::: CACCAUAGAAUUUGUUAUCUCUCleavage pacid=37154384 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1
1251 1272 UGAGGUAGUAGGUUGUAUGGUU :::::: ::..:..::.::: CACCAUAGAAUUUGUUAUCUCUCleavage pacid=37154384 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1
1251 1272 UGAGGUAGUAGGUUGUAUGGUU :::::: ::..:..::.::: CACCAUAGAAUUUGUUAUCUCUCleavage pacid=37154384 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1
1073 1096 AGAGGUAGUAGGUUGCAUAGUUUU.: ::::::::::.:.: ::: .:GACACUAUGCAACUUGCAACCCUUCleavage pacid=37153872 locus=Phvul.005G014300 ID=Phvul.005G014300.2.v2.1 annot-version=v2.1
2517 2540 AGAGGUAGUAGGUUGCAUAGUUUU ::.:  :::::.:::: ::::.:UAAGCGCUGCAAUCUACAACCUUUCleavage pacid=37154040 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1
3256 3279 AGAGGUAGUAGGUUGCAUAGUUUU.::.:  ::.:::::::::. :::GAAGCAUUGUAACCUACUAUAUCUCleavage pacid=37154500 locus=Phvul.005G095300 ID=Phvul.005G095300.1.v2.1 annot-version=v2.1

196 219 AGAGGUAGUAGGUUGCAUAGUUUU: ::.:.::::.. ::.:.:.:::ACAAUUGUGCAGUAUAUUGCUUCUTranslation pacid=37152872 locus=Phvul.005G100300 ID=Phvul.005G100300.1.v2.1 annot-version=v2.1
735 756 UGAGGUAGUAGGUUGUAUGGUU:...: :.::..: ::::::::AGUUAGAUAAUUUCCUACCUCACleavage pacid=37152909 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1
825 846 UGAGGUAGUAGGUUGUAUGGUU:...: :.::..: ::::::::AGUUAGAUAAUUUCCUACCUCACleavage pacid=37152908 locus=Phvul.005G116100 ID=Phvul.005G116100.1.v2.1 annot-version=v2.1
735 756 UGAGGUAGUAGGUUGUAUGGUU:...: :.::..: ::::::::AGUUAGAUAAUUUCCUACCUCACleavage pacid=37152909 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1
825 846 UGAGGUAGUAGGUUGUAUGGUU:...: :.::..: ::::::::AGUUAGAUAAUUUCCUACCUCACleavage pacid=37152908 locus=Phvul.005G116100 ID=Phvul.005G116100.1.v2.1 annot-version=v2.1
735 756 UGAGGUAGUAGGUUGUAUGGUU:...: :.::..: ::::::::AGUUAGAUAAUUUCCUACCUCACleavage pacid=37152909 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1
825 846 UGAGGUAGUAGGUUGUAUGGUU:...: :.::..: ::::::::AGUUAGAUAAUUUCCUACCUCACleavage pacid=37152908 locus=Phvul.005G116100 ID=Phvul.005G116100.1.v2.1 annot-version=v2.1
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Do not distribute

735 756 UGAGGUAGUAGGUUGUAUGGUU:...: :.::..: ::::::::AGUUAGAUAAUUUCCUACCUCACleavage pacid=37152909 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1
825 846 UGAGGUAGUAGGUUGUAUGGUU:...: :.::..: ::::::::AGUUAGAUAAUUUCCUACCUCACleavage pacid=37152908 locus=Phvul.005G116100 ID=Phvul.005G116100.1.v2.1 annot-version=v2.1
362 383 UGAGGUAGUAGAUUGUAUAGUU:.::. :::: .::.:.:::::AGCUGAACAAGUUAUUGCCUCACleavage pacid=37153440 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1
362 383 UGAGGUAGUAGAUUGUAUAGUU:.::. :::: .::.:.:::::AGCUGAACAAGUUAUUGCCUCACleavage pacid=37153440 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1
910 933 AGAGGUAGUAGGUUGCAUAGUUUU..:: ::::::: ::.: :.::.:GGAAGUAUGCAAGCUGCCAUCUUUCleavage pacid=37174174 locus=Phvul.006G105800 ID=Phvul.006G105800.1.v2.1 annot-version=v2.1
160 181 UGAGGUAGUAGGUUGUAUGGUU ::::: :.::. :::.::::.CACCAUUCGACUCACUGCCUCGTranslation pacid=37173654 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1
160 181 UGAGGUAGUAGGUUGUAUGGUU ::::: :.::. :::.::::.CACCAUUCGACUCACUGCCUCGTranslation pacid=37173653 locus=Phvul.006G113800 ID=Phvul.006G113800.1.v2.1 annot-version=v2.1
160 181 UGAGGUAGUAGGUUGUAUGGUU ::::: :.::. :::.::::.CACCAUUCGACUCACUGCCUCGTranslation pacid=37173654 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1
160 181 UGAGGUAGUAGGUUGUAUGGUU ::::: :.::. :::.::::.CACCAUUCGACUCACUGCCUCGTranslation pacid=37173653 locus=Phvul.006G113800 ID=Phvul.006G113800.1.v2.1 annot-version=v2.1
160 181 UGAGGUAGUAGGUUGUAUGGUU ::::: :.::. :::.::::.CACCAUUCGACUCACUGCCUCGTranslation pacid=37173654 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1
160 181 UGAGGUAGUAGGUUGUAUGGUU ::::: :.::. :::.::::.CACCAUUCGACUCACUGCCUCGTranslation pacid=37173653 locus=Phvul.006G113800 ID=Phvul.006G113800.1.v2.1 annot-version=v2.1
160 181 UGAGGUAGUAGGUUGUAUGGUU ::::: :.::. :::.::::.CACCAUUCGACUCACUGCCUCGTranslation pacid=37173654 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1
160 181 UGAGGUAGUAGGUUGUAUGGUU ::::: :.::. :::.::::.CACCAUUCGACUCACUGCCUCGTranslation pacid=37173653 locus=Phvul.006G113800 ID=Phvul.006G113800.1.v2.1 annot-version=v2.1
451 472 UGAGGUAGUAGAUUGUAUAGUU:::: ::  :::::::.:::..AACUUUAGCAUCUACUGCCUUGCleavage pacid=37171294 locus=Phvul.006G121500 ID=Phvul.006G121500.1.v2.1 annot-version=v2.1
451 472 UGAGGUAGUAGAUUGUAUAGUU:::: ::  :::::::.:::..AACUUUAGCAUCUACUGCCUUGCleavage pacid=37171295 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1
451 472 UGAGGUAGUAGAUUGUAUAGUU:::: ::  :::::::.:::..AACUUUAGCAUCUACUGCCUUGCleavage pacid=37171294 locus=Phvul.006G121500 ID=Phvul.006G121500.1.v2.1 annot-version=v2.1
451 472 UGAGGUAGUAGAUUGUAUAGUU:::: ::  :::::::.:::..AACUUUAGCAUCUACUGCCUUGCleavage pacid=37171295 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1

2070 2092 UGAGGUAG-UAGGUUGUAUGGUU ::::: ::::::: ::::.:::UACCAUUCAACCUAGCUACUUCACleavage pacid=37171294 locus=Phvul.006G121500 ID=Phvul.006G121500.1.v2.1 annot-version=v2.1
2070 2092 UGAGGUAG-UAGGUUGUAUGGUU ::::: ::::::: ::::.:::UACCAUUCAACCUAGCUACUUCACleavage pacid=37171294 locus=Phvul.006G121500 ID=Phvul.006G121500.1.v2.1 annot-version=v2.1
2070 2092 UGAGGUAG-UAGGUUGUAUGGUU ::::: ::::::: ::::.:::UACCAUUCAACCUAGCUACUUCACleavage pacid=37171294 locus=Phvul.006G121500 ID=Phvul.006G121500.1.v2.1 annot-version=v2.1
2070 2092 UGAGGUAG-UAGGUUGUAUGGUU ::::: ::::::: ::::.:::UACCAUUCAACCUAGCUACUUCACleavage pacid=37171294 locus=Phvul.006G121500 ID=Phvul.006G121500.1.v2.1 annot-version=v2.1
1798 1821 AGAGGUAGUAGGUUGCAUAGUUUU    .:.::: :::: .:::.:.:CUUUUUGUGCCACCUUUUACUUUUCleavage pacid=37174157 locus=Phvul.006G158900 ID=Phvul.006G158900.1.v2.1 annot-version=v2.1

267 288 UGAGGUAGUAGAUUGUAUAGUU    : .:: ::::::::.:::GUGCAGGCAUUCUACUACUUCACleavage pacid=37173337 locus=Phvul.006G168154 ID=Phvul.006G168154.1.v2.1 annot-version=v2.1
497 518 UGAGGUAGUAGAUUGUAUAGUU    : .:: ::::::::.:::GUGCAGGCAUUCUACUACUUCACleavage pacid=37173338 locus=Phvul.006G168154 ID=Phvul.006G168154.2.v2.1 annot-version=v2.1
267 288 UGAGGUAGUAGAUUGUAUAGUU    : .:: ::::::::.:::GUGCAGGCAUUCUACUACUUCACleavage pacid=37173337 locus=Phvul.006G168154 ID=Phvul.006G168154.1.v2.1 annot-version=v2.1
497 518 UGAGGUAGUAGAUUGUAUAGUU    : .:: ::::::::.:::GUGCAGGCAUUCUACUACUUCACleavage pacid=37173338 locus=Phvul.006G168154 ID=Phvul.006G168154.2.v2.1 annot-version=v2.1

1188 1209 UGAGGUAGUAGAUUGUAUAGUU: :::::..::.: ::::.:..AUCUAUAUGAUUUUCUACUUUGCleavage pacid=37172724 locus=Phvul.006G193700 ID=Phvul.006G193700.1.v2.1 annot-version=v2.1
1188 1209 UGAGGUAGUAGAUUGUAUAGUU: :::::..::.: ::::.:..AUCUAUAUGAUUUUCUACUUUGCleavage pacid=37172724 locus=Phvul.006G193700 ID=Phvul.006G193700.1.v2.1 annot-version=v2.1
2074 2095 UGAGGUAGUAGGUUGUAUGGUU:::::: :  :.::::::.:::AACCAUUCCUCUUACUACUUCACleavage pacid=37164997 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1
2074 2095 UGAGGUAGUAGGUUGUAUGGUU:::::: :  :.::::::.:::AACCAUUCCUCUUACUACUUCACleavage pacid=37164997 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1
2074 2095 UGAGGUAGUAGGUUGUAUGGUU:::::: :  :.::::::.:::AACCAUUCCUCUUACUACUUCACleavage pacid=37164997 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1
2074 2095 UGAGGUAGUAGGUUGUAUGGUU:::::: :  :.::::::.:::AACCAUUCCUCUUACUACUUCACleavage pacid=37164997 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1
2278 2299 UGAGGUAGUAGAUUGUAUAGUU:..::::.::: :::::.. ::AGUUAUAUAAUAUACUAUUACATranslation pacid=37166457 locus=Phvul.007G015000 ID=Phvul.007G015000.1.v2.1 annot-version=v2.1
2278 2299 UGAGGUAGUAGAUUGUAUAGUU:..::::.::: :::::.. ::AGUUAUAUAAUAUACUAUUACATranslation pacid=37166457 locus=Phvul.007G015000 ID=Phvul.007G015000.1.v2.1 annot-version=v2.1

737 764 AGAGGUAGUAGGUU----GCAUAGUUUU  .:.:.:::    ::.:::::::::::UCGAUUGUGCUUCGAAUCUACUACCUCUCleavage pacid=37167616 locus=Phvul.007G034000 ID=Phvul.007G034000.1.v2.1 annot-version=v2.1
86 108 UGAGGUAGUAGGUUGUA-UGGUU:.::: :. ::..::::::::::AGCCACUGAAAUUUACUACCUCACleavage pacid=37166526 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1
86 108 UGAGGUAGUAGGUUGUA-UGGUU:.::: :. ::..::::::::::AGCCACUGAAAUUUACUACCUCACleavage pacid=37166526 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1
86 108 UGAGGUAGUAGGUUGUA-UGGUU:.::: :. ::..::::::::::AGCCACUGAAAUUUACUACCUCACleavage pacid=37166526 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1
86 108 UGAGGUAGUAGGUUGUA-UGGUU:.::: :. ::..::::::::::AGCCACUGAAAUUUACUACCUCACleavage pacid=37166526 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1

1385 1406 UGAGGUAGUAGGUUGUAUGGUU :::: :.:::::::::.::  CACCACAUAACCUACUAUCUAGCleavage pacid=37166437 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1
1385 1406 UGAGGUAGUAGGUUGUAUGGUU :::: :.:::::::::.::  CACCACAUAACCUACUAUCUAGCleavage pacid=37166437 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1
1385 1406 UGAGGUAGUAGGUUGUAUGGUU :::: :.:::::::::.::  CACCACAUAACCUACUAUCUAGCleavage pacid=37166437 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1
1385 1406 UGAGGUAGUAGGUUGUAUGGUU :::: :.:::::::::.::  CACCACAUAACCUACUAUCUAGCleavage pacid=37166437 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1
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Do not distribute

381 402 UGAGGUAGUAGGUUGUAUGGUU:...::::: ::::::::: : AGUUAUACAUCCUACUACCACUCleavage pacid=37166016 locus=Phvul.007G058400 ID=Phvul.007G058400.1.v2.1 annot-version=v2.1
381 402 UGAGGUAGUAGGUUGUAUGGUU:...::::: ::::::::: : AGUUAUACAUCCUACUACCACUCleavage pacid=37166015 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1
381 402 UGAGGUAGUAGGUUGUAUGGUU:...::::: ::::::::: : AGUUAUACAUCCUACUACCACUCleavage pacid=37166016 locus=Phvul.007G058400 ID=Phvul.007G058400.1.v2.1 annot-version=v2.1
381 402 UGAGGUAGUAGGUUGUAUGGUU:...::::: ::::::::: : AGUUAUACAUCCUACUACCACUCleavage pacid=37166015 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1
381 402 UGAGGUAGUAGGUUGUAUGGUU:...::::: ::::::::: : AGUUAUACAUCCUACUACCACUCleavage pacid=37166016 locus=Phvul.007G058400 ID=Phvul.007G058400.1.v2.1 annot-version=v2.1
381 402 UGAGGUAGUAGGUUGUAUGGUU:...::::: ::::::::: : AGUUAUACAUCCUACUACCACUCleavage pacid=37166015 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1
381 402 UGAGGUAGUAGGUUGUAUGGUU:...::::: ::::::::: : AGUUAUACAUCCUACUACCACUCleavage pacid=37166016 locus=Phvul.007G058400 ID=Phvul.007G058400.1.v2.1 annot-version=v2.1
381 402 UGAGGUAGUAGGUUGUAUGGUU:...::::: ::::::::: : AGUUAUACAUCCUACUACCACUCleavage pacid=37166015 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1
607 630 AGAGGUAGUAGGUUGCAUAGUUUU  .::::::: : ::..:::::: CCGACUAUGCCAACUGUUACCUCACleavage pacid=37166219 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1
609 630 UGAGGUAGUAGGUUGUAUGGUU.::.::.: : ::..:::::::GACUAUGCCAACUGUUACCUCACleavage pacid=37166219 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1
609 630 UGAGGUAGUAGGUUGUAUGGUU.::.::.: : ::..:::::::GACUAUGCCAACUGUUACCUCACleavage pacid=37166219 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1
609 630 UGAGGUAGUAGGUUGUAUGGUU.::.::.: : ::..:::::::GACUAUGCCAACUGUUACCUCACleavage pacid=37166219 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1
609 630 UGAGGUAGUAGGUUGUAUGGUU.::.::.: : ::..:::::::GACUAUGCCAACUGUUACCUCACleavage pacid=37166219 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1
914 935 UGAGGUAGUAGGUUGUAUGGUU::.:::.... ::.::::::.:AAUCAUGUGGGCUGCUACCUUACleavage pacid=37165410 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1
914 935 UGAGGUAGUAGGUUGUAUGGUU::.:::.... ::.::::::.:AAUCAUGUGGGCUGCUACCUUACleavage pacid=37165410 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1
914 935 UGAGGUAGUAGGUUGUAUGGUU::.:::.... ::.::::::.:AAUCAUGUGGGCUGCUACCUUACleavage pacid=37165410 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1
914 935 UGAGGUAGUAGGUUGUAUGGUU::.:::.... ::.::::::.:AAUCAUGUGGGCUGCUACCUUACleavage pacid=37165410 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1

48 69 UGAGGUAGUAGGUUGUAUGGUU::.:::.. :.::.::::.:: AAUCAUGUCAUCUGCUACUUCCCleavage pacid=37167603 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1
48 69 UGAGGUAGUAGGUUGUAUGGUU::.:::.. :.::.::::.:: AAUCAUGUCAUCUGCUACUUCCCleavage pacid=37167603 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1
48 69 UGAGGUAGUAGGUUGUAUGGUU::.:::.. :.::.::::.:: AAUCAUGUCAUCUGCUACUUCCCleavage pacid=37167603 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1
48 69 UGAGGUAGUAGGUUGUAUGGUU::.:::.. :.::.::::.:: AAUCAUGUCAUCUGCUACUUCCCleavage pacid=37167603 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1
42 63 UGAGGUAGUAGGUUGUAUGGUU :::::.:.: :::::.:.:: CACCAUGCGAGCUACUGCUUCCCleavage pacid=37166653 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1
42 63 UGAGGUAGUAGGUUGUAUGGUU :::::.:.: :::::.:.:: CACCAUGCGAGCUACUGCUUCCCleavage pacid=37166653 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1
42 63 UGAGGUAGUAGGUUGUAUGGUU :::::.:.: :::::.:.:: CACCAUGCGAGCUACUGCUUCCCleavage pacid=37166653 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1
42 63 UGAGGUAGUAGGUUGUAUGGUU :::::.:.: :::::.:.:: CACCAUGCGAGCUACUGCUUCCCleavage pacid=37166653 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1

559 580 UGAGGUAGUAGGUUGUAUGGUU:... :::.::.:::::..:: AGUUUUACGACUUACUAUUUCUCleavage pacid=37166249 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1
559 580 UGAGGUAGUAGGUUGUAUGGUU:... :::.::.:::::..:: AGUUUUACGACUUACUAUUUCUCleavage pacid=37166249 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1
559 580 UGAGGUAGUAGGUUGUAUGGUU:... :::.::.:::::..:: AGUUUUACGACUUACUAUUUCUCleavage pacid=37166249 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1
559 580 UGAGGUAGUAGGUUGUAUGGUU:... :::.::.:::::..:: AGUUUUACGACUUACUAUUUCUCleavage pacid=37166249 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1
337 358 UGAGGUAGUAGAUUGUAUAGUU .:::::.:  .:.::::::::UGCUAUAUAUAUUGCUACCUCACleavage pacid=37164309 locus=Phvul.007G189000 ID=Phvul.007G189000.1.v2.1 annot-version=v2.1
337 358 UGAGGUAGUAGAUUGUAUAGUU .:::::.:  .:.::::::::UGCUAUAUAUAUUGCUACCUCACleavage pacid=37164309 locus=Phvul.007G189000 ID=Phvul.007G189000.1.v2.1 annot-version=v2.1
496 516 UGAGGUAGUAGGUUGUAUGGUU:..::::.: ::::::..::::AGUCAUAUA-CCUACUGUCUCACleavage pacid=37166972 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1
833 853 UGAGGUAGUAGGUUGUAUGGUU:..::::.: ::::::..::::AGUCAUAUA-CCUACUGUCUCACleavage pacid=37166973 locus=Phvul.007G204300 ID=Phvul.007G204300.1.v2.1 annot-version=v2.1
496 516 UGAGGUAGUAGGUUGUAUGGUU:..::::.: ::::::..::::AGUCAUAUA-CCUACUGUCUCACleavage pacid=37166972 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1
833 853 UGAGGUAGUAGGUUGUAUGGUU:..::::.: ::::::..::::AGUCAUAUA-CCUACUGUCUCACleavage pacid=37166973 locus=Phvul.007G204300 ID=Phvul.007G204300.1.v2.1 annot-version=v2.1
496 516 UGAGGUAGUAGGUUGUAUGGUU:..::::.: ::::::..::::AGUCAUAUA-CCUACUGUCUCACleavage pacid=37166972 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1
833 853 UGAGGUAGUAGGUUGUAUGGUU:..::::.: ::::::..::::AGUCAUAUA-CCUACUGUCUCACleavage pacid=37166973 locus=Phvul.007G204300 ID=Phvul.007G204300.1.v2.1 annot-version=v2.1
496 516 UGAGGUAGUAGGUUGUAUGGUU:..::::.: ::::::..::::AGUCAUAUA-CCUACUGUCUCACleavage pacid=37166972 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1
833 853 UGAGGUAGUAGGUUGUAUGGUU:..::::.: ::::::..::::AGUCAUAUA-CCUACUGUCUCACleavage pacid=37166973 locus=Phvul.007G204300 ID=Phvul.007G204300.1.v2.1 annot-version=v2.1

1110 1133 AGAGGUAGUAGGUUGCAUAGUUUU::.:: :::::: ::.::::::. AAGACAAUGCAAACUGCUACCUUCCleavage pacid=37165335 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1
29 50 UGAGGUAGUAGAUUGUAUAGUU.:::::. :.::::.: :.:::GACUAUGAAGUCUAUUUCUUCACleavage pacid=37164350 locus=Phvul.007G275700 ID=Phvul.007G275700.1.v2.1 annot-version=v2.1
29 50 UGAGGUAGUAGAUUGUAUAGUU.:::::. :.::::.: :.:::GACUAUGAAGUCUAUUUCUUCACleavage pacid=37164350 locus=Phvul.007G275700 ID=Phvul.007G275700.1.v2.1 annot-version=v2.1
37 58 UGAGGUAGUAGAUUGUAUAGUU.:::::. :.::::.: :.:::GACUAUGAAGUCUAUUUCUUCACleavage pacid=37166099 locus=Phvul.007G276200 ID=Phvul.007G276200.1.v2.1 annot-version=v2.1
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Do not distribute

37 58 UGAGGUAGUAGAUUGUAUAGUU.:::::. :.::::.: :.:::GACUAUGAAGUCUAUUUCUUCACleavage pacid=37166099 locus=Phvul.007G276200 ID=Phvul.007G276200.1.v2.1 annot-version=v2.1
37 58 UGAGGUAGUAGAUUGUAUAGUU.:.:::. :.::::.: :.:::GAUUAUGAAGUCUAUUUCUUCACleavage pacid=37164734 locus=Phvul.007G276300 ID=Phvul.007G276300.1.v2.1 annot-version=v2.1
37 58 UGAGGUAGUAGAUUGUAUAGUU.:.:::. :.::::.: :.:::GAUUAUGAAGUCUAUUUCUUCACleavage pacid=37164734 locus=Phvul.007G276300 ID=Phvul.007G276300.1.v2.1 annot-version=v2.1

816 837 UGAGGUAGUAGGUUGUAUGGUU::: : .: .:::::::::::.AACAACGCCGCCUACUACCUCGCleavage pacid=37158156 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1
816 837 UGAGGUAGUAGGUUGUAUGGUU::: : .: .:::::::::::.AACAACGCCGCCUACUACCUCGCleavage pacid=37158156 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1
816 837 UGAGGUAGUAGGUUGUAUGGUU::: : .: .:::::::::::.AACAACGCCGCCUACUACCUCGCleavage pacid=37158156 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1
816 837 UGAGGUAGUAGGUUGUAUGGUU::: : .: .:::::::::::.AACAACGCCGCCUACUACCUCGCleavage pacid=37158156 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1

2339 2362 AGAGGUAGUAGGUUGCAUAGUUUU :: ::.::: :.:::::.:.:. CAACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158928 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1
2359 2382 AGAGGUAGUAGGUUGCAUAGUUUU :: ::.::: :.:::::.:.:. CAACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158925 locus=Phvul.008G008300 ID=Phvul.008G008300.3.v2.1 annot-version=v2.1
2339 2362 AGAGGUAGUAGGUUGCAUAGUUUU :: ::.::: :.:::::.:.:. CAACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158927 locus=Phvul.008G008300 ID=Phvul.008G008300.5.v2.1 annot-version=v2.1
2359 2382 AGAGGUAGUAGGUUGCAUAGUUUU :: ::.::: :.:::::.:.:. CAACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158926 locus=Phvul.008G008300 ID=Phvul.008G008300.4.v2.1 annot-version=v2.1
2359 2382 AGAGGUAGUAGGUUGCAUAGUUUU :: ::.::: :.:::::.:.:. CAACCUGUGCUAUCUACUGCUUUGCleavage pacid=37158924 locus=Phvul.008G008300 ID=Phvul.008G008300.2.v2.1 annot-version=v2.1

621 644 AGAGGUAGUAGGUUGCAUAGUUUU.::. :.::::::::.:::.. : GAAGGUGUGCAACCUGCUAUUCCACleavage pacid=37160624 locus=Phvul.008G012100 ID=Phvul.008G012100.1.v2.1 annot-version=v2.1
617 640 AGAGGUAGUAGGUUGCAUAGUUUU.::. :.::::::::.:::.. : GAAGGUGUGCAACCUGCUAUUCCACleavage pacid=37160623 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1

1243 1266 AGAGGUAGUAGGUUGCAUAGUUUU :: :::::::...::. :..:::UAACCUAUGCAGUUUAUAAUUUCUCleavage pacid=37159233 locus=Phvul.008G048200 ID=Phvul.008G048200.1.v2.1 annot-version=v2.1
393 414 UGAGGUAGUAGGUUGUAUGGUU...::::...:.:.:::. :::GGUCAUAUGGCUUGCUAUAUCACleavage pacid=37159335 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1
393 414 UGAGGUAGUAGGUUGUAUGGUU...::::...:.:.:::. :::GGUCAUAUGGCUUGCUAUAUCACleavage pacid=37159335 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1
393 414 UGAGGUAGUAGGUUGUAUGGUU...::::...:.:.:::. :::GGUCAUAUGGCUUGCUAUAUCACleavage pacid=37159335 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1
393 414 UGAGGUAGUAGGUUGUAUGGUU...::::...:.:.:::. :::GGUCAUAUGGCUUGCUAUAUCACleavage pacid=37159335 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1

3769 3790 UGAGGUAGUAGGUUGUAUGGUU   :::....::::::..: ::UUACAUGUGGCCUACUGUCCCACleavage pacid=37157631 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1
3769 3790 UGAGGUAGUAGGUUGUAUGGUU   :::....::::::..: ::UUACAUGUGGCCUACUGUCCCACleavage pacid=37157631 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1
3769 3790 UGAGGUAGUAGGUUGUAUGGUU   :::....::::::..: ::UUACAUGUGGCCUACUGUCCCACleavage pacid=37157631 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1
3769 3790 UGAGGUAGUAGGUUGUAUGGUU   :::....::::::..: ::UUACAUGUGGCCUACUGUCCCACleavage pacid=37157631 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1

830 851 UGAGGUAGUAGAUUGUAUAGUU    : :.:::: ::::.::::UGUCAAAUAAUCAACUAUCUCATranslation pacid=37157650 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1
847 868 UGAGGUAGUAGAUUGUAUAGUU    : :.:::: ::::.::::UGUCAAAUAAUCAACUAUCUCATranslation pacid=37157649 locus=Phvul.008G093200 ID=Phvul.008G093200.2.v2.1 annot-version=v2.1

1110 1131 UGAGGUAGUAGAUUGUAUAGUU    : :.:::: ::::.::::UGUCAAAUAAUCAACUAUCUCATranslation pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1
830 851 UGAGGUAGUAGAUUGUAUAGUU    : :.:::: ::::.::::UGUCAAAUAAUCAACUAUCUCATranslation pacid=37157650 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1
847 868 UGAGGUAGUAGAUUGUAUAGUU    : :.:::: ::::.::::UGUCAAAUAAUCAACUAUCUCATranslation pacid=37157649 locus=Phvul.008G093200 ID=Phvul.008G093200.2.v2.1 annot-version=v2.1

1110 1131 UGAGGUAGUAGAUUGUAUAGUU    : :.:::: ::::.::::UGUCAAAUAAUCAACUAUCUCATranslation pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1
974 995 UGAGGUAGUAGAUUGUAUAGUU::.:.: .:::.::.:::::. AAUUGUCUAAUUUAUUACCUUUCleavage pacid=37158099 locus=Phvul.008G110000 ID=Phvul.008G110000.1.v2.1 annot-version=v2.1
974 995 UGAGGUAGUAGAUUGUAUAGUU::.:.: .:::.::.:::::. AAUUGUCUAAUUUAUUACCUUUCleavage pacid=37158099 locus=Phvul.008G110000 ID=Phvul.008G110000.1.v2.1 annot-version=v2.1

1023 1046 AGAGGUAGUAGGUUGCAUAGUUUU :::.  ::.::..:.::::::.:CAAAUCCUGUAAUUUGCUACCUUUCleavage pacid=37159657 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1
842 863 UGAGGUAGUAGAUUGUAUAGUU::.:.: .:::.:.::::::. AAUUGUCUAAUUUGCUACCUUUCleavage pacid=37161383 locus=Phvul.008G110400 ID=Phvul.008G110400.1.v2.1 annot-version=v2.1
842 863 UGAGGUAGUAGAUUGUAUAGUU::.:.: .:::.:.::::::. AAUUGUCUAAUUUGCUACCUUUCleavage pacid=37161383 locus=Phvul.008G110400 ID=Phvul.008G110400.1.v2.1 annot-version=v2.1

1374 1395 UGAGGUAGUAGAUUGUAUAGUU::. :: ::.:.::.:.:.:::AAUGAUUCAGUUUAUUGCUUCACleavage pacid=37158825 locus=Phvul.008G118900 ID=Phvul.008G118900.1.v2.1 annot-version=v2.1
1374 1395 UGAGGUAGUAGAUUGUAUAGUU::. :: ::.:.::.:.:.:::AAUGAUUCAGUUUAUUGCUUCACleavage pacid=37158825 locus=Phvul.008G118900 ID=Phvul.008G118900.1.v2.1 annot-version=v2.1

79 100 UGAGGUAGUAGGUUGUAUGGUU ::::: :: .:::: ::::::CACCAUUCACUCUACGACCUCACleavage pacid=37160418 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1
79 100 UGAGGUAGUAGGUUGUAUGGUU ::::: :: .:::: ::::::CACCAUUCACUCUACGACCUCACleavage pacid=37160418 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1
79 100 UGAGGUAGUAGGUUGUAUGGUU ::::: :: .:::: ::::::CACCAUUCACUCUACGACCUCACleavage pacid=37160418 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1
79 100 UGAGGUAGUAGGUUGUAUGGUU ::::: :: .:::: ::::::CACCAUUCACUCUACGACCUCACleavage pacid=37160418 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1
60 81 UGAGGUAGUAGAUUGUAUAGUU:::: ::. ::::.: ::::::AACUCUAUCAUCUGCAACCUCACleavage pacid=37161545 locus=Phvul.008G206400 ID=Phvul.008G206400.5.v2.1 annot-version=v2.1
61 82 UGAGGUAGUAGAUUGUAUAGUU:::: ::. ::::.: ::::::AACUCUAUCAUCUGCAACCUCACleavage pacid=37161543 locus=Phvul.008G206400 ID=Phvul.008G206400.1.v2.1 annot-version=v2.1
60 81 UGAGGUAGUAGAUUGUAUAGUU:::: ::. ::::.: ::::::AACUCUAUCAUCUGCAACCUCACleavage pacid=37161545 locus=Phvul.008G206400 ID=Phvul.008G206400.5.v2.1 annot-version=v2.1
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Do not distribute

61 82 UGAGGUAGUAGAUUGUAUAGUU:::: ::. ::::.: ::::::AACUCUAUCAUCUGCAACCUCACleavage pacid=37161543 locus=Phvul.008G206400 ID=Phvul.008G206400.1.v2.1 annot-version=v2.1
811 832 UGAGGUAGUAGGUUGUAUGGUU::.::::: :.::.:::: :: AAUCAUACUAUCUGCUACGUCUCleavage pacid=37161082 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1
811 832 UGAGGUAGUAGGUUGUAUGGUU::.::::: :.::.:::: :: AAUCAUACUAUCUGCUACGUCUCleavage pacid=37161082 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1
811 832 UGAGGUAGUAGGUUGUAUGGUU::.::::: :.::.:::: :: AAUCAUACUAUCUGCUACGUCUCleavage pacid=37161082 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1
811 832 UGAGGUAGUAGGUUGUAUGGUU::.::::: :.::.:::: :: AAUCAUACUAUCUGCUACGUCUCleavage pacid=37161082 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1

1742 1763 UGAGGUAGUAGGUUGUAUGGUU:.:: :.:.::.::.:.:.:.:AGCCCUGCGACUUAUUGCUUUACleavage pacid=37160845 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1
1742 1763 UGAGGUAGUAGGUUGUAUGGUU:.:: :.:.::.::.:.:.:.:AGCCCUGCGACUUAUUGCUUUACleavage pacid=37160845 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1
1742 1763 UGAGGUAGUAGGUUGUAUGGUU:.:: :.:.::.::.:.:.:.:AGCCCUGCGACUUAUUGCUUUACleavage pacid=37160845 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1
1742 1763 UGAGGUAGUAGGUUGUAUGGUU:.:: :.:.::.::.:.:.:.:AGCCCUGCGACUUAUUGCUUUACleavage pacid=37160845 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1
1434 1457 AGAGGUAGUAGGUUGCAUAGUUUU  ::::  :::..::.::.:.:::UCAACUUGGCAGUCUGCUGCUUCUCleavage pacid=37160929 locus=Phvul.008G274900 ID=Phvul.008G274900.1.v2.1 annot-version=v2.1
2135 2158 AGAGGUAGUAGGUUGCAUAGUUUU  ::::  :::..::.::.:.:::UCAACUUGGCAGUCUGCUGCUUCUCleavage pacid=37160930 locus=Phvul.008G274900 ID=Phvul.008G274900.2.v2.1 annot-version=v2.1
2140 2163 AGAGGUAGUAGGUUGCAUAGUUUU  ::::  :::..::.::.:.:::UCAACUUGGCAGUCUGCUGCUUCUCleavage pacid=37160931 locus=Phvul.008G274900 ID=Phvul.008G274900.3.v2.1 annot-version=v2.1
1671 1692 UGAGGUAGUAGAUUGUAUAGUU::.:::.: :::::.::..:. AAUUAUGCUAUCUAUUAUUUUUCleavage pacid=37157587 locus=Phvul.008G282700 ID=Phvul.008G282700.1.v2.1 annot-version=v2.1
1671 1692 UGAGGUAGUAGAUUGUAUAGUU::.:::.: :::::.::..:. AAUUAUGCUAUCUAUUAUUUUUCleavage pacid=37157587 locus=Phvul.008G282700 ID=Phvul.008G282700.1.v2.1 annot-version=v2.1
2511 2534 AGAGGUAGUAGGUUGCAUAGUUUU::::.:: ::::::::.:.:. .:AAAAUUAAGCAACCUAUUGCUGUUCleavage pacid=37152011 locus=Phvul.009G106700 ID=Phvul.009G106700.1.v2.1 annot-version=v2.1
2873 2894 UGAGGUAGUAGAUUGUAUAGUU    :::::::::..:::::  AUUCAUACAAUCUGUUACCUGGCleavage pacid=37148874 locus=Phvul.009G121300 ID=Phvul.009G121300.1.v2.1 annot-version=v2.1
2905 2926 UGAGGUAGUAGAUUGUAUAGUU    :::::::::..:::::  AUUCAUACAAUCUGUUACCUGGCleavage pacid=37148875 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1
2873 2894 UGAGGUAGUAGAUUGUAUAGUU    :::::::::..:::::  AUUCAUACAAUCUGUUACCUGGCleavage pacid=37148874 locus=Phvul.009G121300 ID=Phvul.009G121300.1.v2.1 annot-version=v2.1
2905 2926 UGAGGUAGUAGAUUGUAUAGUU    :::::::::..:::::  AUUCAUACAAUCUGUUACCUGGCleavage pacid=37148875 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1
2496 2518 UGAGGUAGUAGAUUG-UAUAGUU.:.:::: ::::.:: ::.::::GAUUAUAUCAAUUUAAUAUCUCACleavage pacid=37151772 locus=Phvul.009G173100 ID=Phvul.009G173100.1.v2.1 annot-version=v2.1
2459 2481 UGAGGUAGUAGAUUG-UAUAGUU.:.:::: ::::.:: ::.::::GAUUAUAUCAAUUUAAUAUCUCACleavage pacid=37151774 locus=Phvul.009G173100 ID=Phvul.009G173100.3.v2.1 annot-version=v2.1
2496 2518 UGAGGUAGUAGAUUG-UAUAGUU.:.:::: ::::.:: ::.::::GAUUAUAUCAAUUUAAUAUCUCACleavage pacid=37151772 locus=Phvul.009G173100 ID=Phvul.009G173100.1.v2.1 annot-version=v2.1
2459 2481 UGAGGUAGUAGAUUG-UAUAGUU.:.:::: ::::.:: ::.::::GAUUAUAUCAAUUUAAUAUCUCACleavage pacid=37151774 locus=Phvul.009G173100 ID=Phvul.009G173100.3.v2.1 annot-version=v2.1
1402 1423 UGAGGUAGUAGAUUGUAUAGUU.:: :::..:::::: ::::..GACAAUAUGAUCUACCACCUUGCleavage pacid=37151089 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1
1402 1423 UGAGGUAGUAGAUUGUAUAGUU.:: :::..:::::: ::::..GACAAUAUGAUCUACCACCUUGCleavage pacid=37151089 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1

158 179 UGAGGUAGUAGGUUGUAUGGUU .:::::::.:.::: : .:::UGCCAUACAGCUUACAAGUUCACleavage pacid=37151728 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1
158 179 UGAGGUAGUAGGUUGUAUGGUU .:::::::.:.::: : .:::UGCCAUACAGCUUACAAGUUCACleavage pacid=37151728 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1
158 179 UGAGGUAGUAGGUUGUAUGGUU .:::::::.:.::: : .:::UGCCAUACAGCUUACAAGUUCACleavage pacid=37151728 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1
158 179 UGAGGUAGUAGGUUGUAUGGUU .:::::::.:.::: : .:::UGCCAUACAGCUUACAAGUUCACleavage pacid=37151728 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1

1956 1977 UGAGGUAGUAGGUUGUAUGGUU:..:: :::.: :.:::.::.:AGUCACACAGCAUGCUAUCUUATranslation pacid=37143296 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1
1956 1977 UGAGGUAGUAGGUUGUAUGGUU:..:: :::.: :.:::.::.:AGUCACACAGCAUGCUAUCUUATranslation pacid=37143296 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1
1956 1977 UGAGGUAGUAGGUUGUAUGGUU:..:: :::.: :.:::.::.:AGUCACACAGCAUGCUAUCUUATranslation pacid=37143296 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1
1956 1977 UGAGGUAGUAGGUUGUAUGGUU:..:: :::.: :.:::.::.:AGUCACACAGCAUGCUAUCUUATranslation pacid=37143296 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1
3980 4001 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143146 locus=Phvul.010G043700 ID=Phvul.010G043700.5.v2.1 annot-version=v2.1
3970 3991 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143147 locus=Phvul.010G043700 ID=Phvul.010G043700.6.v2.1 annot-version=v2.1
3992 4013 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143144 locus=Phvul.010G043700 ID=Phvul.010G043700.4.v2.1 annot-version=v2.1
3993 4014 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143145 locus=Phvul.010G043700 ID=Phvul.010G043700.1.v2.1 annot-version=v2.1
4085 4106 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143143 locus=Phvul.010G043700 ID=Phvul.010G043700.3.v2.1 annot-version=v2.1
4062 4083 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143142 locus=Phvul.010G043700 ID=Phvul.010G043700.2.v2.1 annot-version=v2.1
4669 4690 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143150 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1
4681 4702 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143149 locus=Phvul.010G043700 ID=Phvul.010G043700.8.v2.1 annot-version=v2.1
4774 4795 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143148 locus=Phvul.010G043700 ID=Phvul.010G043700.7.v2.1 annot-version=v2.1
3980 4001 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143146 locus=Phvul.010G043700 ID=Phvul.010G043700.5.v2.1 annot-version=v2.1
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3970 3991 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143147 locus=Phvul.010G043700 ID=Phvul.010G043700.6.v2.1 annot-version=v2.1
3992 4013 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143144 locus=Phvul.010G043700 ID=Phvul.010G043700.4.v2.1 annot-version=v2.1
3993 4014 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143145 locus=Phvul.010G043700 ID=Phvul.010G043700.1.v2.1 annot-version=v2.1
4085 4106 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143143 locus=Phvul.010G043700 ID=Phvul.010G043700.3.v2.1 annot-version=v2.1
4062 4083 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143142 locus=Phvul.010G043700 ID=Phvul.010G043700.2.v2.1 annot-version=v2.1
4669 4690 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143150 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1
4681 4702 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143149 locus=Phvul.010G043700 ID=Phvul.010G043700.8.v2.1 annot-version=v2.1
4774 4795 UGAGGUAGUAGAUUGUAUAGUU.:.:::.:..::: : ::::::GAUUAUGCGGUCUUCCACCUCACleavage pacid=37143148 locus=Phvul.010G043700 ID=Phvul.010G043700.7.v2.1 annot-version=v2.1

294 317 AGAGGUAGUAGGUUGCAUAGUUUU:::::::::: :.:::.:::. .:AAAACUAUGCCAUCUAUUACUCUUCleavage pacid=37142158 locus=Phvul.010G070600 ID=Phvul.010G070600.1.v2.1 annot-version=v2.1
793 816 AGAGGUAGUAGGUUGCAUAGUUUU.:::::::: :.::::: ::.:: GAAACUAUGGAGCCUACAACUUCACleavage pacid=37142486 locus=Phvul.010G089200 ID=Phvul.010G089200.1.v2.1 annot-version=v2.1
798 821 AGAGGUAGUAGGUUGCAUAGUUUU.:::::::: :.::::: ::.:: GAAACUAUGGAGCCUACAACUUCACleavage pacid=37142487 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1
795 816 UGAGGUAGUAGGUUGUAUGGUU:::.::. :.::::: ::.:::AACUAUGGAGCCUACAACUUCACleavage pacid=37142486 locus=Phvul.010G089200 ID=Phvul.010G089200.1.v2.1 annot-version=v2.1
800 821 UGAGGUAGUAGGUUGUAUGGUU:::.::. :.::::: ::.:::AACUAUGGAGCCUACAACUUCACleavage pacid=37142487 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1
795 816 UGAGGUAGUAGGUUGUAUGGUU:::.::. :.::::: ::.:::AACUAUGGAGCCUACAACUUCACleavage pacid=37142486 locus=Phvul.010G089200 ID=Phvul.010G089200.1.v2.1 annot-version=v2.1
800 821 UGAGGUAGUAGGUUGUAUGGUU:::.::. :.::::: ::.:::AACUAUGGAGCCUACAACUUCACleavage pacid=37142487 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1
795 816 UGAGGUAGUAGGUUGUAUGGUU:::.::. :.::::: ::.:::AACUAUGGAGCCUACAACUUCACleavage pacid=37142486 locus=Phvul.010G089200 ID=Phvul.010G089200.1.v2.1 annot-version=v2.1
800 821 UGAGGUAGUAGGUUGUAUGGUU:::.::. :.::::: ::.:::AACUAUGGAGCCUACAACUUCACleavage pacid=37142487 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1
795 816 UGAGGUAGUAGGUUGUAUGGUU:::.::. :.::::: ::.:::AACUAUGGAGCCUACAACUUCACleavage pacid=37142486 locus=Phvul.010G089200 ID=Phvul.010G089200.1.v2.1 annot-version=v2.1
800 821 UGAGGUAGUAGGUUGUAUGGUU:::.::. :.::::: ::.:::AACUAUGGAGCCUACAACUUCACleavage pacid=37142487 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1

1427 1448 UGAGGUAGUAGGUUGUAUGGUU .::::::: :.:::: :.::.UGCCAUACACCUUACUCCUUCGCleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
1427 1448 UGAGGUAGUAGGUUGUAUGGUU .::::::: :.:::: :.::.UGCCAUACACCUUACUCCUUCGCleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
1427 1448 UGAGGUAGUAGGUUGUAUGGUU .::::::: :.:::: :.::.UGCCAUACACCUUACUCCUUCGCleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
1427 1448 UGAGGUAGUAGGUUGUAUGGUU .::::::: :.:::: :.::.UGCCAUACACCUUACUCCUUCGCleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1

675 696 UGAGGUAGUAGGUUGUAUGGUU::.::::: :.:::.: .::.:AAUCAUACUAUCUAUUCUCUUACleavage pacid=37155673 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1
675 696 UGAGGUAGUAGGUUGUAUGGUU::.::::: :.:::.: .::.:AAUCAUACUAUCUAUUCUCUUACleavage pacid=37155673 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1
675 696 UGAGGUAGUAGGUUGUAUGGUU::.::::: :.:::.: .::.:AAUCAUACUAUCUAUUCUCUUACleavage pacid=37155673 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1
675 696 UGAGGUAGUAGGUUGUAUGGUU::.::::: :.:::.: .::.:AAUCAUACUAUCUAUUCUCUUACleavage pacid=37155673 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1
900 921 UGAGGUAGUAGAUUGUAUAGUU :.: :.::.:: :::.::::.UAUUCUGCAGUCCACUGCCUCGTranslation pacid=37154841 locus=Phvul.011G050300 ID=Phvul.011G050300.1.v2.1 annot-version=v2.1
900 921 UGAGGUAGUAGAUUGUAUAGUU :.: :.::.:: :::.::::.UAUUCUGCAGUCCACUGCCUCGTranslation pacid=37154840 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1
900 921 UGAGGUAGUAGAUUGUAUAGUU :.: :.::.:: :::.::::.UAUUCUGCAGUCCACUGCCUCGTranslation pacid=37154841 locus=Phvul.011G050300 ID=Phvul.011G050300.1.v2.1 annot-version=v2.1
900 921 UGAGGUAGUAGAUUGUAUAGUU :.: :.::.:: :::.::::.UAUUCUGCAGUCCACUGCCUCGTranslation pacid=37154840 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1

1830 1851 UGAGGUAGUAGAUUGUAUAGUU: ::::..:.:.::::. .:::AUCUAUGUAGUUUACUGGUUCACleavage pacid=37155940 locus=Phvul.011G061600 ID=Phvul.011G061600.1.v2.1 annot-version=v2.1
1830 1851 UGAGGUAGUAGAUUGUAUAGUU: ::::..:.:.::::. .:::AUCUAUGUAGUUUACUGGUUCACleavage pacid=37155940 locus=Phvul.011G061600 ID=Phvul.011G061600.1.v2.1 annot-version=v2.1

175 198 AGAGGUAGUAGGUUGCAUAGUUUU::: .::: :: :::: :::.:::AAACUUAUUCAUCCUAAUACUUCUCleavage pacid=37156233 locus=Phvul.011G114700 ID=Phvul.011G114700.1.v2.1 annot-version=v2.1
196 219 AGAGGUAGUAGGUUGCAUAGUUUU::: .::: :: :::: :::.:::AAACUUAUUCAUCCUAAUACUUCUCleavage pacid=37155659 locus=Phvul.011G123000 ID=Phvul.011G123000.1.v2.1 annot-version=v2.1
278 299 UGAGGUAGUAGAUUGUAUAGUU::: : ::::::::.: :.:::AACCAAACAAUCUAUUCCUUCACleavage pacid=37155251 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1
278 299 UGAGGUAGUAGAUUGUAUAGUU::: : ::::::::.: :.:::AACCAAACAAUCUAUUCCUUCACleavage pacid=37155251 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1
405 426 UGAGGUAGUAGGUUGUAUGGUU .:.:::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155968 locus=Phvul.011G160800 ID=Phvul.011G160800.1.v2.1 annot-version=v2.1
410 431 UGAGGUAGUAGGUUGUAUGGUU .:.:::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155970 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1
405 426 UGAGGUAGUAGGUUGUAUGGUU .:.:::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155969 locus=Phvul.011G160800 ID=Phvul.011G160800.2.v2.1 annot-version=v2.1
405 426 UGAGGUAGUAGGUUGUAUGGUU .:.:::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155968 locus=Phvul.011G160800 ID=Phvul.011G160800.1.v2.1 annot-version=v2.1
410 431 UGAGGUAGUAGGUUGUAUGGUU .:.:::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155970 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1
405 426 UGAGGUAGUAGGUUGUAUGGUU .:.:::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155969 locus=Phvul.011G160800 ID=Phvul.011G160800.2.v2.1 annot-version=v2.1
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405 426 UGAGGUAGUAGGUUGUAUGGUU .:.:::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155968 locus=Phvul.011G160800 ID=Phvul.011G160800.1.v2.1 annot-version=v2.1
410 431 UGAGGUAGUAGGUUGUAUGGUU .:.:::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155970 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1
405 426 UGAGGUAGUAGGUUGUAUGGUU .:.:::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155969 locus=Phvul.011G160800 ID=Phvul.011G160800.2.v2.1 annot-version=v2.1
405 426 UGAGGUAGUAGGUUGUAUGGUU .:.:::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155968 locus=Phvul.011G160800 ID=Phvul.011G160800.1.v2.1 annot-version=v2.1
410 431 UGAGGUAGUAGGUUGUAUGGUU .:.:::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155970 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1
405 426 UGAGGUAGUAGGUUGUAUGGUU .:.:::::: .:.::.:.:.:UGCUAUACAAAUUGCUGCUUUACleavage pacid=37155969 locus=Phvul.011G160800 ID=Phvul.011G160800.2.v2.1 annot-version=v2.1
294 315 UGAGGUAGUAGGUUGUAUGGUU ::.. :::::::::::..:. UACUGAACAACCUACUAUUUUCCleavage pacid=37156963 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1
294 315 UGAGGUAGUAGGUUGUAUGGUU ::.. :::::::::::..:. UACUGAACAACCUACUAUUUUCCleavage pacid=37156963 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1
294 315 UGAGGUAGUAGGUUGUAUGGUU ::.. :::::::::::..:. UACUGAACAACCUACUAUUUUCCleavage pacid=37156963 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1
294 315 UGAGGUAGUAGGUUGUAUGGUU ::.. :::::::::::..:. UACUGAACAACCUACUAUUUUCCleavage pacid=37156963 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1

3916 3937 UGAGGUAGUAGGUUGUAUGGUU:..: :.:::..::::::: .:AGUCCUGCAAUUUACUACCGUACleavage pacid=37144323 locus=Phvul.L002051 ID=Phvul.L002051.1.v2.1 annot-version=v2.1
2706 2727 UGAGGUAGUAGGUUGUAUGGUU:..: :.:::..::::::: .:AGUCCUGCAAUUUACUACCGUACleavage pacid=37144324 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1
3916 3937 UGAGGUAGUAGGUUGUAUGGUU:..: :.:::..::::::: .:AGUCCUGCAAUUUACUACCGUACleavage pacid=37144323 locus=Phvul.L002051 ID=Phvul.L002051.1.v2.1 annot-version=v2.1
2706 2727 UGAGGUAGUAGGUUGUAUGGUU:..: :.:::..::::::: .:AGUCCUGCAAUUUACUACCGUACleavage pacid=37144324 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1
3916 3937 UGAGGUAGUAGGUUGUAUGGUU:..: :.:::..::::::: .:AGUCCUGCAAUUUACUACCGUACleavage pacid=37144323 locus=Phvul.L002051 ID=Phvul.L002051.1.v2.1 annot-version=v2.1
2706 2727 UGAGGUAGUAGGUUGUAUGGUU:..: :.:::..::::::: .:AGUCCUGCAAUUUACUACCGUACleavage pacid=37144324 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1
3916 3937 UGAGGUAGUAGGUUGUAUGGUU:..: :.:::..::::::: .:AGUCCUGCAAUUUACUACCGUACleavage pacid=37144323 locus=Phvul.L002051 ID=Phvul.L002051.1.v2.1 annot-version=v2.1
2706 2727 UGAGGUAGUAGGUUGUAUGGUU:..: :.:::..::::::: .:AGUCCUGCAAUUUACUACCGUACleavage pacid=37144324 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1
1727 1749 AGAGGUAGUAGGUUGCAUAGUUUU ::.::.: :::..::.::.::::CAAGCUGU-CAAUUUAUUAUCUCUCleavage pacid=37157526 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1
1223 1245 UGAGGUAGUAGAUUG-UAUAGUU :::::: ::::: :::::::: UACUAUAACAAUCCACUACCUCCTranslation pacid=37157526 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1
1223 1245 UGAGGUAGUAGAUUG-UAUAGUU :::::: ::::: :::::::: UACUAUAACAAUCCACUACCUCCTranslation pacid=37157526 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1

79 102 AGAGGUAGUAGGUUGCAUAGUUUU::. ::.::: ..::.::::.:: AAGUCUGUGCUGUCUGCUACUUCACleavage pacid=37178902 locus=Phvul.L007343 ID=Phvul.L007343.1.v2.1 annot-version=v2.1
986 1009 UGAGGU--AGUAGAUUGUAUAGUU.: ::::::::.::.:  ::::::GAAUAUACAAUUUAUUCAACCUCACleavage pacid=37157789 locus=Phvul.008G004400 ID=Phvul.008G004400.1.v2.1 annot-version=v2.1
986 1009 UGAGGU--AGUAGAUUGUAUAGUU.: ::::::::.::.:  ::::::GAAUAUACAAUUUAUUCAACCUCACleavage pacid=37157789 locus=Phvul.008G004400 ID=Phvul.008G004400.1.v2.1 annot-version=v2.1
753 776 AGAGGUAGUAGGUUGCAUAGUUUU::. :::::::::: :.: ..:.:AAGUCUAUGCAACCCAUUCUUUUUTranslation pacid=37167879 locus=Phvul.001G020300 ID=Phvul.001G020300.1.v2.1 annot-version=v2.1
695 718 AGAGGUAGUAGGUUGCAUAGUUUU::. :::::::::: :.: ..:.:AAGUCUAUGCAACCCAUUCUUUUUTranslation pacid=37168006 locus=Phvul.001G020350 ID=Phvul.001G020350.1.v2.1 annot-version=v2.1

2388 2409 UGAGGUAGUAGGUUGUAUGGUU:: . :..::.:::.: :::::AAAUCUGUAAUCUAUUCCCUCACleavage pacid=37167696 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1
2388 2409 UGAGGUAGUAGGUUGUAUGGUU:: . :..::.:::.: :::::AAAUCUGUAAUCUAUUCCCUCACleavage pacid=37167696 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1
2388 2409 UGAGGUAGUAGGUUGUAUGGUU:: . :..::.:::.: :::::AAAUCUGUAAUCUAUUCCCUCACleavage pacid=37167696 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1
2388 2409 UGAGGUAGUAGGUUGUAUGGUU:: . :..::.:::.: :::::AAAUCUGUAAUCUAUUCCCUCACleavage pacid=37167696 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1
1918 1941 AGAGGUAGUAGGUUGCAUAGUUUU: :::::::: ..::..:...:.:AUAACUAUGCUGUCUGUUGUUUUUCleavage pacid=37171142 locus=Phvul.001G036800 ID=Phvul.001G036800.1.v2.1 annot-version=v2.1
1601 1622 UGAGGUAGUAGAUUGUAUAGUU::.: :.::.:.:..: :::::AAUUUUGCAGUUUGUUUCCUCACleavage pacid=37169604 locus=Phvul.001G057800 ID=Phvul.001G057800.1.v2.1 annot-version=v2.1
1601 1622 UGAGGUAGUAGAUUGUAUAGUU::.: :.::.:.:..: :::::AAUUUUGCAGUUUGUUUCCUCACleavage pacid=37169604 locus=Phvul.001G057800 ID=Phvul.001G057800.1.v2.1 annot-version=v2.1
1983 2004 UGAGGUAGUAGAUUGUAUAGUU:. :.::. :::: ::.:::: AGGUGUAUCAUCUUCUGCCUCUCleavage pacid=37168452 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1
1983 2004 UGAGGUAGUAGAUUGUAUAGUU:. :.::. :::: ::.:::: AGGUGUAUCAUCUUCUGCCUCUCleavage pacid=37168452 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1
2640 2661 UGAGGUAGUAGAUUGUAUAGUU::.:::.. .::::.::: :.:AAUUAUGUUGUCUAUUACAUUACleavage pacid=37171271 locus=Phvul.001G097800 ID=Phvul.001G097800.1.v2.1 annot-version=v2.1
2640 2661 UGAGGUAGUAGAUUGUAUAGUU::.:::.. .::::.::: :.:AAUUAUGUUGUCUAUUACAUUACleavage pacid=37171271 locus=Phvul.001G097800 ID=Phvul.001G097800.1.v2.1 annot-version=v2.1

876 897 UGAGGUAGUAGAUUGUAUAGUU::::.::::.:. :.:::::. AACUGUACAGUUCAUUACCUUUTranslation pacid=37170938 locus=Phvul.001G109300 ID=Phvul.001G109300.2.v2.1 annot-version=v2.1
876 897 UGAGGUAGUAGAUUGUAUAGUU::::.::::.:. :.:::::. AACUGUACAGUUCAUUACCUUUTranslation pacid=37170937 locus=Phvul.001G109300 ID=Phvul.001G109300.1.v2.1 annot-version=v2.1
876 897 UGAGGUAGUAGAUUGUAUAGUU::::.::::.:. :.:::::. AACUGUACAGUUCAUUACCUUUTranslation pacid=37170938 locus=Phvul.001G109300 ID=Phvul.001G109300.2.v2.1 annot-version=v2.1
876 897 UGAGGUAGUAGAUUGUAUAGUU::::.::::.:. :.:::::. AACUGUACAGUUCAUUACCUUUTranslation pacid=37170937 locus=Phvul.001G109300 ID=Phvul.001G109300.1.v2.1 annot-version=v2.1

2372 2393 UGAGGUAGUAGAUUGUAUAGUU :::.:.:: :.::::: ::.:UACUGUGCACUUUACUAGCUUACleavage pacid=37170057 locus=Phvul.001G114900 ID=Phvul.001G114900.1.v2.1 annot-version=v2.1
2372 2393 UGAGGUAGUAGAUUGUAUAGUU :::.:.:: :.::::: ::.:UACUGUGCACUUUACUAGCUUACleavage pacid=37170057 locus=Phvul.001G114900 ID=Phvul.001G114900.1.v2.1 annot-version=v2.1
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1237 1258 UGAGGUAGUAGAUUGUAUAGUU.:.::::::.:.: : :.::.:GAUUAUACAGUUUUCGAUCUUACleavage pacid=37171176 locus=Phvul.001G123000 ID=Phvul.001G123000.2.v2.1 annot-version=v2.1
1237 1258 UGAGGUAGUAGAUUGUAUAGUU.:.::::::.:.: : :.::.:GAUUAUACAGUUUUCGAUCUUACleavage pacid=37171176 locus=Phvul.001G123000 ID=Phvul.001G123000.2.v2.1 annot-version=v2.1
1650 1671 UGAGGUAGUAGGUUGUAUGGUU:::::::: :..: ::::: ::AACCAUACUAUUUCCUACCCCACleavage pacid=37169278 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1
1650 1671 UGAGGUAGUAGGUUGUAUGGUU:::::::: :..: ::::: ::AACCAUACUAUUUCCUACCCCACleavage pacid=37169277 locus=Phvul.001G134100 ID=Phvul.001G134100.1.v2.1 annot-version=v2.1
1650 1671 UGAGGUAGUAGGUUGUAUGGUU:::::::: :..: ::::: ::AACCAUACUAUUUCCUACCCCACleavage pacid=37169278 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1
1650 1671 UGAGGUAGUAGGUUGUAUGGUU:::::::: :..: ::::: ::AACCAUACUAUUUCCUACCCCACleavage pacid=37169277 locus=Phvul.001G134100 ID=Phvul.001G134100.1.v2.1 annot-version=v2.1
1650 1671 UGAGGUAGUAGGUUGUAUGGUU:::::::: :..: ::::: ::AACCAUACUAUUUCCUACCCCACleavage pacid=37169278 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1
1650 1671 UGAGGUAGUAGGUUGUAUGGUU:::::::: :..: ::::: ::AACCAUACUAUUUCCUACCCCACleavage pacid=37169277 locus=Phvul.001G134100 ID=Phvul.001G134100.1.v2.1 annot-version=v2.1
1650 1671 UGAGGUAGUAGGUUGUAUGGUU:::::::: :..: ::::: ::AACCAUACUAUUUCCUACCCCACleavage pacid=37169278 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1
1650 1671 UGAGGUAGUAGGUUGUAUGGUU:::::::: :..: ::::: ::AACCAUACUAUUUCCUACCCCACleavage pacid=37169277 locus=Phvul.001G134100 ID=Phvul.001G134100.1.v2.1 annot-version=v2.1

254 277 AGAGGUAGUAGGUUGCAUAGUUUU.::: :.::::.:. :::.: :::GAAAGUGUGCAGCUGACUGCAUCUTranslation pacid=37168712 locus=Phvul.001G159300 ID=Phvul.001G159300.1.v2.1 annot-version=v2.1
1804 1825 UGAGGUAGUAGGUUGUAUGGUU:.:::::..:.:::::.  :::AGCCAUAUGAUCUACUGAAUCACleavage pacid=37171160 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1
1816 1837 UGAGGUAGUAGGUUGUAUGGUU:.:::::..:.:::::.  :::AGCCAUAUGAUCUACUGAAUCACleavage pacid=37171159 locus=Phvul.001G163900 ID=Phvul.001G163900.1.v2.1 annot-version=v2.1
1804 1825 UGAGGUAGUAGGUUGUAUGGUU:.:::::..:.:::::.  :::AGCCAUAUGAUCUACUGAAUCACleavage pacid=37171160 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1
1816 1837 UGAGGUAGUAGGUUGUAUGGUU:.:::::..:.:::::.  :::AGCCAUAUGAUCUACUGAAUCACleavage pacid=37171159 locus=Phvul.001G163900 ID=Phvul.001G163900.1.v2.1 annot-version=v2.1
1804 1825 UGAGGUAGUAGGUUGUAUGGUU:.:::::..:.:::::.  :::AGCCAUAUGAUCUACUGAAUCACleavage pacid=37171160 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1
1816 1837 UGAGGUAGUAGGUUGUAUGGUU:.:::::..:.:::::.  :::AGCCAUAUGAUCUACUGAAUCACleavage pacid=37171159 locus=Phvul.001G163900 ID=Phvul.001G163900.1.v2.1 annot-version=v2.1
1804 1825 UGAGGUAGUAGGUUGUAUGGUU:.:::::..:.:::::.  :::AGCCAUAUGAUCUACUGAAUCACleavage pacid=37171160 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1
1816 1837 UGAGGUAGUAGGUUGUAUGGUU:.:::::..:.:::::.  :::AGCCAUAUGAUCUACUGAAUCACleavage pacid=37171159 locus=Phvul.001G163900 ID=Phvul.001G163900.1.v2.1 annot-version=v2.1
2325 2348 AGAGGUAGUAGGUUGCAUAGUUUU  :::::: :::::: : ::.:.:UUAACUAUUCAACCUUCCACUUUUCleavage pacid=37171147 locus=Phvul.001G214300 ID=Phvul.001G214300.2.v2.1 annot-version=v2.1
2445 2468 AGAGGUAGUAGGUUGCAUAGUUUU  :::::: :::::: : ::.:.:UUAACUAUUCAACCUUCCACUUUUCleavage pacid=37171146 locus=Phvul.001G214300 ID=Phvul.001G214300.1.v2.1 annot-version=v2.1
1874 1895 UGAGGUAGUAGGUUGUAUGGUU :::.:..::..::: ::::: CACCGUGUAAUUUACCACCUCUCleavage pacid=37168766 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1
1874 1895 UGAGGUAGUAGGUUGUAUGGUU :::.:..::..::: ::::: CACCGUGUAAUUUACCACCUCUCleavage pacid=37168766 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1
1874 1895 UGAGGUAGUAGGUUGUAUGGUU :::.:..::..::: ::::: CACCGUGUAAUUUACCACCUCUCleavage pacid=37168766 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1
1874 1895 UGAGGUAGUAGGUUGUAUGGUU :::.:..::..::: ::::: CACCGUGUAAUUUACCACCUCUCleavage pacid=37168766 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1

615 636 UGAGGUAGUAGGUUGUAUGGUU..:.::::::..:: : :.:::GGCUAUACAAUUUAAUCCUUCACleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
615 636 UGAGGUAGUAGGUUGUAUGGUU..:.::::::..:: : :.:::GGCUAUACAAUUUAAUCCUUCACleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
615 636 UGAGGUAGUAGGUUGUAUGGUU..:.::::::..:: : :.:::GGCUAUACAAUUUAAUCCUUCACleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
615 636 UGAGGUAGUAGGUUGUAUGGUU..:.::::::..:: : :.:::GGCUAUACAAUUUAAUCCUUCACleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1

1026 1047 UGAGGUAGUAGGUUGUAUGGUU::::::.. :.::::::.. ::AACCAUGUUAUCUACUAUUGCACleavage pacid=37174928 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1
1026 1047 UGAGGUAGUAGGUUGUAUGGUU::::::.. :.::::::.. ::AACCAUGUUAUCUACUAUUGCACleavage pacid=37174928 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1
1026 1047 UGAGGUAGUAGGUUGUAUGGUU::::::.. :.::::::.. ::AACCAUGUUAUCUACUAUUGCACleavage pacid=37174928 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1
1026 1047 UGAGGUAGUAGGUUGUAUGGUU::::::.. :.::::::.. ::AACCAUGUUAUCUACUAUUGCACleavage pacid=37174928 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1
1126 1147 UGAGGUAGUAGAUUGUAUAGUU  .::::.:::.::.  .::::GUUUAUAUAAUUUAUGUUCUCACleavage pacid=37175569 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1
1126 1147 UGAGGUAGUAGAUUGUAUAGUU  .::::.:::.::.  .::::GUUUAUAUAAUUUAUGUUCUCACleavage pacid=37175569 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1

54 75 UGAGGUAGUAGGUUGUAUGGUU:::. : :::::: ::::::..AACUCUUCAACCUUCUACCUUGCleavage pacid=37176766 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1
54 75 UGAGGUAGUAGGUUGUAUGGUU:::. : :::::: ::::::..AACUCUUCAACCUUCUACCUUGCleavage pacid=37176766 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1
54 75 UGAGGUAGUAGGUUGUAUGGUU:::. : :::::: ::::::..AACUCUUCAACCUUCUACCUUGCleavage pacid=37176766 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1
54 75 UGAGGUAGUAGGUUGUAUGGUU:::. : :::::: ::::::..AACUCUUCAACCUUCUACCUUGCleavage pacid=37176766 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1

498 521 AGAGGUAGUAGGUUGCAUAGUUUU ::::::::: ::: .::.: :::UAAACUAUGCCACCGGCUGCAUCUTranslation pacid=37176460 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1
628 649 UGAGGUAGUAGGUUGUAUGGUU.:..::..:: : :::::.:::GAUUAUGUAAACAACUACUUCATranslation pacid=37176697 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1
628 649 UGAGGUAGUAGGUUGUAUGGUU.:..::..:: : :::::.:::GAUUAUGUAAACAACUACUUCATranslation pacid=37176697 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1
628 649 UGAGGUAGUAGGUUGUAUGGUU.:..::..:: : :::::.:::GAUUAUGUAAACAACUACUUCATranslation pacid=37176697 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1
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628 649 UGAGGUAGUAGGUUGUAUGGUU.:..::..:: : :::::.:::GAUUAUGUAAACAACUACUUCATranslation pacid=37176697 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1
868 889 UGAGGUAGUAGAUUGUAUAGUU.:.::::::: :::::... :.GAUUAUACAAGCUACUGUUGCGCleavage pacid=37177422 locus=Phvul.002G253100 ID=Phvul.002G253100.1.v2.1 annot-version=v2.1
868 889 UGAGGUAGUAGAUUGUAUAGUU.:.::::::: :::::... :.GAUUAUACAAGCUACUGUUGCGCleavage pacid=37177422 locus=Phvul.002G253100 ID=Phvul.002G253100.1.v2.1 annot-version=v2.1
169 192 AGAGGUAGUAGGUUGCAUAGUUUU::::  .::::::: ::::: :.:AAAAAGGUGCAACCAACUACAUUUTranslation pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
300 321 UGAGGUAGUAGAUUGUAUAGUU :::.:..:::.:..: :::.:CACUGUGUAAUUUGUUUCCUUACleavage pacid=37176085 locus=Phvul.002G290000 ID=Phvul.002G290000.3.v2.1 annot-version=v2.1
300 321 UGAGGUAGUAGAUUGUAUAGUU :::.:..:::.:..: :::.:CACUGUGUAAUUUGUUUCCUUACleavage pacid=37176085 locus=Phvul.002G290000 ID=Phvul.002G290000.3.v2.1 annot-version=v2.1

2595 2616 UGAGGUAGUAGAUUGUAUAGUU ..:.::.:::::::: ..:. CGUUGUAUAAUCUACUUUUUUUCleavage pacid=37144503 locus=Phvul.003G022200 ID=Phvul.003G022200.1.v2.1 annot-version=v2.1
2595 2616 UGAGGUAGUAGAUUGUAUAGUU ..:.::.:::::::: ..:. CGUUGUAUAAUCUACUUUUUUUCleavage pacid=37144503 locus=Phvul.003G022200 ID=Phvul.003G022200.1.v2.1 annot-version=v2.1
2031 2052 UGAGGUAGUAGGUUGUAUGGUU.:.:::.::: :::::::. : GAUCAUGCAAACUACUACUCCCCleavage pacid=37147083 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1
2031 2052 UGAGGUAGUAGGUUGUAUGGUU.:.:::.::: :::::::. : GAUCAUGCAAACUACUACUCCCCleavage pacid=37147083 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1
2031 2052 UGAGGUAGUAGGUUGUAUGGUU.:.:::.::: :::::::. : GAUCAUGCAAACUACUACUCCCCleavage pacid=37147083 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1
2031 2052 UGAGGUAGUAGGUUGUAUGGUU.:.:::.::: :::::::. : GAUCAUGCAAACUACUACUCCCCleavage pacid=37147083 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1

165 187 UGAGGUAGU-AGGUUGUAUGGUU..::::. :::.: :::::::::GGCCAUGAAACUUCACUACCUCACleavage pacid=37145461 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1
165 187 UGAGGUAGU-AGGUUGUAUGGUU..::::. :::.: :::::::::GGCCAUGAAACUUCACUACCUCACleavage pacid=37145461 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1
165 187 UGAGGUAGU-AGGUUGUAUGGUU..::::. :::.: :::::::::GGCCAUGAAACUUCACUACCUCACleavage pacid=37145461 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1
165 187 UGAGGUAGU-AGGUUGUAUGGUU..::::. :::.: :::::::::GGCCAUGAAACUUCACUACCUCACleavage pacid=37145461 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1

1526 1547 UGAGGUAGUAGAUUGUAUAGUU.:::.:: :: ::..:..::::GACUGUAAAAGCUGUUGUCUCACleavage pacid=37146764 locus=Phvul.003G088200 ID=Phvul.003G088200.1.v2.1 annot-version=v2.1
1526 1547 UGAGGUAGUAGAUUGUAUAGUU.:::.:: :: ::..:..::::GACUGUAAAAGCUGUUGUCUCACleavage pacid=37146764 locus=Phvul.003G088200 ID=Phvul.003G088200.1.v2.1 annot-version=v2.1

575 596 UGAGGUAGUAGGUUGUAUGGUU:.:.::::::..::: ...:.:AGCUAUACAAUUUACAGUUUUACleavage pacid=37147137 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1
575 596 UGAGGUAGUAGGUUGUAUGGUU:.:.::::::..::: ...:.:AGCUAUACAAUUUACAGUUUUACleavage pacid=37147137 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1
575 596 UGAGGUAGUAGGUUGUAUGGUU:.:.::::::..::: ...:.:AGCUAUACAAUUUACAGUUUUACleavage pacid=37147137 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1
575 596 UGAGGUAGUAGGUUGUAUGGUU:.:.::::::..::: ...:.:AGCUAUACAAUUUACAGUUUUACleavage pacid=37147137 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1

9208 9231 AGAGGUAGUAGGUUGCAUAGUUUU:. :::.:::: :::. :.:.:::AGCACUGUGCACCCUGGUGCUUCUCleavage pacid=37145453 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1
9208 9231 AGAGGUAGUAGGUUGCAUAGUUUU:. :::.:::: :::. :.:.:::AGCACUGUGCACCCUGGUGCUUCUCleavage pacid=37145452 locus=Phvul.003G119100 ID=Phvul.003G119100.2.v2.1 annot-version=v2.1
9208 9231 AGAGGUAGUAGGUUGCAUAGUUUU:. :::.:::: :::. :.:.:::AGCACUGUGCACCCUGGUGCUUCUCleavage pacid=37145451 locus=Phvul.003G119100 ID=Phvul.003G119100.1.v2.1 annot-version=v2.1

143 166 AGAGGUAGUAGGUUGCAUAGUUUU::::. :::. ::::::: .::.:AAAAUCAUGUCACCUACUUUCUUUCleavage pacid=37146945 locus=Phvul.003G169700 ID=Phvul.003G169700.1.v2.1 annot-version=v2.1
420 443 AGAGGUAGUAGGUUGCAUAGUUUU.:::. . ::::.::: :.:::::GAAAUGGAGCAAUCUAAUGCCUCUCleavage pacid=37144629 locus=Phvul.003G292000 ID=Phvul.003G292000.1.v2.1 annot-version=v2.1
349 373 AGAGGUAGUA-GGUUGCAUAGUUUU  :..::::::..: ::.:::.:::CUAGUUAUGCAGUCAUAUUACUUCUTranslation pacid=37163777 locus=Phvul.004G058600 ID=Phvul.004G058600.1.v2.1 annot-version=v2.1

4084 4104 UGAGGUAGUAGGUUGUAUGGUU::.:::.:. ::::.:.:::::AAUCAUGCG-CCUAUUGCCUCACleavage pacid=37162257 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1
4084 4104 UGAGGUAGUAGGUUGUAUGGUU::.:::.:. ::::.:.:::::AAUCAUGCG-CCUAUUGCCUCACleavage pacid=37162257 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1
4084 4104 UGAGGUAGUAGGUUGUAUGGUU::.:::.:. ::::.:.:::::AAUCAUGCG-CCUAUUGCCUCACleavage pacid=37162257 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1
4084 4104 UGAGGUAGUAGGUUGUAUGGUU::.:::.:. ::::.:.:::::AAUCAUGCG-CCUAUUGCCUCACleavage pacid=37162257 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1
2603 2624 UGAGGUAGUAGGUUGUAUGGUU:::::  :::..::::::.: :AACCAACCAAUUUACUACUUAACleavage pacid=37163533 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1
2603 2624 UGAGGUAGUAGGUUGUAUGGUU:::::  :::..::::::.: :AACCAACCAAUUUACUACUUAACleavage pacid=37163533 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1
2603 2624 UGAGGUAGUAGGUUGUAUGGUU:::::  :::..::::::.: :AACCAACCAAUUUACUACUUAACleavage pacid=37163533 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1
2603 2624 UGAGGUAGUAGGUUGUAUGGUU:::::  :::..::::::.: :AACCAACCAAUUUACUACUUAACleavage pacid=37163533 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1

971 993 UGAGGUAGUAGAUUGUAU-AGUU:.:: ::..:::: :::::.:::AGCUCAUGUAAUCGACUACUUCATranslation pacid=37162268 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1
971 993 UGAGGUAGUAGAUUGUAU-AGUU:.:: ::..:::: :::::.:::AGCUCAUGUAAUCGACUACUUCATranslation pacid=37162268 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1

2918 2939 UGAGGUAGUAGAUUGUAUAGUU:.:::: .::::::: ::: .:AGCUAUUUAAUCUACAACCAUACleavage pacid=37154040 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1
2918 2939 UGAGGUAGUAGAUUGUAUAGUU:.:::: .::::::: ::: .:AGCUAUUUAAUCUACAACCAUACleavage pacid=37154040 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1

297 320 AGAGGUAGUAGGUUGCAUAGUUUU:::..:.: ....:::: ::::::AAAGUUGUUUGGUCUACAACCUCUCleavage pacid=37153816 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1
1539 1562 AGAGGUAGUAGGUUGCAUAGUUUU::::.::::::::.:..:.:  ::AAAAUUAUGCAACUUGUUGCAGCUCleavage pacid=37154603 locus=Phvul.005G095600 ID=Phvul.005G095600.1.v2.1 annot-version=v2.1

10 32 UGAGGUAGUAGGUUG-UAUGGUU:::.: : :::.::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152446 locus=Phvul.005G097200 ID=Phvul.005G097200.3.v2.1 annot-version=v2.1
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190 212 UGAGGUAGUAGGUUG-UAUGGUU:::.: : :::.::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152450 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1
190 212 UGAGGUAGUAGGUUG-UAUGGUU:::.: : :::.::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152448 locus=Phvul.005G097200 ID=Phvul.005G097200.5.v2.1 annot-version=v2.1

10 32 UGAGGUAGUAGGUUG-UAUGGUU:::.: : :::.::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152446 locus=Phvul.005G097200 ID=Phvul.005G097200.3.v2.1 annot-version=v2.1
190 212 UGAGGUAGUAGGUUG-UAUGGUU:::.: : :::.::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152450 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1
190 212 UGAGGUAGUAGGUUG-UAUGGUU:::.: : :::.::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152448 locus=Phvul.005G097200 ID=Phvul.005G097200.5.v2.1 annot-version=v2.1

10 32 UGAGGUAGUAGGUUG-UAUGGUU:::.: : :::.::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152446 locus=Phvul.005G097200 ID=Phvul.005G097200.3.v2.1 annot-version=v2.1
190 212 UGAGGUAGUAGGUUG-UAUGGUU:::.: : :::.::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152450 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1
190 212 UGAGGUAGUAGGUUG-UAUGGUU:::.: : :::.::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152448 locus=Phvul.005G097200 ID=Phvul.005G097200.5.v2.1 annot-version=v2.1

10 32 UGAGGUAGUAGGUUG-UAUGGUU:::.: : :::.::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152446 locus=Phvul.005G097200 ID=Phvul.005G097200.3.v2.1 annot-version=v2.1
190 212 UGAGGUAGUAGGUUG-UAUGGUU:::.: : :::.::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152450 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1
190 212 UGAGGUAGUAGGUUG-UAUGGUU:::.: : :::.::::::..:::AACUACAACAAUCUACUAUUUCACleavage pacid=37152448 locus=Phvul.005G097200 ID=Phvul.005G097200.5.v2.1 annot-version=v2.1

2173 2194 UGAGGUAGUAGAUUGUAUAGUU::::::.:.. . :::::::::AACUAUGCGGAUAACUACCUCATranslation pacid=37153004 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1
2213 2234 UGAGGUAGUAGAUUGUAUAGUU::::::.:.. . :::::::::AACUAUGCGGAUAACUACCUCATranslation pacid=37153003 locus=Phvul.005G101400 ID=Phvul.005G101400.2.v2.1 annot-version=v2.1
2421 2442 UGAGGUAGUAGAUUGUAUAGUU::::::.:.. . :::::::::AACUAUGCGGAUAACUACCUCATranslation pacid=37153002 locus=Phvul.005G101400 ID=Phvul.005G101400.1.v2.1 annot-version=v2.1
2173 2194 UGAGGUAGUAGAUUGUAUAGUU::::::.:.. . :::::::::AACUAUGCGGAUAACUACCUCATranslation pacid=37153004 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1
2213 2234 UGAGGUAGUAGAUUGUAUAGUU::::::.:.. . :::::::::AACUAUGCGGAUAACUACCUCATranslation pacid=37153003 locus=Phvul.005G101400 ID=Phvul.005G101400.2.v2.1 annot-version=v2.1
2421 2442 UGAGGUAGUAGAUUGUAUAGUU::::::.:.. . :::::::::AACUAUGCGGAUAACUACCUCATranslation pacid=37153002 locus=Phvul.005G101400 ID=Phvul.005G101400.1.v2.1 annot-version=v2.1

362 383 UGAGGUAGUAGGUUGUAUGGUU:.:.. :::: .::.:.:::::AGCUGAACAAGUUAUUGCCUCACleavage pacid=37153440 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1
362 383 UGAGGUAGUAGGUUGUAUGGUU:.:.. :::: .::.:.:::::AGCUGAACAAGUUAUUGCCUCACleavage pacid=37153440 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1
362 383 UGAGGUAGUAGGUUGUAUGGUU:.:.. :::: .::.:.:::::AGCUGAACAAGUUAUUGCCUCACleavage pacid=37153440 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1
362 383 UGAGGUAGUAGGUUGUAUGGUU:.:.. :::: .::.:.:::::AGCUGAACAAGUUAUUGCCUCACleavage pacid=37153440 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1
197 219 UGAGGUAGUAGGUUG-UAUGGUU:.::::. :::::::: :..:::AGCCAUGGCAACCUACAAUUUCACleavage pacid=37152247 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1
197 219 UGAGGUAGUAGGUUG-UAUGGUU:.::::. :::::::: :..:::AGCCAUGGCAACCUACAAUUUCACleavage pacid=37152247 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1
197 219 UGAGGUAGUAGGUUG-UAUGGUU:.::::. :::::::: :..:::AGCCAUGGCAACCUACAAUUUCACleavage pacid=37152247 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1
197 219 UGAGGUAGUAGGUUG-UAUGGUU:.::::. :::::::: :..:::AGCCAUGGCAACCUACAAUUUCACleavage pacid=37152247 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1

44 65 UGAGGUAGUAGGUUGUAUGGUU:.::::.:::..:: :.:.:: AGCCAUGCAAUUUAAUGCUUCCCleavage pacid=37171334 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1
44 65 UGAGGUAGUAGGUUGUAUGGUU:.::::.:::..:: :.:.:: AGCCAUGCAAUUUAAUGCUUCCCleavage pacid=37171334 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1
44 65 UGAGGUAGUAGGUUGUAUGGUU:.::::.:::..:: :.:.:: AGCCAUGCAAUUUAAUGCUUCCCleavage pacid=37171334 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1
44 65 UGAGGUAGUAGGUUGUAUGGUU:.::::.:::..:: :.:.:: AGCCAUGCAAUUUAAUGCUUCCCleavage pacid=37171334 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1

267 288 UGAGGUAGUAGAUUGUAUAGUU    : .:: :.::::::.:::GUGCAGGCAUUUUACUACUUCACleavage pacid=37173086 locus=Phvul.006G168163 ID=Phvul.006G168163.1.v2.1 annot-version=v2.1
267 288 UGAGGUAGUAGAUUGUAUAGUU    : .:: :.::::::.:::GUGCAGGCAUUUUACUACUUCACleavage pacid=37173086 locus=Phvul.006G168163 ID=Phvul.006G168163.1.v2.1 annot-version=v2.1

1870 1891 UGAGGUAGUAGGUUGUAUGGUU ::.::::::::::  :..::.CACUAUACAACCUAGGAUUUCGCleavage pacid=37164578 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1
1870 1891 UGAGGUAGUAGGUUGUAUGGUU ::.::::::::::  :..::.CACUAUACAACCUAGGAUUUCGCleavage pacid=37164578 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1
1870 1891 UGAGGUAGUAGGUUGUAUGGUU ::.::::::::::  :..::.CACUAUACAACCUAGGAUUUCGCleavage pacid=37164578 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1
1870 1891 UGAGGUAGUAGGUUGUAUGGUU ::.::::::::::  :..::.CACUAUACAACCUAGGAUUUCGCleavage pacid=37164578 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1
1971 1992 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164813 locus=Phvul.007G069900 ID=Phvul.007G069900.3.v2.1 annot-version=v2.1
1971 1992 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164814 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1
2125 2146 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164812 locus=Phvul.007G069900 ID=Phvul.007G069900.1.v2.1 annot-version=v2.1
2125 2146 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164811 locus=Phvul.007G069900 ID=Phvul.007G069900.4.v2.1 annot-version=v2.1
1971 1992 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164813 locus=Phvul.007G069900 ID=Phvul.007G069900.3.v2.1 annot-version=v2.1
1971 1992 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164814 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1
2125 2146 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164812 locus=Phvul.007G069900 ID=Phvul.007G069900.1.v2.1 annot-version=v2.1
2125 2146 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164811 locus=Phvul.007G069900 ID=Phvul.007G069900.4.v2.1 annot-version=v2.1
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1971 1992 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164813 locus=Phvul.007G069900 ID=Phvul.007G069900.3.v2.1 annot-version=v2.1
1971 1992 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164814 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1
2125 2146 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164812 locus=Phvul.007G069900 ID=Phvul.007G069900.1.v2.1 annot-version=v2.1
2125 2146 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164811 locus=Phvul.007G069900 ID=Phvul.007G069900.4.v2.1 annot-version=v2.1
1971 1992 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164813 locus=Phvul.007G069900 ID=Phvul.007G069900.3.v2.1 annot-version=v2.1
1971 1992 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164814 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1
2125 2146 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164812 locus=Phvul.007G069900 ID=Phvul.007G069900.1.v2.1 annot-version=v2.1
2125 2146 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::...:.::.:: ::AGCCAUUCAGUUUGCUGCCACACleavage pacid=37164811 locus=Phvul.007G069900 ID=Phvul.007G069900.4.v2.1 annot-version=v2.1

46 69 AGAGGUAGUAGGUUGCAUAGUUUU::::. :::. :.::.::::.:: AAAAUCAUGUCAUCUGCUACUUCCCleavage pacid=37167603 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1
165 186 UGAGGUAGUAGGUUGUAUGGUU:::: : ::.::: :::..:::AACCUUCCAGCCUUCUAUUUCACleavage pacid=37164321 locus=Phvul.007G114100 ID=Phvul.007G114100.1.v2.1 annot-version=v2.1
165 186 UGAGGUAGUAGGUUGUAUGGUU:::: : ::.::: :::..:::AACCUUCCAGCCUUCUAUUUCACleavage pacid=37164321 locus=Phvul.007G114100 ID=Phvul.007G114100.1.v2.1 annot-version=v2.1
165 186 UGAGGUAGUAGGUUGUAUGGUU:::: : ::.::: :::..:::AACCUUCCAGCCUUCUAUUUCACleavage pacid=37164321 locus=Phvul.007G114100 ID=Phvul.007G114100.1.v2.1 annot-version=v2.1
165 186 UGAGGUAGUAGGUUGUAUGGUU:::: : ::.::: :::..:::AACCUUCCAGCCUUCUAUUUCACleavage pacid=37164321 locus=Phvul.007G114100 ID=Phvul.007G114100.1.v2.1 annot-version=v2.1
833 854 UGAGGUAGUAGAUUGUAUAGUU::.:. ::::: ::.:.:.:.:AAUUGCACAAUGUAUUGCUUUATranslation pacid=37166949 locus=Phvul.007G184600 ID=Phvul.007G184600.1.v2.1 annot-version=v2.1
833 854 UGAGGUAGUAGAUUGUAUAGUU::.:. ::::: ::.:.:.:.:AAUUGCACAAUGUAUUGCUUUATranslation pacid=37166949 locus=Phvul.007G184600 ID=Phvul.007G184600.1.v2.1 annot-version=v2.1
365 388 AGAGGUAGUAGGUUGCAUAGUUUU :::: ::: :::::.. ::::.:CAAACAAUGAAACCUGUGACCUUUCleavage pacid=37164330 locus=Phvul.007G192300 ID=Phvul.007G192300.1.v2.1 annot-version=v2.1

1112 1133 UGAGGUAGUAGAUUGUAUAGUU.:: ::.::: ::.::::::. GACAAUGCAAACUGCUACCUUCCleavage pacid=37165335 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1
1112 1133 UGAGGUAGUAGAUUGUAUAGUU.:: ::.::: ::.::::::. GACAAUGCAAACUGCUACCUUCCleavage pacid=37165335 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1
1112 1133 UGAGGUAGUAGGUUGUAUGGUU.:: ::.::: ::.::::::. GACAAUGCAAACUGCUACCUUCCleavage pacid=37165335 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1
1112 1133 UGAGGUAGUAGGUUGUAUGGUU.:: ::.::: ::.::::::. GACAAUGCAAACUGCUACCUUCCleavage pacid=37165335 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1
1112 1133 UGAGGUAGUAGGUUGUAUGGUU.:: ::.::: ::.::::::. GACAAUGCAAACUGCUACCUUCCleavage pacid=37165335 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1
1112 1133 UGAGGUAGUAGGUUGUAUGGUU.:: ::.::: ::.::::::. GACAAUGCAAACUGCUACCUUCCleavage pacid=37165335 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1
1919 1940 UGAGGUAGUAGGUUGUAUGGUU:::::  .:...::.:.:::::AACCAAUUAGUUUAUUGCCUCACleavage pacid=37167018 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1
1919 1940 UGAGGUAGUAGGUUGUAUGGUU:::::  .:...::.:.:::::AACCAAUUAGUUUAUUGCCUCACleavage pacid=37167018 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1
1919 1940 UGAGGUAGUAGGUUGUAUGGUU:::::  .:...::.:.:::::AACCAAUUAGUUUAUUGCCUCACleavage pacid=37167018 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1
1919 1940 UGAGGUAGUAGGUUGUAUGGUU:::::  .:...::.:.:::::AACCAAUUAGUUUAUUGCCUCACleavage pacid=37167018 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1
2013 2037 AGAGGUAGUAGGUUGCA-UAGUUUU.:::::: :: ::::::.::..:.:GAAACUAAUGGAACCUAUUAUUUUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
2548 2571 AGAGGUAGUAGGUUGCAUAGUUUU ::: ::::::...:.:::: :. CAAAAUAUGCAGUUUGCUACAUUCCleavage pacid=37160665 locus=Phvul.008G043400 ID=Phvul.008G043400.1.v2.1 annot-version=v2.1
1653 1676 AGAGGUAGUAGGUUGCAUAGUUUU: :: :::::::..:.  :.::::ACAAAUAUGCAAUUUGAAAUCUCUCleavage pacid=37160665 locus=Phvul.008G043400 ID=Phvul.008G043400.1.v2.1 annot-version=v2.1
1200 1221 UGAGGUAGUAGAUUGUAUAGUU::.:::: ..::: ::::::. AAUUAUAGGGUCUUCUACCUUUCleavage pacid=37158646 locus=Phvul.008G067300 ID=Phvul.008G067300.1.v2.1 annot-version=v2.1
1200 1221 UGAGGUAGUAGAUUGUAUAGUU::.:::: ..::: ::::::. AAUUAUAGGGUCUUCUACCUUUCleavage pacid=37158646 locus=Phvul.008G067300 ID=Phvul.008G067300.1.v2.1 annot-version=v2.1
1025 1046 UGAGGUAGUAGGUUGUAUGGUU::.: :..::..:.::::::. AAUCCUGUAAUUUGCUACCUUUCleavage pacid=37159657 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1
1025 1046 UGAGGUAGUAGGUUGUAUGGUU::.: :..::..:.::::::. AAUCCUGUAAUUUGCUACCUUUCleavage pacid=37159657 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1
1025 1046 UGAGGUAGUAGGUUGUAUGGUU::.: :..::..:.::::::. AAUCCUGUAAUUUGCUACCUUUCleavage pacid=37159657 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1
1025 1046 UGAGGUAGUAGGUUGUAUGGUU::.: :..::..:.::::::. AAUCCUGUAAUUUGCUACCUUUCleavage pacid=37159657 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1
1025 1046 UGAGGUAGUAGGUUGUAUGGUU::...:..::..:.::::::. AAUUGUGUAAUUUGCUACCUUUCleavage pacid=37161406 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1
1025 1046 UGAGGUAGUAGGUUGUAUGGUU::...:..::..:.::::::. AAUUGUGUAAUUUGCUACCUUUCleavage pacid=37161406 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1
1025 1046 UGAGGUAGUAGGUUGUAUGGUU::...:..::..:.::::::. AAUUGUGUAAUUUGCUACCUUUCleavage pacid=37161406 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1
1025 1046 UGAGGUAGUAGGUUGUAUGGUU::...:..::..:.::::::. AAUUGUGUAAUUUGCUACCUUUCleavage pacid=37161406 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1

929 950 UGAGGUAGUAGGUUGUAUGGUU::...:..::..:.::::::. AAUUGUGUAAUUUGCUACCUUUCleavage pacid=37160139 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1
929 950 UGAGGUAGUAGGUUGUAUGGUU::...:..::..:.::::::. AAUUGUGUAAUUUGCUACCUUUCleavage pacid=37160139 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1
929 950 UGAGGUAGUAGGUUGUAUGGUU::...:..::..:.::::::. AAUUGUGUAAUUUGCUACCUUUCleavage pacid=37160139 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1
929 950 UGAGGUAGUAGGUUGUAUGGUU::...:..::..:.::::::. AAUUGUGUAAUUUGCUACCUUUCleavage pacid=37160139 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1
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2973 2994 UGAGGUAGUAGAUUGUAUAGUU..::.:..:::.:::::.. .:GGCUGUGUAAUUUACUAUUAUACleavage pacid=37158953 locus=Phvul.008G125400 ID=Phvul.008G125400.2.v2.1 annot-version=v2.1
2979 3000 UGAGGUAGUAGAUUGUAUAGUU..::.:..:::.:::::.. .:GGCUGUGUAAUUUACUAUUAUACleavage pacid=37158952 locus=Phvul.008G125400 ID=Phvul.008G125400.1.v2.1 annot-version=v2.1
2973 2994 UGAGGUAGUAGAUUGUAUAGUU..::.:..:::.:::::.. .:GGCUGUGUAAUUUACUAUUAUACleavage pacid=37158953 locus=Phvul.008G125400 ID=Phvul.008G125400.2.v2.1 annot-version=v2.1
2979 3000 UGAGGUAGUAGAUUGUAUAGUU..::.:..:::.:::::.. .:GGCUGUGUAAUUUACUAUUAUACleavage pacid=37158952 locus=Phvul.008G125400 ID=Phvul.008G125400.1.v2.1 annot-version=v2.1
2270 2293 AGAGGUAGUAGGUUGCAUAGUUUU.:.:.:.::.::..:..:...:.:GAGAUUGUGUAAUUUGUUGUUUUUCleavage pacid=37158609 locus=Phvul.008G229100 ID=Phvul.008G229100.1.v2.1 annot-version=v2.1
2172 2193 UGAGGUAGUAGAUUGUAUAGUU  ::::  :.:::::::: :..UUCUAUCAAGUCUACUACAUUGCleavage pacid=37161159 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1
2172 2193 UGAGGUAGUAGAUUGUAUAGUU  ::::  :.:::::::: :..UUCUAUCAAGUCUACUACAUUGCleavage pacid=37161159 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1
1538 1559 UGAGGUAGUAGAUUGUAUAGUU..::.::.:::::: : :.:.:GGCUGUAUAAUCUAAUUCUUUACleavage pacid=37150212 locus=Phvul.009G010800 ID=Phvul.009G010800.1.v2.1 annot-version=v2.1
1538 1559 UGAGGUAGUAGAUUGUAUAGUU..::.::.:::::: : :.:.:GGCUGUAUAAUCUAAUUCUUUACleavage pacid=37150212 locus=Phvul.009G010800 ID=Phvul.009G010800.1.v2.1 annot-version=v2.1

612 635 AGAGGUAGUAGGUUGCAUAGUUUU:::.::: :: :::::.:.:.:. AAAGCUACGCUACCUAUUGCUUUACleavage pacid=37149708 locus=Phvul.009G034800 ID=Phvul.009G034800.1.v2.1 annot-version=v2.1
269 290 UGAGGUAGUAGGUUGUAUGGUU::::  :::::: : :::::::AACCCCACAACCCAAUACCUCATranslation pacid=37150987 locus=Phvul.009G060200 ID=Phvul.009G060200.1.v2.1 annot-version=v2.1
269 290 UGAGGUAGUAGGUUGUAUGGUU::::  :::::: : :::::::AACCCCACAACCCAAUACCUCATranslation pacid=37150988 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1
269 290 UGAGGUAGUAGGUUGUAUGGUU::::  :::::: : :::::::AACCCCACAACCCAAUACCUCATranslation pacid=37150987 locus=Phvul.009G060200 ID=Phvul.009G060200.1.v2.1 annot-version=v2.1
269 290 UGAGGUAGUAGGUUGUAUGGUU::::  :::::: : :::::::AACCCCACAACCCAAUACCUCATranslation pacid=37150988 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1
269 290 UGAGGUAGUAGGUUGUAUGGUU::::  :::::: : :::::::AACCCCACAACCCAAUACCUCATranslation pacid=37150987 locus=Phvul.009G060200 ID=Phvul.009G060200.1.v2.1 annot-version=v2.1
269 290 UGAGGUAGUAGGUUGUAUGGUU::::  :::::: : :::::::AACCCCACAACCCAAUACCUCATranslation pacid=37150988 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1
269 290 UGAGGUAGUAGGUUGUAUGGUU::::  :::::: : :::::::AACCCCACAACCCAAUACCUCATranslation pacid=37150987 locus=Phvul.009G060200 ID=Phvul.009G060200.1.v2.1 annot-version=v2.1
269 290 UGAGGUAGUAGGUUGUAUGGUU::::  :::::: : :::::::AACCCCACAACCCAAUACCUCATranslation pacid=37150988 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1

1680 1701 UGAGGUAGUAGAUUGUAUAGUU.:::.::::. ::.::.:.:..GACUGUACAGGCUGCUGCUUUGCleavage pacid=37150227 locus=Phvul.009G115500 ID=Phvul.009G115500.1.v2.1 annot-version=v2.1
1680 1701 UGAGGUAGUAGAUUGUAUAGUU.:::.::::. ::.::.:.:..GACUGUACAGGCUGCUGCUUUGCleavage pacid=37150227 locus=Phvul.009G115500 ID=Phvul.009G115500.1.v2.1 annot-version=v2.1

290 311 UGAGGUAGUAGGUUGUAUGGUU:::  :..::::::: :::::.AACGUUGUAACCUACGACCUCGCleavage pacid=37149132 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1
290 311 UGAGGUAGUAGGUUGUAUGGUU:::  :..::::::: :::::.AACGUUGUAACCUACGACCUCGCleavage pacid=37149132 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1
290 311 UGAGGUAGUAGGUUGUAUGGUU:::  :..::::::: :::::.AACGUUGUAACCUACGACCUCGCleavage pacid=37149132 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1
290 311 UGAGGUAGUAGGUUGUAUGGUU:::  :..::::::: :::::.AACGUUGUAACCUACGACCUCGCleavage pacid=37149132 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1
767 790 AGAGGUAGUAGGUUGCAUAGUUUU::.:.:.:: :::: ::::: :.:AAGAUUGUGAAACCAACUACAUUUTranslation pacid=37151888 locus=Phvul.009G203100 ID=Phvul.009G203100.1.v2.1 annot-version=v2.1

1402 1423 UGAGGUAGUAGGUUGUAUGGUU.:: :::..:.:::: ::::..GACAAUAUGAUCUACCACCUUGCleavage pacid=37151089 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1
1402 1423 UGAGGUAGUAGGUUGUAUGGUU.:: :::..:.:::: ::::..GACAAUAUGAUCUACCACCUUGCleavage pacid=37151089 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1
1402 1423 UGAGGUAGUAGGUUGUAUGGUU.:: :::..:.:::: ::::..GACAAUAUGAUCUACCACCUUGCleavage pacid=37151089 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1
1402 1423 UGAGGUAGUAGGUUGUAUGGUU.:: :::..:.:::: ::::..GACAAUAUGAUCUACCACCUUGCleavage pacid=37151089 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1

512 533 UGAGGUAGUAGAUUGUAUAGUU.:.:.:.:::: :.:::.: ::GAUUGUGCAAUGUGCUAUCACATranslation pacid=37151367 locus=Phvul.009G255100 ID=Phvul.009G255100.1.v2.1 annot-version=v2.1
535 556 UGAGGUAGUAGAUUGUAUAGUU.:.:.:.:::: :.:::.: ::GAUUGUGCAAUGUGCUAUCACATranslation pacid=37151366 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1
512 533 UGAGGUAGUAGAUUGUAUAGUU.:.:.:.:::: :.:::.: ::GAUUGUGCAAUGUGCUAUCACATranslation pacid=37151367 locus=Phvul.009G255100 ID=Phvul.009G255100.1.v2.1 annot-version=v2.1
535 556 UGAGGUAGUAGAUUGUAUAGUU.:.:.:.:::: :.:::.: ::GAUUGUGCAAUGUGCUAUCACATranslation pacid=37151366 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1
509 530 UGAGGUAGUAGGUUGUAUGGUU::.:::::  :.::: :.::::AAUCAUACUUCUUACCAUCUCACleavage pacid=37143141 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1
509 530 UGAGGUAGUAGGUUGUAUGGUU::.:::::  :.::: :.::::AAUCAUACUUCUUACCAUCUCACleavage pacid=37143141 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1
509 530 UGAGGUAGUAGGUUGUAUGGUU::.:::::  :.::: :.::::AAUCAUACUUCUUACCAUCUCACleavage pacid=37143141 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1
509 530 UGAGGUAGUAGGUUGUAUGGUU::.:::::  :.::: :.::::AAUCAUACUUCUUACCAUCUCACleavage pacid=37143141 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1

2465 2486 UGAGGUAGUAGAUUGUAUAGUU:..::::::.:.::.:.  :::AGUUAUACAGUUUAUUGGAUCACleavage pacid=37143028 locus=Phvul.010G028900 ID=Phvul.010G028900.2.v2.1 annot-version=v2.1
2478 2499 UGAGGUAGUAGAUUGUAUAGUU:..::::::.:.::.:.  :::AGUUAUACAGUUUAUUGGAUCACleavage pacid=37143027 locus=Phvul.010G028900 ID=Phvul.010G028900.1.v2.1 annot-version=v2.1
2465 2486 UGAGGUAGUAGAUUGUAUAGUU:..::::::.:.::.:.  :::AGUUAUACAGUUUAUUGGAUCACleavage pacid=37143028 locus=Phvul.010G028900 ID=Phvul.010G028900.2.v2.1 annot-version=v2.1
2478 2499 UGAGGUAGUAGAUUGUAUAGUU:..::::::.:.::.:.  :::AGUUAUACAGUUUAUUGGAUCACleavage pacid=37143027 locus=Phvul.010G028900 ID=Phvul.010G028900.1.v2.1 annot-version=v2.1
1001 1022 UGAGGUAGUAGGUUGUAUGGUU::..::: ::::: : ::.:::AAUUAUAGAACCUUCAACUUCACleavage pacid=37142449 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1
1001 1022 UGAGGUAGUAGGUUGUAUGGUU::..::: ::::: : ::.:::AAUUAUAGAACCUUCAACUUCACleavage pacid=37142449 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1
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1001 1022 UGAGGUAGUAGGUUGUAUGGUU::..::: ::::: : ::.:::AAUUAUAGAACCUUCAACUUCACleavage pacid=37142449 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1
1001 1022 UGAGGUAGUAGGUUGUAUGGUU::..::: ::::: : ::.:::AAUUAUAGAACCUUCAACUUCACleavage pacid=37142449 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1
1340 1361 UGAGGUAGUAGGUUGUAUGGUU  ::::.: :.:: ::...:::UUCCAUGCCAUCUCCUGUUUCACleavage pacid=37142486 locus=Phvul.010G089200 ID=Phvul.010G089200.1.v2.1 annot-version=v2.1
1345 1366 UGAGGUAGUAGGUUGUAUGGUU  ::::.: :.:: ::...:::UUCCAUGCCAUCUCCUGUUUCACleavage pacid=37142487 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1
1340 1361 UGAGGUAGUAGGUUGUAUGGUU  ::::.: :.:: ::...:::UUCCAUGCCAUCUCCUGUUUCACleavage pacid=37142486 locus=Phvul.010G089200 ID=Phvul.010G089200.1.v2.1 annot-version=v2.1
1345 1366 UGAGGUAGUAGGUUGUAUGGUU  ::::.: :.:: ::...:::UUCCAUGCCAUCUCCUGUUUCACleavage pacid=37142487 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1
1340 1361 UGAGGUAGUAGGUUGUAUGGUU  ::::.: :.:: ::...:::UUCCAUGCCAUCUCCUGUUUCACleavage pacid=37142486 locus=Phvul.010G089200 ID=Phvul.010G089200.1.v2.1 annot-version=v2.1
1345 1366 UGAGGUAGUAGGUUGUAUGGUU  ::::.: :.:: ::...:::UUCCAUGCCAUCUCCUGUUUCACleavage pacid=37142487 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1
1340 1361 UGAGGUAGUAGGUUGUAUGGUU  ::::.: :.:: ::...:::UUCCAUGCCAUCUCCUGUUUCACleavage pacid=37142486 locus=Phvul.010G089200 ID=Phvul.010G089200.1.v2.1 annot-version=v2.1
1345 1366 UGAGGUAGUAGGUUGUAUGGUU  ::::.: :.:: ::...:::UUCCAUGCCAUCUCCUGUUUCACleavage pacid=37142487 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1
1562 1583 UGAGGUAGUAGGUUGUAUGGUU:::::::.:::.:.:: .::. AACCAUAUAACUUGCUUUCUUUCleavage pacid=37143242 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1
1562 1583 UGAGGUAGUAGGUUGUAUGGUU:::::::.:::.:.:: .::. AACCAUAUAACUUGCUUUCUUUCleavage pacid=37143242 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1
1562 1583 UGAGGUAGUAGGUUGUAUGGUU:::::::.:::.:.:: .::. AACCAUAUAACUUGCUUUCUUUCleavage pacid=37143242 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1
1562 1583 UGAGGUAGUAGGUUGUAUGGUU:::::::.:::.:.:: .::. AACCAUAUAACUUGCUUUCUUUCleavage pacid=37143242 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1

534 555 UGAGGUAGUAGGUUGUAUGGUU..::::.:::.:::. .: :::GGCCAUGCAAUCUAUAGCAUCACleavage pacid=37156003 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1
534 555 UGAGGUAGUAGGUUGUAUGGUU..::::.:::.:::. .: :::GGCCAUGCAAUCUAUAGCAUCACleavage pacid=37156002 locus=Phvul.011G001200 ID=Phvul.011G001200.1.v2.1 annot-version=v2.1
534 555 UGAGGUAGUAGGUUGUAUGGUU..::::.:::.:::. .: :::GGCCAUGCAAUCUAUAGCAUCACleavage pacid=37156003 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1
534 555 UGAGGUAGUAGGUUGUAUGGUU..::::.:::.:::. .: :::GGCCAUGCAAUCUAUAGCAUCACleavage pacid=37156002 locus=Phvul.011G001200 ID=Phvul.011G001200.1.v2.1 annot-version=v2.1
534 555 UGAGGUAGUAGGUUGUAUGGUU..::::.:::.:::. .: :::GGCCAUGCAAUCUAUAGCAUCACleavage pacid=37156003 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1
534 555 UGAGGUAGUAGGUUGUAUGGUU..::::.:::.:::. .: :::GGCCAUGCAAUCUAUAGCAUCACleavage pacid=37156002 locus=Phvul.011G001200 ID=Phvul.011G001200.1.v2.1 annot-version=v2.1
534 555 UGAGGUAGUAGGUUGUAUGGUU..::::.:::.:::. .: :::GGCCAUGCAAUCUAUAGCAUCACleavage pacid=37156003 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1
534 555 UGAGGUAGUAGGUUGUAUGGUU..::::.:::.:::. .: :::GGCCAUGCAAUCUAUAGCAUCACleavage pacid=37156002 locus=Phvul.011G001200 ID=Phvul.011G001200.1.v2.1 annot-version=v2.1
589 611 AGAGGUAGUAGGUUGCAUAGUUUU:: :.::::::::::..: ..:::AAUAUUAUGCAACCUGUU-UUUCUCleavage pacid=37156678 locus=Phvul.011G004200 ID=Phvul.011G004200.1.v2.1 annot-version=v2.1
299 320 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::::: :: ::::: AGCCAUUCAACCAACAACCUCUTranslation pacid=37155891 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1
299 320 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::::: :: ::::: AGCCAUUCAACCAACAACCUCUTranslation pacid=37155891 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1
299 320 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::::: :: ::::: AGCCAUUCAACCAACAACCUCUTranslation pacid=37155891 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1
299 320 UGAGGUAGUAGGUUGUAUGGUU:.:::: ::::: :: ::::: AGCCAUUCAACCAACAACCUCUTranslation pacid=37155891 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1

1405 1426 UGAGGUAGUAGAUUGUAUAGUU.:::.:: :: ::..:..::::GACUGUAAAAGCUGUUGUCUCACleavage pacid=37157494 locus=Phvul.L001679 ID=Phvul.L001679.1.v2.1 annot-version=v2.1
1405 1426 UGAGGUAGUAGAUUGUAUAGUU.:::.:: :: ::..:..::::GACUGUAAAAGCUGUUGUCUCACleavage pacid=37157494 locus=Phvul.L001679 ID=Phvul.L001679.1.v2.1 annot-version=v2.1
1729 1749 UGAGGUAGUAGAUUGUAUAGUU:.::.: ::::.::.::.::: AGCUGU-CAAUUUAUUAUCUCUCleavage pacid=37157526 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1
1729 1749 UGAGGUAGUAGAUUGUAUAGUU:.::.: ::::.::.::.::: AGCUGU-CAAUUUAUUAUCUCUCleavage pacid=37157526 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1

121 142 UGAGGUAGUAGAUUGUAUAGUU:.::.:: :::.:.::. .:::AGCUGUAAAAUUUGCUGGUUCACleavage pacid=37179027 locus=Phvul.L009843 ID=Phvul.L009843.2.v2.1 annot-version=v2.1
121 142 UGAGGUAGUAGAUUGUAUAGUU:.::.:: :::.:.::. .:::AGCUGUAAAAUUUGCUGGUUCACleavage pacid=37179026 locus=Phvul.L009843 ID=Phvul.L009843.1.v2.1 annot-version=v2.1
121 142 UGAGGUAGUAGAUUGUAUAGUU:.::.:: :::.:.::. .:::AGCUGUAAAAUUUGCUGGUUCACleavage pacid=37179027 locus=Phvul.L009843 ID=Phvul.L009843.2.v2.1 annot-version=v2.1
121 142 UGAGGUAGUAGAUUGUAUAGUU:.::.:: :::.:.::. .:::AGCUGUAAAAUUUGCUGGUUCACleavage pacid=37179026 locus=Phvul.L009843 ID=Phvul.L009843.1.v2.1 annot-version=v2.1
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Do not distribute

Multiplicity Target_Acc. ID locusName Pfam
1 Phvul.002G267400.1 Phvul.002G267400 Phvul.002G267400 PF02732
1 Phvul.002G267400.1 Phvul.002G267400 Phvul.002G267400 PF02732
1 Phvul.002G071800.1 Phvul.002G071800 Phvul.002G071800 PF06075
1 Phvul.002G071800.1 Phvul.002G071800 Phvul.002G071800 PF06075
1 Phvul.002G071800.1 Phvul.002G071800 Phvul.002G071800 PF06075
1 Phvul.002G071800.1 Phvul.002G071800 Phvul.002G071800 PF06075
1 Phvul.006G201700.1 Phvul.006G201700 Phvul.006G201700 PF12014
1 Phvul.009G057800.1 Phvul.009G057800 Phvul.009G057800 PF04072
1 Phvul.009G057800.1 Phvul.009G057800 Phvul.009G057800 PF04072
1 Phvul.009G086800.1 Phvul.009G086800 Phvul.009G086800 PF02990
2 Phvul.010G116400.1 Phvul.010G116400 Phvul.010G116400 PF05659,PF04826,PF04564
2 Phvul.010G116400.1 Phvul.010G116400 Phvul.010G116400 PF05659,PF04826,PF04564
2 Phvul.010G116400.1 Phvul.010G116400 Phvul.010G116400 PF05659,PF04826,PF04564
2 Phvul.010G116400.1 Phvul.010G116400 Phvul.010G116400 PF05659,PF04826,PF04564
1 Phvul.L009543.1 Phvul.L009543 Phvul.L009543 PF00111,PF01799,PF03450,PF01315,PF00941,PF02738
1 Phvul.L009543.1 Phvul.L009543 Phvul.L009543 PF00111,PF01799,PF03450,PF01315,PF00941,PF02738
1 Phvul.L009543.1 Phvul.L009543 Phvul.L009543 PF00111,PF01799,PF03450,PF01315,PF00941,PF02738
1 Phvul.L009543.1 Phvul.L009543 Phvul.L009543 PF00111,PF01799,PF03450,PF01315,PF00941,PF02738
1 Phvul.001G077200.2 Phvul.001G077200 Phvul.001G077200 PF00170
1 Phvul.001G077200.2 Phvul.001G077200 Phvul.001G077200 PF00170
1 Phvul.001G077200.2 Phvul.001G077200 Phvul.001G077200 PF00170
1 Phvul.001G077200.2 Phvul.001G077200 Phvul.001G077200 PF00170
1 Phvul.001G215300.1 Phvul.001G215300 Phvul.001G215300 PF01501
1 Phvul.001G215300.2 Phvul.001G215300 Phvul.001G215300 PF01501
1 Phvul.001G215300.1 Phvul.001G215300 Phvul.001G215300 PF01501
1 Phvul.001G215300.2 Phvul.001G215300 Phvul.001G215300 PF01501
1 Phvul.002G267400.1 Phvul.002G267400 Phvul.002G267400 PF02732
1 Phvul.002G267400.1 Phvul.002G267400 Phvul.002G267400 PF02732
1 Phvul.002G267400.1 Phvul.002G267400 Phvul.002G267400 PF02732
1 Phvul.002G267400.1 Phvul.002G267400 Phvul.002G267400 PF02732
1 Phvul.002G281100.1 Phvul.002G281100 Phvul.002G281100 PF03016
1 Phvul.002G281100.1 Phvul.002G281100 Phvul.002G281100 PF03016
1 Phvul.002G281100.1 Phvul.002G281100 Phvul.002G281100 PF03016
1 Phvul.002G281100.1 Phvul.002G281100 Phvul.002G281100 PF03016
1 Phvul.004G044900.1 Phvul.004G044900 Phvul.004G044900 PF08263,PF00560,PF13855
2 Phvul.006G158900.1 Phvul.006G158900 Phvul.006G158900 PF15365
2 Phvul.008G071966.1 Phvul.008G071966 Phvul.008G071966 0
2 Phvul.008G071966.1 Phvul.008G071966 Phvul.008G071966 0
2 Phvul.008G071966.1 Phvul.008G071966 Phvul.008G071966 0
2 Phvul.008G071966.1 Phvul.008G071966 Phvul.008G071966 0
1 Phvul.008G110200.1 Phvul.008G110200 Phvul.008G110200 PF05056
1 Phvul.008G110500.1 Phvul.008G110500 Phvul.008G110500 PF05056
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Do not distribute

1 Phvul.008G163350.4 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.3 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.2 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.1 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.4 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.3 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.2 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.1 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.4 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.3 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.2 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.1 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.4 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.3 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.2 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.008G163350.1 Phvul.008G163350 Phvul.008G163350 0
1 Phvul.009G057800.1 Phvul.009G057800 Phvul.009G057800 PF04072
1 Phvul.009G057800.1 Phvul.009G057800 Phvul.009G057800 PF04072
1 Phvul.009G057800.1 Phvul.009G057800 Phvul.009G057800 PF04072
1 Phvul.009G057800.1 Phvul.009G057800 Phvul.009G057800 PF04072
1 Phvul.010G058700.1 Phvul.010G058700 Phvul.010G058700 0
1 Phvul.010G058700.1 Phvul.010G058700 Phvul.010G058700 0
1 Phvul.001G022400.1 Phvul.001G022400 Phvul.001G022400 PF00497,PF00060,PF01094
1 Phvul.001G022400.1 Phvul.001G022400 Phvul.001G022400 PF00497,PF00060,PF01094
1 Phvul.001G077200.2 Phvul.001G077200 Phvul.001G077200 PF00170
1 Phvul.001G077200.2 Phvul.001G077200 Phvul.001G077200 PF00170
2 Phvul.001G077700.1 Phvul.001G077700 Phvul.001G077700 PF10509,PF00288,PF13528
2 Phvul.001G077700.1 Phvul.001G077700 Phvul.001G077700 PF10509,PF00288,PF13528
1 Phvul.001G086466.1 Phvul.001G086466 Phvul.001G086466 PF00022
1 Phvul.001G086466.1 Phvul.001G086466 Phvul.001G086466 PF00022
1 Phvul.001G086466.1 Phvul.001G086466 Phvul.001G086466 PF00022
1 Phvul.001G086466.1 Phvul.001G086466 Phvul.001G086466 PF00022
1 Phvul.001G089600.1 Phvul.001G089600 Phvul.001G089600 0
1 Phvul.001G089600.1 Phvul.001G089600 Phvul.001G089600 0
1 Phvul.001G089600.1 Phvul.001G089600 Phvul.001G089600 0
1 Phvul.001G089600.1 Phvul.001G089600 Phvul.001G089600 0
1 Phvul.001G091100.1 Phvul.001G091100 Phvul.001G091100 PF02365
1 Phvul.001G091100.1 Phvul.001G091100 Phvul.001G091100 PF02365
1 Phvul.001G091100.1 Phvul.001G091100 Phvul.001G091100 PF02365
1 Phvul.001G091100.1 Phvul.001G091100 Phvul.001G091100 PF02365
1 Phvul.001G121000.1 Phvul.001G121000 Phvul.001G121000 PF00682
1 Phvul.001G121000.2 Phvul.001G121000 Phvul.001G121000 PF00682
1 Phvul.001G131150.1 Phvul.001G131150 Phvul.001G131150 PF13304,PF00005,PF12698
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Do not distribute

1 Phvul.001G131150.2 Phvul.001G131150 Phvul.001G131150 PF13304,PF00005,PF12698
1 Phvul.001G131150.1 Phvul.001G131150 Phvul.001G131150 PF13304,PF00005,PF12698
1 Phvul.001G131150.2 Phvul.001G131150 Phvul.001G131150 PF13304,PF00005,PF12698
1 Phvul.001G131150.1 Phvul.001G131150 Phvul.001G131150 PF13304,PF00005,PF12698
1 Phvul.001G131150.2 Phvul.001G131150 Phvul.001G131150 PF13304,PF00005,PF12698
1 Phvul.001G131150.1 Phvul.001G131150 Phvul.001G131150 PF13304,PF00005,PF12698
1 Phvul.001G131150.2 Phvul.001G131150 Phvul.001G131150 PF13304,PF00005,PF12698
1 Phvul.001G141000.1 Phvul.001G141000 Phvul.001G141000 PF03110
1 Phvul.001G141000.1 Phvul.001G141000 Phvul.001G141000 PF03110
1 Phvul.001G141000.1 Phvul.001G141000 Phvul.001G141000 PF03110
1 Phvul.001G141000.1 Phvul.001G141000 Phvul.001G141000 PF03110
1 Phvul.001G179700.1 Phvul.001G179700 Phvul.001G179700 PF00994,PF01507
1 Phvul.001G179700.1 Phvul.001G179700 Phvul.001G179700 PF00994,PF01507
1 Phvul.001G179700.1 Phvul.001G179700 Phvul.001G179700 PF00994,PF01507
1 Phvul.001G179700.1 Phvul.001G179700 Phvul.001G179700 PF00994,PF01507
1 Phvul.001G179700.1 Phvul.001G179700 Phvul.001G179700 PF00994,PF01507
1 Phvul.002G042000.2 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.8 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.7 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.6 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.5 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.3 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.4 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.1 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.2 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.8 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.7 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.6 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.5 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.3 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.4 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G042000.1 Phvul.002G042000 Phvul.002G042000 0
1 Phvul.002G068200.1 Phvul.002G068200 Phvul.002G068200 PF00085
1 Phvul.002G068200.1 Phvul.002G068200 Phvul.002G068200 PF00085
1 Phvul.002G071800.1 Phvul.002G071800 Phvul.002G071800 PF06075
1 Phvul.002G071800.1 Phvul.002G071800 Phvul.002G071800 PF06075
1 Phvul.002G076600.1 Phvul.002G076600 Phvul.002G076600 PF01471,PF00413
1 Phvul.002G076600.1 Phvul.002G076600 Phvul.002G076600 PF01471,PF00413
1 Phvul.002G076600.1 Phvul.002G076600 Phvul.002G076600 PF01471,PF00413
1 Phvul.002G076600.1 Phvul.002G076600 Phvul.002G076600 PF01471,PF00413
1 Phvul.002G185150.2 Phvul.002G185150 Phvul.002G185150 PF00999
1 Phvul.002G185150.1 Phvul.002G185150 Phvul.002G185150 PF00999
1 Phvul.002G185150.3 Phvul.002G185150 Phvul.002G185150 PF00999
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Do not distribute

1 Phvul.002G304500.1 Phvul.002G304500 Phvul.002G304500 PF07714
1 Phvul.003G103100.2 Phvul.003G103100 Phvul.003G103100 PF07496
1 Phvul.003G103100.2 Phvul.003G103100 Phvul.003G103100 PF07496
1 Phvul.004G044800.1 Phvul.004G044800 Phvul.004G044800 PF08263,PF00560,PF13855
1 Phvul.004G106000.1 Phvul.004G106000 Phvul.004G106000 PF01535
1 Phvul.004G133400.1 Phvul.004G133400 Phvul.004G133400 PF00571,PF00654
1 Phvul.004G133400.1 Phvul.004G133400 Phvul.004G133400 PF00571,PF00654
1 Phvul.004G176700.1 Phvul.004G176700 Phvul.004G176700 PF00085
1 Phvul.004G176700.1 Phvul.004G176700 Phvul.004G176700 PF00085
1 Phvul.004G176700.1 Phvul.004G176700 Phvul.004G176700 PF00085
1 Phvul.004G176700.1 Phvul.004G176700 Phvul.004G176700 PF00085
1 Phvul.005G087300.1 Phvul.005G087300 Phvul.005G087300 PF12609
1 Phvul.005G116100.2 Phvul.005G116100 Phvul.005G116100 PF01738
1 Phvul.005G116100.1 Phvul.005G116100 Phvul.005G116100 PF01738
1 Phvul.005G116100.2 Phvul.005G116100 Phvul.005G116100 PF01738
1 Phvul.005G116100.1 Phvul.005G116100 Phvul.005G116100 PF01738
1 Phvul.005G180200.1 Phvul.005G180200 Phvul.005G180200 PF16987
1 Phvul.005G180200.1 Phvul.005G180200 Phvul.005G180200 PF16987
1 Phvul.006G019800.1 Phvul.006G019800 Phvul.006G019800 PF00736
1 Phvul.006G019800.1 Phvul.006G019800 Phvul.006G019800 PF00736
1 Phvul.006G019800.1 Phvul.006G019800 Phvul.006G019800 PF00736
1 Phvul.006G019800.1 Phvul.006G019800 Phvul.006G019800 PF00736
1 Phvul.006G067700.1 Phvul.006G067700 Phvul.006G067700 PF14510,PF08370,PF00005,PF01061
1 Phvul.006G067700.1 Phvul.006G067700 Phvul.006G067700 PF14510,PF08370,PF00005,PF01061
1 Phvul.006G067700.1 Phvul.006G067700 Phvul.006G067700 PF14510,PF08370,PF00005,PF01061
1 Phvul.006G067700.1 Phvul.006G067700 Phvul.006G067700 PF14510,PF08370,PF00005,PF01061
1 Phvul.006G106900.2 Phvul.006G106900 Phvul.006G106900 PF14365,PF03080
1 Phvul.006G106900.1 Phvul.006G106900 Phvul.006G106900 PF14365,PF03080
1 Phvul.006G137200.3 Phvul.006G137200 Phvul.006G137200 PF03765
1 Phvul.006G137200.2 Phvul.006G137200 Phvul.006G137200 PF03765
1 Phvul.007G113800.1 Phvul.007G113800 Phvul.007G113800 PF12697
1 Phvul.007G113800.1 Phvul.007G113800 Phvul.007G113800 PF12697
1 Phvul.007G211400.1 Phvul.007G211400 Phvul.007G211400 PF00295
1 Phvul.007G211400.1 Phvul.007G211400 Phvul.007G211400 PF00295
1 Phvul.007G219400.1 Phvul.007G219400 Phvul.007G219400 PF02519
1 Phvul.007G219400.1 Phvul.007G219400 Phvul.007G219400 PF02519
1 Phvul.008G071966.1 Phvul.008G071966 Phvul.008G071966 0
1 Phvul.008G071966.1 Phvul.008G071966 Phvul.008G071966 0
1 Phvul.008G107300.1 Phvul.008G107300 Phvul.008G107300 0
1 Phvul.008G107300.1 Phvul.008G107300 Phvul.008G107300 0
1 Phvul.008G115900.1 Phvul.008G115900 Phvul.008G115900 PF08659
1 Phvul.008G115900.1 Phvul.008G115900 Phvul.008G115900 PF08659
1 Phvul.008G257700.2 Phvul.008G257700 Phvul.008G257700 PF01370

Page 537 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.008G257700.1 Phvul.008G257700 Phvul.008G257700 PF01370
1 Phvul.008G257700.2 Phvul.008G257700 Phvul.008G257700 PF01370
1 Phvul.008G257700.1 Phvul.008G257700 Phvul.008G257700 PF01370
1 Phvul.008G282700.1 Phvul.008G282700 Phvul.008G282700 PF02628
1 Phvul.008G289600.1 Phvul.008G289600 Phvul.008G289600 PF02990
1 Phvul.009G127300.1 Phvul.009G127300 Phvul.009G127300 PF12937
1 Phvul.009G127300.1 Phvul.009G127300 Phvul.009G127300 PF12937
1 Phvul.009G127300.1 Phvul.009G127300 Phvul.009G127300 PF12937
1 Phvul.009G127300.1 Phvul.009G127300 Phvul.009G127300 PF12937
1 Phvul.009G160700.1 Phvul.009G160700 Phvul.009G160700 PF03016
1 Phvul.009G160700.1 Phvul.009G160700 Phvul.009G160700 PF03016
1 Phvul.009G160700.1 Phvul.009G160700 Phvul.009G160700 PF03016
1 Phvul.009G160700.1 Phvul.009G160700 Phvul.009G160700 PF03016
1 Phvul.010G064700.1 Phvul.010G064700 Phvul.010G064700 PF00931
1 Phvul.010G064700.1 Phvul.010G064700 Phvul.010G064700 PF00931
1 Phvul.010G064700.1 Phvul.010G064700 Phvul.010G064700 PF00931
1 Phvul.010G064700.1 Phvul.010G064700 Phvul.010G064700 PF00931
1 Phvul.011G047100.1 Phvul.011G047100 Phvul.011G047100 PF00170
1 Phvul.011G047100.1 Phvul.011G047100 Phvul.011G047100 PF00170
2 Phvul.011G050300.1 Phvul.011G050300 Phvul.011G050300 PF02260,PF15785,PF00454
2 Phvul.011G050300.2 Phvul.011G050300 Phvul.011G050300 PF02260,PF15785,PF00454
2 Phvul.011G050300.1 Phvul.011G050300 Phvul.011G050300 PF02260,PF15785,PF00454
2 Phvul.011G050300.2 Phvul.011G050300 Phvul.011G050300 PF02260,PF15785,PF00454
1 Phvul.L007343.1 Phvul.L007343 Phvul.L007343 PF07731,PF07732,PF00394
1 Phvul.L007343.1 Phvul.L007343 Phvul.L007343 PF07731,PF07732,PF00394
1 Phvul.001G022700.1 Phvul.001G022700 Phvul.001G022700 PF03763
1 Phvul.001G022700.1 Phvul.001G022700 Phvul.001G022700 PF03763
2 Phvul.001G036800.1 Phvul.001G036800 Phvul.001G036800 PF08244,PF00251
1 Phvul.001G100700.2 Phvul.001G100700 Phvul.001G100700 PF00076
1 Phvul.001G100700.2 Phvul.001G100700 Phvul.001G100700 PF00076
1 Phvul.001G153600.2 Phvul.001G153600 Phvul.001G153600 PF14368
1 Phvul.001G153600.2 Phvul.001G153600 Phvul.001G153600 PF14368
1 Phvul.001G153600.2 Phvul.001G153600 Phvul.001G153600 PF14368
1 Phvul.001G153600.2 Phvul.001G153600 Phvul.001G153600 PF14368
1 Phvul.001G247000.1 Phvul.001G247000 Phvul.001G247000 PF00364
1 Phvul.002G004100.1 Phvul.002G004100 Phvul.002G004100 PF03330,PF01357
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866 PF13414
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866 PF13414
1 Phvul.002G212900.1 Phvul.002G212900 Phvul.002G212900 PF12689
1 Phvul.002G253200.1 Phvul.002G253200 Phvul.002G253200 PF00415
1 Phvul.002G253200.1 Phvul.002G253200 Phvul.002G253200 PF00415
1 Phvul.003G029000.2 Phvul.003G029000 Phvul.003G029000 PF13646,PF02985
1 Phvul.003G029000.1 Phvul.003G029000 Phvul.003G029000 PF13646,PF02985
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Do not distribute

1 Phvul.003G087600.2 Phvul.003G087600 Phvul.003G087600 PF02803,PF00108
1 Phvul.003G087600.1 Phvul.003G087600 Phvul.003G087600 PF02803,PF00108
1 Phvul.003G087600.2 Phvul.003G087600 Phvul.003G087600 PF02803,PF00108
1 Phvul.003G087600.1 Phvul.003G087600 Phvul.003G087600 PF02803,PF00108
1 Phvul.003G087600.2 Phvul.003G087600 Phvul.003G087600 PF02803,PF00108
1 Phvul.003G087600.1 Phvul.003G087600 Phvul.003G087600 PF02803,PF00108
1 Phvul.003G087600.2 Phvul.003G087600 Phvul.003G087600 PF02803,PF00108
1 Phvul.003G087600.1 Phvul.003G087600 Phvul.003G087600 PF02803,PF00108
1 Phvul.003G104200.1 Phvul.003G104200 Phvul.003G104200 PF00153
1 Phvul.003G104200.1 Phvul.003G104200 Phvul.003G104200 PF00153
1 Phvul.003G141700.1 Phvul.003G141700 Phvul.003G141700 PF00566
1 Phvul.003G141700.1 Phvul.003G141700 Phvul.003G141700 PF00566
1 Phvul.003G231500.1 Phvul.003G231500 Phvul.003G231500 PF03953,PF00091
1 Phvul.003G231500.1 Phvul.003G231500 Phvul.003G231500 PF03953,PF00091
1 Phvul.003G231500.1 Phvul.003G231500 Phvul.003G231500 PF03953,PF00091
1 Phvul.003G231500.1 Phvul.003G231500 Phvul.003G231500 PF03953,PF00091
1 Phvul.003G294601.1 Phvul.003G294601 Phvul.003G294601 PF00076
1 Phvul.003G294800.4 Phvul.003G294800 Phvul.003G294800 PF00076
1 Phvul.003G294800.3 Phvul.003G294800 Phvul.003G294800 PF00076
1 Phvul.004G015500.1 Phvul.004G015500 Phvul.004G015500 PF00646,PF08387
1 Phvul.004G015500.1 Phvul.004G015500 Phvul.004G015500 PF00646,PF08387
1 Phvul.004G015500.1 Phvul.004G015500 Phvul.004G015500 PF00646,PF08387
1 Phvul.004G015500.1 Phvul.004G015500 Phvul.004G015500 PF00646,PF08387
1 Phvul.004G032100.1 Phvul.004G032100 Phvul.004G032100 0
1 Phvul.004G044900.1 Phvul.004G044900 Phvul.004G044900 PF08263,PF00560,PF13855
1 Phvul.004G044900.1 Phvul.004G044900 Phvul.004G044900 PF08263,PF00560,PF13855
1 Phvul.004G163200.1 Phvul.004G163200 Phvul.004G163200 PF00225
1 Phvul.005G010700.2 Phvul.005G010700 Phvul.005G010700 PF11717,PF01853
1 Phvul.005G015800.2 Phvul.005G015800 Phvul.005G015800 PF00067
1 Phvul.005G015800.1 Phvul.005G015800 Phvul.005G015800 PF00067
1 Phvul.005G015800.2 Phvul.005G015800 Phvul.005G015800 PF00067
1 Phvul.005G015800.1 Phvul.005G015800 Phvul.005G015800 PF00067
1 Phvul.005G015800.2 Phvul.005G015800 Phvul.005G015800 PF00067
1 Phvul.005G015800.1 Phvul.005G015800 Phvul.005G015800 PF00067
1 Phvul.005G015800.2 Phvul.005G015800 Phvul.005G015800 PF00067
1 Phvul.005G015800.1 Phvul.005G015800 Phvul.005G015800 PF00067
1 Phvul.005G081600.1 Phvul.005G081600 Phvul.005G081600 PF13692,PF13439
1 Phvul.005G081600.1 Phvul.005G081600 Phvul.005G081600 PF13692,PF13439
1 Phvul.005G097200.3 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G097200.6 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G097200.5 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G097200.3 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G097200.6 Phvul.005G097200 Phvul.005G097200 PF03634
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Do not distribute

1 Phvul.005G097200.5 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.006G062000.1 Phvul.006G062000 Phvul.006G062000 0
1 Phvul.006G062000.1 Phvul.006G062000 Phvul.006G062000 0
1 Phvul.006G130611.1 Phvul.006G130611 Phvul.006G130611 PF00282
1 Phvul.006G130611.1 Phvul.006G130611 Phvul.006G130611 PF00282
1 Phvul.006G192200.2 Phvul.006G192200 Phvul.006G192200 PF00622,PF13671
1 Phvul.006G192200.1 Phvul.006G192200 Phvul.006G192200 PF00622,PF13671
1 Phvul.006G192200.4 Phvul.006G192200 Phvul.006G192200 PF00622,PF13671
1 Phvul.006G192200.3 Phvul.006G192200 Phvul.006G192200 PF00622,PF13671
1 Phvul.007G058400.1 Phvul.007G058400 Phvul.007G058400 PF04570
1 Phvul.007G058400.2 Phvul.007G058400 Phvul.007G058400 PF04570
1 Phvul.007G064700.1 Phvul.007G064700 Phvul.007G064700 PF12695
1 Phvul.007G064700.1 Phvul.007G064700 Phvul.007G064700 PF12695
1 Phvul.007G182300.2 Phvul.007G182300 Phvul.007G182300 0
1 Phvul.007G198500.1 Phvul.007G198500 Phvul.007G198500 PF13414
1 Phvul.007G198500.1 Phvul.007G198500 Phvul.007G198500 PF13414
1 Phvul.007G233800.1 Phvul.007G233800 Phvul.007G233800 0
1 Phvul.007G233800.2 Phvul.007G233800 Phvul.007G233800 0
1 Phvul.007G233800.1 Phvul.007G233800 Phvul.007G233800 0
1 Phvul.007G233800.2 Phvul.007G233800 Phvul.007G233800 0
1 Phvul.008G008300.6 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G008300.3 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G008300.5 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G008300.4 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G008300.2 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G008300.6 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G008300.3 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G008300.5 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G008300.4 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G008300.2 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G009200.2 Phvul.008G009200 Phvul.008G009200 PF07522,PF04675
1 Phvul.008G009200.2 Phvul.008G009200 Phvul.008G009200 PF07522,PF04675
1 Phvul.008G009200.2 Phvul.008G009200 Phvul.008G009200 PF07522,PF04675
1 Phvul.008G009200.2 Phvul.008G009200 Phvul.008G009200 PF07522,PF04675
1 Phvul.008G038300.1 Phvul.008G038300 Phvul.008G038300 PF03105,PF03124
1 Phvul.008G038300.1 Phvul.008G038300 Phvul.008G038300 PF03105,PF03124
2 Phvul.008G093200.3 Phvul.008G093200 Phvul.008G093200 PF00560,PF08263,PF00069
2 Phvul.008G093200.2 Phvul.008G093200 Phvul.008G093200 PF00560,PF08263,PF00069
2 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200 PF00560,PF08263,PF00069
2 Phvul.008G093200.3 Phvul.008G093200 Phvul.008G093200 PF00560,PF08263,PF00069
2 Phvul.008G093200.2 Phvul.008G093200 Phvul.008G093200 PF00560,PF08263,PF00069
2 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200 PF00560,PF08263,PF00069
2 Phvul.008G108800.2 Phvul.008G108800 Phvul.008G108800 0
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Do not distribute

2 Phvul.008G108800.2 Phvul.008G108800 Phvul.008G108800 0
2 Phvul.008G108800.2 Phvul.008G108800 Phvul.008G108800 0
2 Phvul.008G108800.2 Phvul.008G108800 Phvul.008G108800 0
1 Phvul.008G110000.1 Phvul.008G110000 Phvul.008G110000 PF05056
1 Phvul.008G110200.1 Phvul.008G110200 Phvul.008G110200 PF05056
1 Phvul.008G110200.1 Phvul.008G110200 Phvul.008G110200 PF05056
1 Phvul.008G110400.1 Phvul.008G110400 Phvul.008G110400 PF05056
1 Phvul.008G110500.1 Phvul.008G110500 Phvul.008G110500 PF05056
1 Phvul.008G110500.1 Phvul.008G110500 Phvul.008G110500 PF05056
1 Phvul.008G199500.1 Phvul.008G199500 Phvul.008G199500 0
1 Phvul.008G290300.1 Phvul.008G290300 Phvul.008G290300 PF00201
1 Phvul.008G290300.1 Phvul.008G290300 Phvul.008G290300 PF00201
1 Phvul.008G290300.1 Phvul.008G290300 Phvul.008G290300 PF00201
1 Phvul.008G290300.1 Phvul.008G290300 Phvul.008G290300 PF00201
1 Phvul.009G026200.1 Phvul.009G026200 Phvul.009G026200 PF02362,PF06507
1 Phvul.009G026200.1 Phvul.009G026200 Phvul.009G026200 PF02362,PF06507
1 Phvul.009G040800.3 Phvul.009G040800 Phvul.009G040800 0
1 Phvul.009G040800.1 Phvul.009G040800 Phvul.009G040800 0
1 Phvul.009G040800.2 Phvul.009G040800 Phvul.009G040800 0
1 Phvul.009G121300.1 Phvul.009G121300 Phvul.009G121300 PF15413,PF01237
1 Phvul.009G121300.2 Phvul.009G121300 Phvul.009G121300 PF15413,PF01237
1 Phvul.009G121300.1 Phvul.009G121300 Phvul.009G121300 PF15413,PF01237
1 Phvul.009G121300.2 Phvul.009G121300 Phvul.009G121300 PF15413,PF01237
1 Phvul.009G121300.1 Phvul.009G121300 Phvul.009G121300 PF15413,PF01237
1 Phvul.009G121300.2 Phvul.009G121300 Phvul.009G121300 PF15413,PF01237
1 Phvul.009G121300.1 Phvul.009G121300 Phvul.009G121300 PF15413,PF01237
1 Phvul.009G121300.2 Phvul.009G121300 Phvul.009G121300 PF15413,PF01237
1 Phvul.009G246900.4 Phvul.009G246900 Phvul.009G246900 PF00153
1 Phvul.009G246900.3 Phvul.009G246900 Phvul.009G246900 PF00153
1 Phvul.009G246900.1 Phvul.009G246900 Phvul.009G246900 PF00153
1 Phvul.009G246900.2 Phvul.009G246900 Phvul.009G246900 PF00153
1 Phvul.009G246900.4 Phvul.009G246900 Phvul.009G246900 PF00153
1 Phvul.009G246900.3 Phvul.009G246900 Phvul.009G246900 PF00153
1 Phvul.009G246900.1 Phvul.009G246900 Phvul.009G246900 PF00153
1 Phvul.009G246900.2 Phvul.009G246900 Phvul.009G246900 PF00153
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
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Do not distribute

1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
2 Phvul.010G116400.1 Phvul.010G116400 Phvul.010G116400 PF05659,PF04826,PF04564
2 Phvul.010G116400.1 Phvul.010G116400 Phvul.010G116400 PF05659,PF04826,PF04564
2 Phvul.010G116400.1 Phvul.010G116400 Phvul.010G116400 PF05659,PF04826,PF04564
2 Phvul.010G116400.1 Phvul.010G116400 Phvul.010G116400 PF05659,PF04826,PF04564
1 Phvul.011G013800.1 Phvul.011G013800 Phvul.011G013800 PF00642,PF00076
1 Phvul.011G013800.1 Phvul.011G013800 Phvul.011G013800 PF00642,PF00076
1 Phvul.011G013800.1 Phvul.011G013800 Phvul.011G013800 PF00642,PF00076
1 Phvul.011G013800.1 Phvul.011G013800 Phvul.011G013800 PF00642,PF00076
1 Phvul.011G123701.1 Phvul.011G123701 Phvul.011G123701 0
1 Phvul.011G123701.1 Phvul.011G123701 Phvul.011G123701 0
1 Phvul.011G123701.1 Phvul.011G123701 Phvul.011G123701 0
1 Phvul.011G123701.1 Phvul.011G123701 Phvul.011G123701 0
1 Phvul.011G160800.1 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.3 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.2 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.1 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.3 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.2 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G173000.1 Phvul.011G173000 Phvul.011G173000 PF01641
1 Phvul.011G173000.1 Phvul.011G173000 Phvul.011G173000 PF01641
1 Phvul.011G173000.1 Phvul.011G173000 Phvul.011G173000 PF01641
1 Phvul.011G173000.1 Phvul.011G173000 Phvul.011G173000 PF01641
1 Phvul.011G190200.3 Phvul.011G190200 Phvul.011G190200 PF05033,PF00856,PF02182
1 Phvul.011G190200.2 Phvul.011G190200 Phvul.011G190200 PF05033,PF00856,PF02182
1 Phvul.001G098600.1 Phvul.001G098600 Phvul.001G098600 PF05553
1 Phvul.001G098600.1 Phvul.001G098600 Phvul.001G098600 PF05553
1 Phvul.001G102901.2 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G102901.4 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G102901.3 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G102901.1 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G102901.2 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G102901.4 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G102901.3 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G102901.1 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G102901.2 Phvul.001G102901 Phvul.001G102901 PF04818

Page 542 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.001G102901.4 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G102901.3 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G102901.1 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G102901.2 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G102901.4 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G102901.3 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G102901.1 Phvul.001G102901 Phvul.001G102901 PF04818
1 Phvul.001G147800.2 Phvul.001G147800 Phvul.001G147800 0
1 Phvul.001G173900.1 Phvul.001G173900 Phvul.001G173900 PF13911
1 Phvul.001G173900.1 Phvul.001G173900 Phvul.001G173900 PF13911
1 Phvul.001G173900.1 Phvul.001G173900 Phvul.001G173900 PF13911
1 Phvul.001G173900.1 Phvul.001G173900 Phvul.001G173900 PF13911
1 Phvul.001G179700.1 Phvul.001G179700 Phvul.001G179700 PF00994,PF01507
1 Phvul.001G179700.1 Phvul.001G179700 Phvul.001G179700 PF00994,PF01507
1 Phvul.001G200700.3 Phvul.001G200700 Phvul.001G200700 PF15801,PF03372
1 Phvul.001G200700.1 Phvul.001G200700 Phvul.001G200700 PF15801,PF03372
1 Phvul.001G200700.3 Phvul.001G200700 Phvul.001G200700 PF15801,PF03372
1 Phvul.001G200700.1 Phvul.001G200700 Phvul.001G200700 PF15801,PF03372
1 Phvul.001G200700.3 Phvul.001G200700 Phvul.001G200700 PF15801,PF03372
1 Phvul.001G200700.1 Phvul.001G200700 Phvul.001G200700 PF15801,PF03372
1 Phvul.001G200700.3 Phvul.001G200700 Phvul.001G200700 PF15801,PF03372
1 Phvul.001G200700.1 Phvul.001G200700 Phvul.001G200700 PF15801,PF03372
1 Phvul.001G260300.1 Phvul.001G260300 Phvul.001G260300 PF04564
1 Phvul.001G268700.1 Phvul.001G268700 Phvul.001G268700 PF08100,PF00891
1 Phvul.001G268700.1 Phvul.001G268700 Phvul.001G268700 PF08100,PF00891
2 Phvul.002G058900.1 Phvul.002G058900 Phvul.002G058900 PF13912
2 Phvul.002G058900.1 Phvul.002G058900 Phvul.002G058900 PF13912
1 Phvul.002G068200.1 Phvul.002G068200 Phvul.002G068200 PF00085
1 Phvul.002G068200.1 Phvul.002G068200 Phvul.002G068200 PF00085
1 Phvul.002G068200.1 Phvul.002G068200 Phvul.002G068200 PF00085
1 Phvul.002G068200.1 Phvul.002G068200 Phvul.002G068200 PF00085
1 Phvul.002G163400.1 Phvul.002G163400 Phvul.002G163400 PF03106
1 Phvul.002G163400.1 Phvul.002G163400 Phvul.002G163400 PF03106
1 Phvul.002G165300.1 Phvul.002G165300 Phvul.002G165300 PF07738
1 Phvul.002G165300.1 Phvul.002G165300 Phvul.002G165300 PF07738
1 Phvul.002G165300.1 Phvul.002G165300 Phvul.002G165300 PF07738
1 Phvul.002G165300.1 Phvul.002G165300 Phvul.002G165300 PF07738
1 Phvul.002G216700.3 Phvul.002G216700 Phvul.002G216700 PF00010
1 Phvul.002G216700.2 Phvul.002G216700 Phvul.002G216700 PF00010
1 Phvul.002G216700.3 Phvul.002G216700 Phvul.002G216700 PF00010
1 Phvul.002G216700.2 Phvul.002G216700 Phvul.002G216700 PF00010
1 Phvul.002G243300.1 Phvul.002G243300 Phvul.002G243300 PF00657
1 Phvul.002G243300.1 Phvul.002G243300 Phvul.002G243300 PF00657
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Do not distribute

1 Phvul.002G253200.1 Phvul.002G253200 Phvul.002G253200 PF00415
1 Phvul.002G253200.1 Phvul.002G253200 Phvul.002G253200 PF00415
1 Phvul.002G253200.1 Phvul.002G253200 Phvul.002G253200 PF00415
1 Phvul.002G253200.1 Phvul.002G253200 Phvul.002G253200 PF00415
1 Phvul.002G283800.1 Phvul.002G283800 Phvul.002G283800 PF03083
1 Phvul.002G283800.1 Phvul.002G283800 Phvul.002G283800 PF03083
1 Phvul.002G283800.1 Phvul.002G283800 Phvul.002G283800 PF03083
1 Phvul.002G283800.1 Phvul.002G283800 Phvul.002G283800 PF03083
1 Phvul.002G290904.1 Phvul.002G290904 Phvul.002G290904 PF11940
1 Phvul.002G290904.1 Phvul.002G290904 Phvul.002G290904 PF11940
1 Phvul.002G309100.1 Phvul.002G309100 Phvul.002G309100 PF00481
1 Phvul.002G309100.1 Phvul.002G309100 Phvul.002G309100 PF00481
1 Phvul.002G320900.1 Phvul.002G320900 Phvul.002G320900 PF03152
1 Phvul.002G320900.1 Phvul.002G320900 Phvul.002G320900 PF03152
1 Phvul.002G320900.1 Phvul.002G320900 Phvul.002G320900 PF03152
1 Phvul.002G320900.1 Phvul.002G320900 Phvul.002G320900 PF03152
1 Phvul.002G329900.2 Phvul.002G329900 Phvul.002G329900 PF00153
1 Phvul.002G329900.1 Phvul.002G329900 Phvul.002G329900 PF00153
1 Phvul.002G329900.2 Phvul.002G329900 Phvul.002G329900 PF00153
1 Phvul.002G329900.1 Phvul.002G329900 Phvul.002G329900 PF00153
1 Phvul.002G329900.2 Phvul.002G329900 Phvul.002G329900 PF00153
1 Phvul.002G329900.1 Phvul.002G329900 Phvul.002G329900 PF00153
1 Phvul.002G329900.2 Phvul.002G329900 Phvul.002G329900 PF00153
1 Phvul.002G329900.1 Phvul.002G329900 Phvul.002G329900 PF00153
1 Phvul.003G032300.1 Phvul.003G032300 Phvul.003G032300 PF15628
1 Phvul.003G032300.1 Phvul.003G032300 Phvul.003G032300 PF15628
1 Phvul.003G057700.1 Phvul.003G057700 Phvul.003G057700 PF13641
1 Phvul.003G057700.1 Phvul.003G057700 Phvul.003G057700 PF13641
1 Phvul.003G078900.1 Phvul.003G078900 Phvul.003G078900 0
1 Phvul.003G078900.1 Phvul.003G078900 Phvul.003G078900 0
1 Phvul.003G078900.1 Phvul.003G078900 Phvul.003G078900 0
1 Phvul.003G078900.1 Phvul.003G078900 Phvul.003G078900 0
1 Phvul.003G137000.1 Phvul.003G137000 Phvul.003G137000 PF02140,PF01301
1 Phvul.003G137000.1 Phvul.003G137000 Phvul.003G137000 PF02140,PF01301
1 Phvul.003G137000.1 Phvul.003G137000 Phvul.003G137000 PF02140,PF01301
1 Phvul.003G137000.1 Phvul.003G137000 Phvul.003G137000 PF02140,PF01301
1 Phvul.003G247200.2 Phvul.003G247200 Phvul.003G247200 PF05659,PF00931
1 Phvul.003G247200.1 Phvul.003G247200 Phvul.003G247200 PF05659,PF00931
1 Phvul.003G247200.2 Phvul.003G247200 Phvul.003G247200 PF05659,PF00931
1 Phvul.003G247200.1 Phvul.003G247200 Phvul.003G247200 PF05659,PF00931
1 Phvul.003G247200.2 Phvul.003G247200 Phvul.003G247200 PF05659,PF00931
1 Phvul.003G247200.1 Phvul.003G247200 Phvul.003G247200 PF05659,PF00931
1 Phvul.003G247200.2 Phvul.003G247200 Phvul.003G247200 PF05659,PF00931
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Do not distribute

1 Phvul.003G247200.1 Phvul.003G247200 Phvul.003G247200 PF05659,PF00931
1 Phvul.003G280100.2 Phvul.003G280100 Phvul.003G280100 PF03141
1 Phvul.003G280100.2 Phvul.003G280100 Phvul.003G280100 PF03141
1 Phvul.003G294601.1 Phvul.003G294601 Phvul.003G294601 PF00076
1 Phvul.003G294601.1 Phvul.003G294601 Phvul.003G294601 PF00076
1 Phvul.003G294601.1 Phvul.003G294601 Phvul.003G294601 PF00076
1 Phvul.003G294601.1 Phvul.003G294601 Phvul.003G294601 PF00076
1 Phvul.003G294800.4 Phvul.003G294800 Phvul.003G294800 PF00076
1 Phvul.003G294800.3 Phvul.003G294800 Phvul.003G294800 PF00076
1 Phvul.003G294800.4 Phvul.003G294800 Phvul.003G294800 PF00076
1 Phvul.003G294800.3 Phvul.003G294800 Phvul.003G294800 PF00076
1 Phvul.003G294800.4 Phvul.003G294800 Phvul.003G294800 PF00076
1 Phvul.003G294800.3 Phvul.003G294800 Phvul.003G294800 PF00076
1 Phvul.003G294800.4 Phvul.003G294800 Phvul.003G294800 PF00076
1 Phvul.003G294800.3 Phvul.003G294800 Phvul.003G294800 PF00076
1 Phvul.004G032100.1 Phvul.004G032100 Phvul.004G032100 0
1 Phvul.004G032100.1 Phvul.004G032100 Phvul.004G032100 0
1 Phvul.004G032100.1 Phvul.004G032100 Phvul.004G032100 0
1 Phvul.004G032100.1 Phvul.004G032100 Phvul.004G032100 0
1 Phvul.004G044800.1 Phvul.004G044800 Phvul.004G044800 PF08263,PF00560,PF13855
1 Phvul.004G044800.1 Phvul.004G044800 Phvul.004G044800 PF08263,PF00560,PF13855
1 Phvul.004G050550.1 Phvul.004G050550 Phvul.004G050550 PF13650
1 Phvul.004G050550.1 Phvul.004G050550 Phvul.004G050550 PF13650
1 Phvul.004G050550.1 Phvul.004G050550 Phvul.004G050550 PF13650
1 Phvul.004G050550.1 Phvul.004G050550 Phvul.004G050550 PF13650
1 Phvul.004G173101.1 Phvul.004G173101 Phvul.004G173101 PF06376
1 Phvul.004G173101.1 Phvul.004G173101 Phvul.004G173101 PF06376
1 Phvul.004G173101.1 Phvul.004G173101 Phvul.004G173101 PF06376
1 Phvul.004G173101.1 Phvul.004G173101 Phvul.004G173101 PF06376
1 Phvul.005G006400.1 Phvul.005G006400 Phvul.005G006400 PF12796
1 Phvul.005G006400.1 Phvul.005G006400 Phvul.005G006400 PF12796
1 Phvul.005G006400.1 Phvul.005G006400 Phvul.005G006400 PF12796
1 Phvul.005G006400.1 Phvul.005G006400 Phvul.005G006400 PF12796
1 Phvul.005G014300.2 Phvul.005G014300 Phvul.005G014300 PF00808
1 Phvul.005G056400.1 Phvul.005G056400 Phvul.005G056400 PF00651
1 Phvul.005G095300.1 Phvul.005G095300 Phvul.005G095300 PF00311
1 Phvul.005G100300.1 Phvul.005G100300 Phvul.005G100300 PF10551
1 Phvul.005G116100.2 Phvul.005G116100 Phvul.005G116100 PF01738
1 Phvul.005G116100.1 Phvul.005G116100 Phvul.005G116100 PF01738
1 Phvul.005G116100.2 Phvul.005G116100 Phvul.005G116100 PF01738
1 Phvul.005G116100.1 Phvul.005G116100 Phvul.005G116100 PF01738
1 Phvul.005G116100.2 Phvul.005G116100 Phvul.005G116100 PF01738
1 Phvul.005G116100.1 Phvul.005G116100 Phvul.005G116100 PF01738
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Do not distribute

1 Phvul.005G116100.2 Phvul.005G116100 Phvul.005G116100 PF01738
1 Phvul.005G116100.1 Phvul.005G116100 Phvul.005G116100 PF01738
1 Phvul.005G130100.1 Phvul.005G130100 Phvul.005G130100 0
1 Phvul.005G130100.1 Phvul.005G130100 Phvul.005G130100 0
1 Phvul.006G105800.1 Phvul.006G105800 Phvul.006G105800 PF13499
1 Phvul.006G113800.2 Phvul.006G113800 Phvul.006G113800 PF14227,PF02229
1 Phvul.006G113800.1 Phvul.006G113800 Phvul.006G113800 PF14227,PF02229
1 Phvul.006G113800.2 Phvul.006G113800 Phvul.006G113800 PF14227,PF02229
1 Phvul.006G113800.1 Phvul.006G113800 Phvul.006G113800 PF14227,PF02229
1 Phvul.006G113800.2 Phvul.006G113800 Phvul.006G113800 PF14227,PF02229
1 Phvul.006G113800.1 Phvul.006G113800 Phvul.006G113800 PF14227,PF02229
1 Phvul.006G113800.2 Phvul.006G113800 Phvul.006G113800 PF14227,PF02229
1 Phvul.006G113800.1 Phvul.006G113800 Phvul.006G113800 PF14227,PF02229
1 Phvul.006G121500.1 Phvul.006G121500 Phvul.006G121500 PF00955
1 Phvul.006G121500.2 Phvul.006G121500 Phvul.006G121500 PF00955
1 Phvul.006G121500.1 Phvul.006G121500 Phvul.006G121500 PF00955
1 Phvul.006G121500.2 Phvul.006G121500 Phvul.006G121500 PF00955
1 Phvul.006G121500.1 Phvul.006G121500 Phvul.006G121500 PF00955
1 Phvul.006G121500.1 Phvul.006G121500 Phvul.006G121500 PF00955
1 Phvul.006G121500.1 Phvul.006G121500 Phvul.006G121500 PF00955
1 Phvul.006G121500.1 Phvul.006G121500 Phvul.006G121500 PF00955
2 Phvul.006G158900.1 Phvul.006G158900 Phvul.006G158900 PF15365
1 Phvul.006G168154.1 Phvul.006G168154 Phvul.006G168154 PF00450
1 Phvul.006G168154.2 Phvul.006G168154 Phvul.006G168154 PF00450
1 Phvul.006G168154.1 Phvul.006G168154 Phvul.006G168154 PF00450
1 Phvul.006G168154.2 Phvul.006G168154 Phvul.006G168154 PF00450
1 Phvul.006G193700.1 Phvul.006G193700 Phvul.006G193700 PF04641,PF15906
1 Phvul.006G193700.1 Phvul.006G193700 Phvul.006G193700 PF04641,PF15906
1 Phvul.007G012500.1 Phvul.007G012500 Phvul.007G012500 PF00326,PF02897
1 Phvul.007G012500.1 Phvul.007G012500 Phvul.007G012500 PF00326,PF02897
1 Phvul.007G012500.1 Phvul.007G012500 Phvul.007G012500 PF00326,PF02897
1 Phvul.007G012500.1 Phvul.007G012500 Phvul.007G012500 PF00326,PF02897
1 Phvul.007G015000.1 Phvul.007G015000 Phvul.007G015000 PF03634
1 Phvul.007G015000.1 Phvul.007G015000 Phvul.007G015000 PF03634
1 Phvul.007G034000.1 Phvul.007G034000 Phvul.007G034000 PF03034
1 Phvul.007G051100.1 Phvul.007G051100 Phvul.007G051100 PF01657,PF07714
1 Phvul.007G051100.1 Phvul.007G051100 Phvul.007G051100 PF01657,PF07714
1 Phvul.007G051100.1 Phvul.007G051100 Phvul.007G051100 PF01657,PF07714
1 Phvul.007G051100.1 Phvul.007G051100 Phvul.007G051100 PF01657,PF07714
1 Phvul.007G056600.1 Phvul.007G056600 Phvul.007G056600 PF02727,PF02728,PF01179
1 Phvul.007G056600.1 Phvul.007G056600 Phvul.007G056600 PF02727,PF02728,PF01179
1 Phvul.007G056600.1 Phvul.007G056600 Phvul.007G056600 PF02727,PF02728,PF01179
1 Phvul.007G056600.1 Phvul.007G056600 Phvul.007G056600 PF02727,PF02728,PF01179
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Do not distribute

1 Phvul.007G058400.1 Phvul.007G058400 Phvul.007G058400 PF04570
1 Phvul.007G058400.2 Phvul.007G058400 Phvul.007G058400 PF04570
1 Phvul.007G058400.1 Phvul.007G058400 Phvul.007G058400 PF04570
1 Phvul.007G058400.2 Phvul.007G058400 Phvul.007G058400 PF04570
1 Phvul.007G058400.1 Phvul.007G058400 Phvul.007G058400 PF04570
1 Phvul.007G058400.2 Phvul.007G058400 Phvul.007G058400 PF04570
1 Phvul.007G058400.1 Phvul.007G058400 Phvul.007G058400 PF04570
1 Phvul.007G058400.2 Phvul.007G058400 Phvul.007G058400 PF04570
1 Phvul.007G064700.1 Phvul.007G064700 Phvul.007G064700 PF12695
1 Phvul.007G064700.1 Phvul.007G064700 Phvul.007G064700 PF12695
1 Phvul.007G064700.1 Phvul.007G064700 Phvul.007G064700 PF12695
1 Phvul.007G064700.1 Phvul.007G064700 Phvul.007G064700 PF12695
1 Phvul.007G064700.1 Phvul.007G064700 Phvul.007G064700 PF12695
1 Phvul.007G073800.1 Phvul.007G073800 Phvul.007G073800 PF01794,PF08022,PF08030
1 Phvul.007G073800.1 Phvul.007G073800 Phvul.007G073800 PF01794,PF08022,PF08030
1 Phvul.007G073800.1 Phvul.007G073800 Phvul.007G073800 PF01794,PF08022,PF08030
1 Phvul.007G073800.1 Phvul.007G073800 Phvul.007G073800 PF01794,PF08022,PF08030
1 Phvul.007G099300.1 Phvul.007G099300 Phvul.007G099300 PF12646
1 Phvul.007G099300.1 Phvul.007G099300 Phvul.007G099300 PF12646
1 Phvul.007G099300.1 Phvul.007G099300 Phvul.007G099300 PF12646
1 Phvul.007G099300.1 Phvul.007G099300 Phvul.007G099300 PF12646
1 Phvul.007G107200.1 Phvul.007G107200 Phvul.007G107200 PF00043,PF02798
1 Phvul.007G107200.1 Phvul.007G107200 Phvul.007G107200 PF00043,PF02798
1 Phvul.007G107200.1 Phvul.007G107200 Phvul.007G107200 PF00043,PF02798
1 Phvul.007G107200.1 Phvul.007G107200 Phvul.007G107200 PF00043,PF02798
1 Phvul.007G182300.2 Phvul.007G182300 Phvul.007G182300 0
1 Phvul.007G182300.2 Phvul.007G182300 Phvul.007G182300 0
1 Phvul.007G182300.2 Phvul.007G182300 Phvul.007G182300 0
1 Phvul.007G182300.2 Phvul.007G182300 Phvul.007G182300 0
1 Phvul.007G189000.1 Phvul.007G189000 Phvul.007G189000 0
1 Phvul.007G189000.1 Phvul.007G189000 Phvul.007G189000 0
1 Phvul.007G204300.2 Phvul.007G204300 Phvul.007G204300 PF00069
1 Phvul.007G204300.1 Phvul.007G204300 Phvul.007G204300 PF00069
1 Phvul.007G204300.2 Phvul.007G204300 Phvul.007G204300 PF00069
1 Phvul.007G204300.1 Phvul.007G204300 Phvul.007G204300 PF00069
1 Phvul.007G204300.2 Phvul.007G204300 Phvul.007G204300 PF00069
1 Phvul.007G204300.1 Phvul.007G204300 Phvul.007G204300 PF00069
1 Phvul.007G204300.2 Phvul.007G204300 Phvul.007G204300 PF00069
1 Phvul.007G204300.1 Phvul.007G204300 Phvul.007G204300 PF00069
1 Phvul.007G210400.1 Phvul.007G210400 Phvul.007G210400 PF04043,PF01095
1 Phvul.007G275700.1 Phvul.007G275700 Phvul.007G275700 PF00045
1 Phvul.007G275700.1 Phvul.007G275700 Phvul.007G275700 PF00045
1 Phvul.007G276200.1 Phvul.007G276200 Phvul.007G276200 PF00045
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Do not distribute

1 Phvul.007G276200.1 Phvul.007G276200 Phvul.007G276200 PF00045
1 Phvul.007G276300.1 Phvul.007G276300 Phvul.007G276300 PF00045
1 Phvul.007G276300.1 Phvul.007G276300 Phvul.007G276300 PF00045
1 Phvul.008G003900.1 Phvul.008G003900 Phvul.008G003900 0
1 Phvul.008G003900.1 Phvul.008G003900 Phvul.008G003900 0
1 Phvul.008G003900.1 Phvul.008G003900 Phvul.008G003900 0
1 Phvul.008G003900.1 Phvul.008G003900 Phvul.008G003900 0
1 Phvul.008G008300.6 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G008300.3 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G008300.5 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G008300.4 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G008300.2 Phvul.008G008300 Phvul.008G008300 0
1 Phvul.008G012100.1 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.2 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G048200.1 Phvul.008G048200 Phvul.008G048200 PF02536
1 Phvul.008G069000.1 Phvul.008G069000 Phvul.008G069000 0
1 Phvul.008G069000.1 Phvul.008G069000 Phvul.008G069000 0
1 Phvul.008G069000.1 Phvul.008G069000 Phvul.008G069000 0
1 Phvul.008G069000.1 Phvul.008G069000 Phvul.008G069000 0
2 Phvul.008G071966.1 Phvul.008G071966 Phvul.008G071966 0
2 Phvul.008G071966.1 Phvul.008G071966 Phvul.008G071966 0
2 Phvul.008G071966.1 Phvul.008G071966 Phvul.008G071966 0
2 Phvul.008G071966.1 Phvul.008G071966 Phvul.008G071966 0
2 Phvul.008G093200.3 Phvul.008G093200 Phvul.008G093200 PF00560,PF08263,PF00069
2 Phvul.008G093200.2 Phvul.008G093200 Phvul.008G093200 PF00560,PF08263,PF00069
2 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200 PF00560,PF08263,PF00069
2 Phvul.008G093200.3 Phvul.008G093200 Phvul.008G093200 PF00560,PF08263,PF00069
2 Phvul.008G093200.2 Phvul.008G093200 Phvul.008G093200 PF00560,PF08263,PF00069
2 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200 PF00560,PF08263,PF00069
1 Phvul.008G110000.1 Phvul.008G110000 Phvul.008G110000 PF05056
1 Phvul.008G110000.1 Phvul.008G110000 Phvul.008G110000 PF05056
1 Phvul.008G110100.1 Phvul.008G110100 Phvul.008G110100 PF05056
1 Phvul.008G110400.1 Phvul.008G110400 Phvul.008G110400 PF05056
1 Phvul.008G110400.1 Phvul.008G110400 Phvul.008G110400 PF05056
1 Phvul.008G118900.1 Phvul.008G118900 Phvul.008G118900 PF00026
1 Phvul.008G118900.1 Phvul.008G118900 Phvul.008G118900 PF00026
1 Phvul.008G157900.1 Phvul.008G157900 Phvul.008G157900 0
1 Phvul.008G157900.1 Phvul.008G157900 Phvul.008G157900 0
1 Phvul.008G157900.1 Phvul.008G157900 Phvul.008G157900 0
1 Phvul.008G157900.1 Phvul.008G157900 Phvul.008G157900 0
1 Phvul.008G206400.5 Phvul.008G206400 Phvul.008G206400 PF01575
1 Phvul.008G206400.1 Phvul.008G206400 Phvul.008G206400 PF01575
1 Phvul.008G206400.5 Phvul.008G206400 Phvul.008G206400 PF01575
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Do not distribute

1 Phvul.008G206400.1 Phvul.008G206400 Phvul.008G206400 PF01575
1 Phvul.008G225900.1 Phvul.008G225900 Phvul.008G225900 0
1 Phvul.008G225900.1 Phvul.008G225900 Phvul.008G225900 0
1 Phvul.008G225900.1 Phvul.008G225900 Phvul.008G225900 0
1 Phvul.008G225900.1 Phvul.008G225900 Phvul.008G225900 0
1 Phvul.008G227600.1 Phvul.008G227600 Phvul.008G227600 PF01490
1 Phvul.008G227600.1 Phvul.008G227600 Phvul.008G227600 PF01490
1 Phvul.008G227600.1 Phvul.008G227600 Phvul.008G227600 PF01490
1 Phvul.008G227600.1 Phvul.008G227600 Phvul.008G227600 PF01490
1 Phvul.008G274900.1 Phvul.008G274900 Phvul.008G274900 PF00076
1 Phvul.008G274900.2 Phvul.008G274900 Phvul.008G274900 PF00076
1 Phvul.008G274900.3 Phvul.008G274900 Phvul.008G274900 PF00076
1 Phvul.008G282700.1 Phvul.008G282700 Phvul.008G282700 PF02628
1 Phvul.008G282700.1 Phvul.008G282700 Phvul.008G282700 PF02628
1 Phvul.009G106700.1 Phvul.009G106700 Phvul.009G106700 PF00249
1 Phvul.009G121300.1 Phvul.009G121300 Phvul.009G121300 PF15413,PF01237
1 Phvul.009G121300.2 Phvul.009G121300 Phvul.009G121300 PF15413,PF01237
1 Phvul.009G121300.1 Phvul.009G121300 Phvul.009G121300 PF15413,PF01237
1 Phvul.009G121300.2 Phvul.009G121300 Phvul.009G121300 PF15413,PF01237
1 Phvul.009G173100.1 Phvul.009G173100 Phvul.009G173100 PF00069
1 Phvul.009G173100.3 Phvul.009G173100 Phvul.009G173100 PF00069
1 Phvul.009G173100.1 Phvul.009G173100 Phvul.009G173100 PF00069
1 Phvul.009G173100.3 Phvul.009G173100 Phvul.009G173100 PF00069
1 Phvul.009G232500.1 Phvul.009G232500 Phvul.009G232500 PF01301
1 Phvul.009G232500.1 Phvul.009G232500 Phvul.009G232500 PF01301
1 Phvul.009G259000.1 Phvul.009G259000 Phvul.009G259000 PF08100,PF00891
1 Phvul.009G259000.1 Phvul.009G259000 Phvul.009G259000 PF08100,PF00891
1 Phvul.009G259000.1 Phvul.009G259000 Phvul.009G259000 PF08100,PF00891
1 Phvul.009G259000.1 Phvul.009G259000 Phvul.009G259000 PF08100,PF00891
1 Phvul.010G032400.1 Phvul.010G032400 Phvul.010G032400 0
1 Phvul.010G032400.1 Phvul.010G032400 Phvul.010G032400 0
1 Phvul.010G032400.1 Phvul.010G032400 Phvul.010G032400 0
1 Phvul.010G032400.1 Phvul.010G032400 Phvul.010G032400 0
1 Phvul.010G043700.5 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.6 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.4 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.1 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.3 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.2 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.9 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.8 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.7 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.5 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
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Do not distribute

1 Phvul.010G043700.6 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.4 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.1 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.3 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.2 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.9 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.8 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G043700.7 Phvul.010G043700 Phvul.010G043700 PF02847,PF02854
1 Phvul.010G070600.1 Phvul.010G070600 Phvul.010G070600 PF00010
1 Phvul.010G089200.1 Phvul.010G089200 Phvul.010G089200 PF08610
1 Phvul.010G089200.2 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.1 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.2 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.1 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.2 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.1 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.2 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.1 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.2 Phvul.010G089200 Phvul.010G089200 PF08610
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.011G013900.1 Phvul.011G013900 Phvul.011G013900 PF00690,PF12515,PF12710,PF00689,PF00122
1 Phvul.011G013900.1 Phvul.011G013900 Phvul.011G013900 PF00690,PF12515,PF12710,PF00689,PF00122
1 Phvul.011G013900.1 Phvul.011G013900 Phvul.011G013900 PF00690,PF12515,PF12710,PF00689,PF00122
1 Phvul.011G013900.1 Phvul.011G013900 Phvul.011G013900 PF00690,PF12515,PF12710,PF00689,PF00122
2 Phvul.011G050300.1 Phvul.011G050300 Phvul.011G050300 PF02260,PF15785,PF00454
2 Phvul.011G050300.2 Phvul.011G050300 Phvul.011G050300 PF02260,PF15785,PF00454
2 Phvul.011G050300.1 Phvul.011G050300 Phvul.011G050300 PF02260,PF15785,PF00454
2 Phvul.011G050300.2 Phvul.011G050300 Phvul.011G050300 PF02260,PF15785,PF00454
1 Phvul.011G061600.1 Phvul.011G061600 Phvul.011G061600 PF05368
1 Phvul.011G061600.1 Phvul.011G061600 Phvul.011G061600 PF05368
1 Phvul.011G114700.1 Phvul.011G114700 Phvul.011G114700 PF05938
1 Phvul.011G123000.1 Phvul.011G123000 Phvul.011G123000 PF05938
1 Phvul.011G123701.1 Phvul.011G123701 Phvul.011G123701 0
1 Phvul.011G123701.1 Phvul.011G123701 Phvul.011G123701 0
1 Phvul.011G160800.1 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.3 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.2 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.1 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.3 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.2 Phvul.011G160800 Phvul.011G160800 PF01112
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Do not distribute

1 Phvul.011G160800.1 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.3 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.2 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.1 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.3 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G160800.2 Phvul.011G160800 Phvul.011G160800 PF01112
1 Phvul.011G202700.1 Phvul.011G202700 Phvul.011G202700 0
1 Phvul.011G202700.1 Phvul.011G202700 Phvul.011G202700 0
1 Phvul.011G202700.1 Phvul.011G202700 Phvul.011G202700 0
1 Phvul.011G202700.1 Phvul.011G202700 Phvul.011G202700 0
1 Phvul.L002051.1 Phvul.L002051 Phvul.L002051 PF01434,PF00004
1 Phvul.L002051.2 Phvul.L002051 Phvul.L002051 PF01434,PF00004
1 Phvul.L002051.1 Phvul.L002051 Phvul.L002051 PF01434,PF00004
1 Phvul.L002051.2 Phvul.L002051 Phvul.L002051 PF01434,PF00004
1 Phvul.L002051.1 Phvul.L002051 Phvul.L002051 PF01434,PF00004
1 Phvul.L002051.2 Phvul.L002051 Phvul.L002051 PF01434,PF00004
1 Phvul.L002051.1 Phvul.L002051 Phvul.L002051 PF01434,PF00004
1 Phvul.L002051.2 Phvul.L002051 Phvul.L002051 PF01434,PF00004
1 Phvul.L002537.1 Phvul.L002537 Phvul.L002537 PF16131,PF00076
2 Phvul.L002537.1 Phvul.L002537 Phvul.L002537 PF16131,PF00076
2 Phvul.L002537.1 Phvul.L002537 Phvul.L002537 PF16131,PF00076
1 Phvul.L007343.1 Phvul.L007343 Phvul.L007343 PF07731,PF07732,PF00394
1 Phvul.008G004400.1 Phvul.008G004400 Phvul.008G004400 PF00107,PF16884
1 Phvul.008G004400.1 Phvul.008G004400 Phvul.008G004400 PF00107,PF16884
1 Phvul.001G020300.1 Phvul.001G020300 Phvul.001G020300 PF01734
1 Phvul.001G020350.1 Phvul.001G020350 Phvul.001G020350 PF01734
1 Phvul.001G022700.1 Phvul.001G022700 Phvul.001G022700 PF03763
1 Phvul.001G022700.1 Phvul.001G022700 Phvul.001G022700 PF03763
1 Phvul.001G022700.1 Phvul.001G022700 Phvul.001G022700 PF03763
1 Phvul.001G022700.1 Phvul.001G022700 Phvul.001G022700 PF03763
2 Phvul.001G036800.1 Phvul.001G036800 Phvul.001G036800 PF08244,PF00251
1 Phvul.001G057800.1 Phvul.001G057800 Phvul.001G057800 PF10058
1 Phvul.001G057800.1 Phvul.001G057800 Phvul.001G057800 PF10058
2 Phvul.001G077700.1 Phvul.001G077700 Phvul.001G077700 PF10509,PF00288,PF13528
2 Phvul.001G077700.1 Phvul.001G077700 Phvul.001G077700 PF10509,PF00288,PF13528
1 Phvul.001G097800.1 Phvul.001G097800 Phvul.001G097800 PF16177,PF13193,PF00501
1 Phvul.001G097800.1 Phvul.001G097800 Phvul.001G097800 PF16177,PF13193,PF00501
1 Phvul.001G109300.2 Phvul.001G109300 Phvul.001G109300 PF04153,PF04065
1 Phvul.001G109300.1 Phvul.001G109300 Phvul.001G109300 PF04153,PF04065
1 Phvul.001G109300.2 Phvul.001G109300 Phvul.001G109300 PF04153,PF04065
1 Phvul.001G109300.1 Phvul.001G109300 Phvul.001G109300 PF04153,PF04065
1 Phvul.001G114900.1 Phvul.001G114900 Phvul.001G114900 PF01042,PF01902
1 Phvul.001G114900.1 Phvul.001G114900 Phvul.001G114900 PF01042,PF01902
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Do not distribute

1 Phvul.001G123000.2 Phvul.001G123000 Phvul.001G123000 PF01055
1 Phvul.001G123000.2 Phvul.001G123000 Phvul.001G123000 PF01055
1 Phvul.001G134100.2 Phvul.001G134100 Phvul.001G134100 PF00931
1 Phvul.001G134100.1 Phvul.001G134100 Phvul.001G134100 PF00931
1 Phvul.001G134100.2 Phvul.001G134100 Phvul.001G134100 PF00931
1 Phvul.001G134100.1 Phvul.001G134100 Phvul.001G134100 PF00931
1 Phvul.001G134100.2 Phvul.001G134100 Phvul.001G134100 PF00931
1 Phvul.001G134100.1 Phvul.001G134100 Phvul.001G134100 PF00931
1 Phvul.001G134100.2 Phvul.001G134100 Phvul.001G134100 PF00931
1 Phvul.001G134100.1 Phvul.001G134100 Phvul.001G134100 PF00931
1 Phvul.001G159300.1 Phvul.001G159300 Phvul.001G159300 PF03195
1 Phvul.001G163900.2 Phvul.001G163900 Phvul.001G163900 PF00249,PF14379
1 Phvul.001G163900.1 Phvul.001G163900 Phvul.001G163900 PF00249,PF14379
1 Phvul.001G163900.2 Phvul.001G163900 Phvul.001G163900 PF00249,PF14379
1 Phvul.001G163900.1 Phvul.001G163900 Phvul.001G163900 PF00249,PF14379
1 Phvul.001G163900.2 Phvul.001G163900 Phvul.001G163900 PF00249,PF14379
1 Phvul.001G163900.1 Phvul.001G163900 Phvul.001G163900 PF00249,PF14379
1 Phvul.001G163900.2 Phvul.001G163900 Phvul.001G163900 PF00249,PF14379
1 Phvul.001G163900.1 Phvul.001G163900 Phvul.001G163900 PF00249,PF14379
1 Phvul.001G214300.2 Phvul.001G214300 Phvul.001G214300 PF05691
1 Phvul.001G214300.1 Phvul.001G214300 Phvul.001G214300 PF05691
1 Phvul.001G220900.1 Phvul.001G220900 Phvul.001G220900 PF01926,PF11987
1 Phvul.001G220900.1 Phvul.001G220900 Phvul.001G220900 PF01926,PF11987
1 Phvul.001G220900.1 Phvul.001G220900 Phvul.001G220900 PF01926,PF11987
1 Phvul.001G220900.1 Phvul.001G220900 Phvul.001G220900 PF01926,PF11987
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866 PF13414
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866 PF13414
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866 PF13414
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866 PF13414
1 Phvul.002G043500.1 Phvul.002G043500 Phvul.002G043500 PF14432,PF01535,PF13041
1 Phvul.002G043500.1 Phvul.002G043500 Phvul.002G043500 PF14432,PF01535,PF13041
1 Phvul.002G043500.1 Phvul.002G043500 Phvul.002G043500 PF14432,PF01535,PF13041
1 Phvul.002G043500.1 Phvul.002G043500 Phvul.002G043500 PF14432,PF01535,PF13041
2 Phvul.002G058900.1 Phvul.002G058900 Phvul.002G058900 PF13912
2 Phvul.002G058900.1 Phvul.002G058900 Phvul.002G058900 PF13912
1 Phvul.002G152900.1 Phvul.002G152900 Phvul.002G152900 PF03330,PF01357
1 Phvul.002G152900.1 Phvul.002G152900 Phvul.002G152900 PF03330,PF01357
1 Phvul.002G152900.1 Phvul.002G152900 Phvul.002G152900 PF03330,PF01357
1 Phvul.002G152900.1 Phvul.002G152900 Phvul.002G152900 PF03330,PF01357
1 Phvul.002G153500.1 Phvul.002G153500 Phvul.002G153500 PF04321
1 Phvul.002G243300.1 Phvul.002G243300 Phvul.002G243300 PF00657
1 Phvul.002G243300.1 Phvul.002G243300 Phvul.002G243300 PF00657
1 Phvul.002G243300.1 Phvul.002G243300 Phvul.002G243300 PF00657
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Do not distribute

1 Phvul.002G243300.1 Phvul.002G243300 Phvul.002G243300 PF00657
1 Phvul.002G253100.1 Phvul.002G253100 Phvul.002G253100 PF00415
1 Phvul.002G253100.1 Phvul.002G253100 Phvul.002G253100 PF00415
1 Phvul.002G262600.1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514
1 Phvul.002G290000.3 Phvul.002G290000 Phvul.002G290000 PF00010
1 Phvul.002G290000.3 Phvul.002G290000 Phvul.002G290000 PF00010
1 Phvul.003G022200.1 Phvul.003G022200 Phvul.003G022200 PF10508
1 Phvul.003G022200.1 Phvul.003G022200 Phvul.003G022200 PF10508
1 Phvul.003G035400.1 Phvul.003G035400 Phvul.003G035400 PF16863,PF01055
1 Phvul.003G035400.1 Phvul.003G035400 Phvul.003G035400 PF16863,PF01055
1 Phvul.003G035400.1 Phvul.003G035400 Phvul.003G035400 PF16863,PF01055
1 Phvul.003G035400.1 Phvul.003G035400 Phvul.003G035400 PF16863,PF01055
1 Phvul.003G050600.1 Phvul.003G050600 Phvul.003G050600 PF02458
1 Phvul.003G050600.1 Phvul.003G050600 Phvul.003G050600 PF02458
1 Phvul.003G050600.1 Phvul.003G050600 Phvul.003G050600 PF02458
1 Phvul.003G050600.1 Phvul.003G050600 Phvul.003G050600 PF02458
1 Phvul.003G088200.1 Phvul.003G088200 Phvul.003G088200 PF02893,PF00168,PF16016
1 Phvul.003G088200.1 Phvul.003G088200 Phvul.003G088200 PF02893,PF00168,PF16016
1 Phvul.003G104200.1 Phvul.003G104200 Phvul.003G104200 PF00153
1 Phvul.003G104200.1 Phvul.003G104200 Phvul.003G104200 PF00153
1 Phvul.003G104200.1 Phvul.003G104200 Phvul.003G104200 PF00153
1 Phvul.003G104200.1 Phvul.003G104200 Phvul.003G104200 PF00153
1 Phvul.003G119100.3 Phvul.003G119100 Phvul.003G119100 PF00169,PF06101,PF12624,PF16910,PF16908
1 Phvul.003G119100.2 Phvul.003G119100 Phvul.003G119100 PF00169,PF06101,PF12624,PF16910,PF16908
1 Phvul.003G119100.1 Phvul.003G119100 Phvul.003G119100 PF00169,PF06101,PF12624,PF16910,PF16908
1 Phvul.003G169700.1 Phvul.003G169700 Phvul.003G169700 PF03016
1 Phvul.003G292000.1 Phvul.003G292000 Phvul.003G292000 PF00852
1 Phvul.004G058600.1 Phvul.004G058600 Phvul.004G058600 PF04193
1 Phvul.004G121666.1 Phvul.004G121666 Phvul.004G121666 PF02874,PF00306,PF00006
1 Phvul.004G121666.1 Phvul.004G121666 Phvul.004G121666 PF02874,PF00306,PF00006
1 Phvul.004G121666.1 Phvul.004G121666 Phvul.004G121666 PF02874,PF00306,PF00006
1 Phvul.004G121666.1 Phvul.004G121666 Phvul.004G121666 PF02874,PF00306,PF00006
1 Phvul.004G133700.1 Phvul.004G133700 Phvul.004G133700 PF02213,PF02201,PF03126
1 Phvul.004G133700.1 Phvul.004G133700 Phvul.004G133700 PF02213,PF02201,PF03126
1 Phvul.004G133700.1 Phvul.004G133700 Phvul.004G133700 PF02213,PF02201,PF03126
1 Phvul.004G133700.1 Phvul.004G133700 Phvul.004G133700 PF02213,PF02201,PF03126
1 Phvul.004G176700.1 Phvul.004G176700 Phvul.004G176700 PF00085
1 Phvul.004G176700.1 Phvul.004G176700 Phvul.004G176700 PF00085
1 Phvul.005G056400.1 Phvul.005G056400 Phvul.005G056400 PF00651
1 Phvul.005G056400.1 Phvul.005G056400 Phvul.005G056400 PF00651
1 Phvul.005G088800.1 Phvul.005G088800 Phvul.005G088800 PF11883,PF08276,PF01453,PF00954,PF07714
1 Phvul.005G095600.1 Phvul.005G095600 Phvul.005G095600 PF13419
1 Phvul.005G097200.3 Phvul.005G097200 Phvul.005G097200 PF03634
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Do not distribute

1 Phvul.005G097200.6 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G097200.5 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G097200.3 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G097200.6 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G097200.5 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G097200.3 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G097200.6 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G097200.5 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G097200.3 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G097200.6 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G097200.5 Phvul.005G097200 Phvul.005G097200 PF03634
1 Phvul.005G101400.3 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.2 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.1 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.3 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.2 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.1 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G130100.1 Phvul.005G130100 Phvul.005G130100 0
1 Phvul.005G130100.1 Phvul.005G130100 Phvul.005G130100 0
1 Phvul.005G130100.1 Phvul.005G130100 Phvul.005G130100 0
1 Phvul.005G130100.1 Phvul.005G130100 Phvul.005G130100 0
1 Phvul.005G173200.1 Phvul.005G173200 Phvul.005G173200 0
1 Phvul.005G173200.1 Phvul.005G173200 Phvul.005G173200 0
1 Phvul.005G173200.1 Phvul.005G173200 Phvul.005G173200 0
1 Phvul.005G173200.1 Phvul.005G173200 Phvul.005G173200 0
1 Phvul.006G143300.1 Phvul.006G143300 Phvul.006G143300 0
1 Phvul.006G143300.1 Phvul.006G143300 Phvul.006G143300 0
1 Phvul.006G143300.1 Phvul.006G143300 Phvul.006G143300 0
1 Phvul.006G143300.1 Phvul.006G143300 Phvul.006G143300 0
1 Phvul.006G168163.1 Phvul.006G168163 Phvul.006G168163 PF00450
1 Phvul.006G168163.1 Phvul.006G168163 Phvul.006G168163 PF00450
1 Phvul.007G035900.2 Phvul.007G035900 Phvul.007G035900 PF00085,PF04777
1 Phvul.007G035900.2 Phvul.007G035900 Phvul.007G035900 PF00085,PF04777
1 Phvul.007G035900.2 Phvul.007G035900 Phvul.007G035900 PF00085,PF04777
1 Phvul.007G035900.2 Phvul.007G035900 Phvul.007G035900 PF00085,PF04777
1 Phvul.007G069900.3 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G069900.5 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G069900.1 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G069900.4 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G069900.3 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G069900.5 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G069900.1 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G069900.4 Phvul.007G069900 Phvul.007G069900 PF13041
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Do not distribute

1 Phvul.007G069900.3 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G069900.5 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G069900.1 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G069900.4 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G069900.3 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G069900.5 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G069900.1 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G069900.4 Phvul.007G069900 Phvul.007G069900 PF13041
1 Phvul.007G099300.1 Phvul.007G099300 Phvul.007G099300 PF12646
1 Phvul.007G114100.1 Phvul.007G114100 Phvul.007G114100 PF00628
1 Phvul.007G114100.1 Phvul.007G114100 Phvul.007G114100 PF00628
1 Phvul.007G114100.1 Phvul.007G114100 Phvul.007G114100 PF00628
1 Phvul.007G114100.1 Phvul.007G114100 Phvul.007G114100 PF00628
1 Phvul.007G184600.1 Phvul.007G184600 Phvul.007G184600 PF07714,PF14381
1 Phvul.007G184600.1 Phvul.007G184600 Phvul.007G184600 PF07714,PF14381
1 Phvul.007G192300.1 Phvul.007G192300 Phvul.007G192300 PF04564,PF00514
1 Phvul.007G210400.1 Phvul.007G210400 Phvul.007G210400 PF04043,PF01095
1 Phvul.007G210400.1 Phvul.007G210400 Phvul.007G210400 PF04043,PF01095
1 Phvul.007G210400.1 Phvul.007G210400 Phvul.007G210400 PF04043,PF01095
1 Phvul.007G210400.1 Phvul.007G210400 Phvul.007G210400 PF04043,PF01095
1 Phvul.007G210400.1 Phvul.007G210400 Phvul.007G210400 PF04043,PF01095
1 Phvul.007G210400.1 Phvul.007G210400 Phvul.007G210400 PF04043,PF01095
1 Phvul.007G215300.1 Phvul.007G215300 Phvul.007G215300 PF00628,PF00533,PF12738
1 Phvul.007G215300.1 Phvul.007G215300 Phvul.007G215300 PF00628,PF00533,PF12738
1 Phvul.007G215300.1 Phvul.007G215300 Phvul.007G215300 PF00628,PF00533,PF12738
1 Phvul.007G215300.1 Phvul.007G215300 Phvul.007G215300 PF00628,PF00533,PF12738
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800 PF00085,PF00070
2 Phvul.008G043400.1 Phvul.008G043400 Phvul.008G043400 PF08263,PF13855
2 Phvul.008G043400.1 Phvul.008G043400 Phvul.008G043400 PF08263,PF13855
1 Phvul.008G067300.1 Phvul.008G067300 Phvul.008G067300 PF00249
1 Phvul.008G067300.1 Phvul.008G067300 Phvul.008G067300 PF00249
1 Phvul.008G110100.1 Phvul.008G110100 Phvul.008G110100 PF05056
1 Phvul.008G110100.1 Phvul.008G110100 Phvul.008G110100 PF05056
1 Phvul.008G110100.1 Phvul.008G110100 Phvul.008G110100 PF05056
1 Phvul.008G110100.1 Phvul.008G110100 Phvul.008G110100 PF05056
1 Phvul.008G110200.1 Phvul.008G110200 Phvul.008G110200 PF05056
1 Phvul.008G110200.1 Phvul.008G110200 Phvul.008G110200 PF05056
1 Phvul.008G110200.1 Phvul.008G110200 Phvul.008G110200 PF05056
1 Phvul.008G110200.1 Phvul.008G110200 Phvul.008G110200 PF05056
1 Phvul.008G110500.1 Phvul.008G110500 Phvul.008G110500 PF05056
1 Phvul.008G110500.1 Phvul.008G110500 Phvul.008G110500 PF05056
1 Phvul.008G110500.1 Phvul.008G110500 Phvul.008G110500 PF05056
1 Phvul.008G110500.1 Phvul.008G110500 Phvul.008G110500 PF05056
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Do not distribute

1 Phvul.008G125400.2 Phvul.008G125400 Phvul.008G125400 PF08513,PF00400
1 Phvul.008G125400.1 Phvul.008G125400 Phvul.008G125400 PF08513,PF00400
1 Phvul.008G125400.2 Phvul.008G125400 Phvul.008G125400 PF08513,PF00400
1 Phvul.008G125400.1 Phvul.008G125400 Phvul.008G125400 PF08513,PF00400
1 Phvul.008G229100.1 Phvul.008G229100 Phvul.008G229100 PF02225,PF05922,PF00082
1 Phvul.008G279750.1 Phvul.008G279750 Phvul.008G279750 PF03552
1 Phvul.008G279750.1 Phvul.008G279750 Phvul.008G279750 PF03552
1 Phvul.009G010800.1 Phvul.009G010800 Phvul.009G010800 PF00246
1 Phvul.009G010800.1 Phvul.009G010800 Phvul.009G010800 PF00246
1 Phvul.009G034800.1 Phvul.009G034800 Phvul.009G034800 0
1 Phvul.009G060200.1 Phvul.009G060200 Phvul.009G060200 PF01565,PF09265
1 Phvul.009G060200.2 Phvul.009G060200 Phvul.009G060200 PF01565,PF09265
1 Phvul.009G060200.1 Phvul.009G060200 Phvul.009G060200 PF01565,PF09265
1 Phvul.009G060200.2 Phvul.009G060200 Phvul.009G060200 PF01565,PF09265
1 Phvul.009G060200.1 Phvul.009G060200 Phvul.009G060200 PF01565,PF09265
1 Phvul.009G060200.2 Phvul.009G060200 Phvul.009G060200 PF01565,PF09265
1 Phvul.009G060200.1 Phvul.009G060200 Phvul.009G060200 PF01565,PF09265
1 Phvul.009G060200.2 Phvul.009G060200 Phvul.009G060200 PF01565,PF09265
1 Phvul.009G115500.1 Phvul.009G115500 Phvul.009G115500 PF07690
1 Phvul.009G115500.1 Phvul.009G115500 Phvul.009G115500 PF07690
1 Phvul.009G158700.1 Phvul.009G158700 Phvul.009G158700 0
1 Phvul.009G158700.1 Phvul.009G158700 Phvul.009G158700 0
1 Phvul.009G158700.1 Phvul.009G158700 Phvul.009G158700 0
1 Phvul.009G158700.1 Phvul.009G158700 Phvul.009G158700 0
1 Phvul.009G203100.1 Phvul.009G203100 Phvul.009G203100 PF04833
1 Phvul.009G232500.1 Phvul.009G232500 Phvul.009G232500 PF01301
1 Phvul.009G232500.1 Phvul.009G232500 Phvul.009G232500 PF01301
1 Phvul.009G232500.1 Phvul.009G232500 Phvul.009G232500 PF01301
1 Phvul.009G232500.1 Phvul.009G232500 Phvul.009G232500 PF01301
1 Phvul.009G255100.1 Phvul.009G255100 Phvul.009G255100 PF02466
1 Phvul.009G255100.2 Phvul.009G255100 Phvul.009G255100 PF02466
1 Phvul.009G255100.1 Phvul.009G255100 Phvul.009G255100 PF02466
1 Phvul.009G255100.2 Phvul.009G255100 Phvul.009G255100 PF02466
1 Phvul.010G026500.1 Phvul.010G026500 Phvul.010G026500 0
1 Phvul.010G026500.1 Phvul.010G026500 Phvul.010G026500 0
1 Phvul.010G026500.1 Phvul.010G026500 Phvul.010G026500 0
1 Phvul.010G026500.1 Phvul.010G026500 Phvul.010G026500 0
1 Phvul.010G028900.2 Phvul.010G028900 Phvul.010G028900 PF01582,PF00931
1 Phvul.010G028900.1 Phvul.010G028900 Phvul.010G028900 PF01582,PF00931
1 Phvul.010G028900.2 Phvul.010G028900 Phvul.010G028900 PF01582,PF00931
1 Phvul.010G028900.1 Phvul.010G028900 Phvul.010G028900 PF01582,PF00931
1 Phvul.010G067900.1 Phvul.010G067900 Phvul.010G067900 PF00069
1 Phvul.010G067900.1 Phvul.010G067900 Phvul.010G067900 PF00069

Page 556 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.010G067900.1 Phvul.010G067900 Phvul.010G067900 PF00069
1 Phvul.010G067900.1 Phvul.010G067900 Phvul.010G067900 PF00069
2 Phvul.010G089200.1 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.2 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.1 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.2 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.1 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.2 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.1 Phvul.010G089200 Phvul.010G089200 PF08610
2 Phvul.010G089200.2 Phvul.010G089200 Phvul.010G089200 PF08610
1 Phvul.010G094450.1 Phvul.010G094450 Phvul.010G094450 0
1 Phvul.010G094450.1 Phvul.010G094450 Phvul.010G094450 0
1 Phvul.010G094450.1 Phvul.010G094450 Phvul.010G094450 0
1 Phvul.010G094450.1 Phvul.010G094450 Phvul.010G094450 0
1 Phvul.011G001200.2 Phvul.011G001200 Phvul.011G001200 PF02383
1 Phvul.011G001200.1 Phvul.011G001200 Phvul.011G001200 PF02383
1 Phvul.011G001200.2 Phvul.011G001200 Phvul.011G001200 PF02383
1 Phvul.011G001200.1 Phvul.011G001200 Phvul.011G001200 PF02383
1 Phvul.011G001200.2 Phvul.011G001200 Phvul.011G001200 PF02383
1 Phvul.011G001200.1 Phvul.011G001200 Phvul.011G001200 PF02383
1 Phvul.011G001200.2 Phvul.011G001200 Phvul.011G001200 PF02383
1 Phvul.011G001200.1 Phvul.011G001200 Phvul.011G001200 PF02383
1 Phvul.011G004200.1 Phvul.011G004200 Phvul.011G004200 0
1 Phvul.011G203450.1 Phvul.011G203450 Phvul.011G203450 PF05678
1 Phvul.011G203450.1 Phvul.011G203450 Phvul.011G203450 PF05678
1 Phvul.011G203450.1 Phvul.011G203450 Phvul.011G203450 PF05678
1 Phvul.011G203450.1 Phvul.011G203450 Phvul.011G203450 PF05678
1 Phvul.L001679.1 Phvul.L001679 Phvul.L001679 PF00168
1 Phvul.L001679.1 Phvul.L001679 Phvul.L001679 PF00168
2 Phvul.L002537.1 Phvul.L002537 Phvul.L002537 PF16131,PF00076
2 Phvul.L002537.1 Phvul.L002537 Phvul.L002537 PF16131,PF00076
1 Phvul.L009843.2 Phvul.L009843 Phvul.L009843 PF00153
1 Phvul.L009843.1 Phvul.L009843 Phvul.L009843 PF00153
1 Phvul.L009843.2 Phvul.L009843 Phvul.L009843 PF00153
1 Phvul.L009843.1 Phvul.L009843 Phvul.L009843 PF00153
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Do not distribute

Panther KOG KEGG KOG GO Best-hit-arabi-name
PTHR13451,PTHR13451:SF90 0 K10882 GO:0004518,GO:0003677AT2G22140.1
PTHR13451,PTHR13451:SF90 0 K10882 GO:0004518,GO:0003677AT2G22140.1
PTHR31928,PTHR31928:SF60 0 0 0 AT1G70340.1
PTHR31928,PTHR31928:SF60 0 0 0 AT1G70340.1
PTHR31928,PTHR31928:SF60 0 0 0 AT1G70340.1
PTHR31928,PTHR31928:SF60 0 0 0 AT1G70340.1
PTHR33917,PTHR33917:SF10 0 0 0 AT4G33630.1
PTHR13600,PTHR13600:SF120 0 0 GO:0032259,GO:0008168AT5G42760.1
PTHR13600,PTHR13600:SF120 0 0 GO:0032259,GO:0008168AT5G42760.1
PTHR10766,PTHR10766:SF460 0 K17086 GO:0016021 AT5G10840.1
PTHR22849,PTHR22849:SF370 6.3.2.19 0 GO:0016567,GO:0004842AT1G76390.1
PTHR22849,PTHR22849:SF370 6.3.2.19 0 GO:0016567,GO:0004842AT1G76390.1
PTHR22849,PTHR22849:SF370 6.3.2.19 0 GO:0016567,GO:0004842AT1G76390.1
PTHR22849,PTHR22849:SF370 6.3.2.19 0 GO:0016567,GO:0004842AT1G76390.1
PTHR11908,PTHR11908:SF660 1.17.1.4 K00106 GO:0051536,GO:0009055,GO:0055114,GO:0046872,GO:0016491AT4G34890.1
PTHR11908,PTHR11908:SF660 1.17.1.4 K00106 GO:0051536,GO:0009055,GO:0055114,GO:0046872,GO:0016491AT4G34890.1
PTHR11908,PTHR11908:SF660 1.17.1.4 K00106 GO:0051536,GO:0009055,GO:0055114,GO:0046872,GO:0016491AT4G34890.1
PTHR11908,PTHR11908:SF660 1.17.1.4 K00106 GO:0051536,GO:0009055,GO:0055114,GO:0046872,GO:0016491AT4G34890.1
PTHR22952,PTHR22952:SF1130 0 0 GO:0043565,GO:0006355,GO:0003700AT5G24800.1
PTHR22952,PTHR22952:SF1130 0 0 GO:0043565,GO:0006355,GO:0003700AT5G24800.1
PTHR22952,PTHR22952:SF1130 0 0 GO:0043565,GO:0006355,GO:0003700AT5G24800.1
PTHR22952,PTHR22952:SF1130 0 0 GO:0043565,GO:0006355,GO:0003700AT5G24800.1
PTHR11183,PTHR11183:SF54KOG1950 2.4.1.123 K18819 GO:0016757 AT2G47180.1
PTHR11183,PTHR11183:SF54KOG1950 2.4.1.123 K18819 GO:0016757 AT2G47180.1
PTHR11183,PTHR11183:SF54KOG1950 2.4.1.123 K18819 GO:0016757 AT2G47180.1
PTHR11183,PTHR11183:SF54KOG1950 2.4.1.123 K18819 GO:0016757 AT2G47180.1
PTHR13451,PTHR13451:SF90 0 K10882 GO:0004518,GO:0003677AT2G22140.1
PTHR13451,PTHR13451:SF90 0 K10882 GO:0004518,GO:0003677AT2G22140.1
PTHR13451,PTHR13451:SF90 0 K10882 GO:0004518,GO:0003677AT2G22140.1
PTHR13451,PTHR13451:SF90 0 K10882 GO:0004518,GO:0003677AT2G22140.1
PTHR11062,PTHR11062:SF81KOG1021 2.4.2.41 0 0 AT5G61840.1
PTHR11062,PTHR11062:SF81KOG1021 2.4.2.41 0 0 AT5G61840.1
PTHR11062,PTHR11062:SF81KOG1021 2.4.2.41 0 0 AT5G61840.1
PTHR11062,PTHR11062:SF81KOG1021 2.4.2.41 0 0 AT5G61840.1
PTHR27004,PTHR27004:SF42KOG0472 2.7.11.1 0 GO:0005515 AT2G34930.1
PTHR33670,PTHR33670:SF10 0 0 0 AT3G21570.1
PTHR33463,PTHR33463:SF3KOG1947 0 0 0 AT1G61300.1
PTHR33463,PTHR33463:SF3KOG1947 0 0 0 AT1G61300.1
PTHR33463,PTHR33463:SF3KOG1947 0 0 0 AT1G61300.1
PTHR33463,PTHR33463:SF3KOG1947 0 0 0 AT1G61300.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01150.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
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Do not distribute

PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR12663,PTHR12663:SF7KOG1525 0 0 0 AT1G77600.2
PTHR13600,PTHR13600:SF120 0 0 GO:0032259,GO:0008168AT5G42760.1
PTHR13600,PTHR13600:SF120 0 0 GO:0032259,GO:0008168AT5G42760.1
PTHR13600,PTHR13600:SF120 0 0 GO:0032259,GO:0008168AT5G42760.1
PTHR13600,PTHR13600:SF120 0 0 GO:0032259,GO:0008168AT5G42760.1
PTHR31949,PTHR31949:SF20 0 0 0 AT3G08670.1
PTHR31949,PTHR31949:SF20 0 0 0 AT3G08670.1
PTHR18966,PTHR18966:SF202KOG1052 0 K05387 GO:0016020,GO:0004970AT4G35290.1
PTHR18966,PTHR18966:SF202KOG1052 0 K05387 GO:0016020,GO:0004970AT4G35290.1
PTHR22952,PTHR22952:SF1130 0 0 GO:0043565,GO:0006355,GO:0003700AT5G24800.1
PTHR22952,PTHR22952:SF1130 0 0 GO:0043565,GO:0006355,GO:0003700AT5G24800.1
PTHR10457,PTHR10457:SF12KOG0631 2.7.1.46 K12446 GO:0005524 AT4G16130.1
PTHR10457,PTHR10457:SF12KOG0631 2.7.1.46 K12446 GO:0005524 AT4G16130.1
PTHR11937,PTHR11937:SF370 0 0 GO:0034314,GO:0007015,GO:0005885,GO:0005856,GO:0005524AT3G27000.1
PTHR11937,PTHR11937:SF370 0 0 GO:0034314,GO:0007015,GO:0005885,GO:0005856,GO:0005524AT3G27000.1
PTHR11937,PTHR11937:SF370 0 0 GO:0034314,GO:0007015,GO:0005885,GO:0005856,GO:0005524AT3G27000.1
PTHR11937,PTHR11937:SF370 0 0 GO:0034314,GO:0007015,GO:0005885,GO:0005856,GO:0005524AT3G27000.1
PTHR11937,PTHR11937:SF370 0 K17260 GO:0034314,GO:0007015,GO:0005885,GO:0005856,GO:0005524AT3G27000.1
PTHR11937,PTHR11937:SF370 0 K17260 GO:0034314,GO:0007015,GO:0005885,GO:0005856,GO:0005524AT3G27000.1
PTHR11937,PTHR11937:SF370 0 K17260 GO:0034314,GO:0007015,GO:0005885,GO:0005856,GO:0005524AT3G27000.1
PTHR11937,PTHR11937:SF370 0 K17260 GO:0034314,GO:0007015,GO:0005885,GO:0005856,GO:0005524AT3G27000.1
PTHR31719,PTHR31719:SF110 0 0 GO:0006355,GO:0003677AT2G33480.2
PTHR31719,PTHR31719:SF110 0 0 GO:0006355,GO:0003677AT2G33480.2
PTHR31719,PTHR31719:SF110 0 0 GO:0006355,GO:0003677AT2G33480.2
PTHR31719,PTHR31719:SF110 0 0 GO:0006355,GO:0003677AT2G33480.2
PTHR10277,PTHR10277:SF380 4.1.3.4 0 GO:0003824 AT2G26800.1
PTHR10277,PTHR10277:SF380 4.1.3.4 0 GO:0003824 AT2G26800.1
PTHR19229,PTHR19229:SF36KOG0059 3.6.3.25 K05643 GO:0005524,GO:0016887,GO:0016021,GO:0006810,GO:0005215AT2G41700.1
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Do not distribute

PTHR19229,PTHR19229:SF36KOG0059 3.6.3.25 K05643 GO:0005524,GO:0016887,GO:0016021,GO:0006810,GO:0005215AT2G41700.1
PTHR19229,PTHR19229:SF36KOG0059 3.6.3.25 K05643 GO:0005524,GO:0016887,GO:0016021,GO:0006810,GO:0005215AT2G41700.1
PTHR19229,PTHR19229:SF36KOG0059 3.6.3.25 K05643 GO:0005524,GO:0016887,GO:0016021,GO:0006810,GO:0005215AT2G41700.1
PTHR19229,PTHR19229:SF36KOG0059 3.6.3.25 K05643 GO:0005524,GO:0016887,GO:0016021,GO:0006810,GO:0005215AT2G41700.1
PTHR19229,PTHR19229:SF36KOG0059 3.6.3.25 K05643 GO:0005524,GO:0016887,GO:0016021,GO:0006810,GO:0005215AT2G41700.1
PTHR19229,PTHR19229:SF36KOG0059 3.6.3.25 K05643 GO:0005524,GO:0016887,GO:0016021,GO:0006810,GO:0005215AT2G41700.1
PTHR19229,PTHR19229:SF36KOG0059 3.6.3.25 K05643 GO:0005524,GO:0016887,GO:0016021,GO:0006810,GO:0005215AT2G41700.1
PTHR31251,PTHR31251:SF230 0 0 GO:0005634,GO:0003677AT2G42200.1
PTHR31251,PTHR31251:SF230 0 0 GO:0005634,GO:0003677AT2G42200.1
PTHR31251,PTHR31251:SF230 0 0 GO:0005634,GO:0003677AT2G42200.1
PTHR31251,PTHR31251:SF230 0 0 GO:0005634,GO:0003677AT2G42200.1
PTHR23293,PTHR23293:SF9KOG2644 2.7.7.2 0 GO:0008152,GO:0003824AT5G03430.1
PTHR23293,PTHR23293:SF9KOG2644 2.7.7.2 0 GO:0008152,GO:0003824AT5G03430.1
PTHR23293,PTHR23293:SF9KOG2644 2.7.7.2 0 GO:0008152,GO:0003824AT5G03430.1
PTHR23293,PTHR23293:SF9KOG2644 2.7.7.2 0 GO:0008152,GO:0003824AT5G03430.1
PTHR23293,PTHR23293:SF9KOG2644 2.7.7.2 0 GO:0008152,GO:0003824AT5G03430.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR13115,PTHR13115:SF90 0 0 0 AT5G43630.1
PTHR10438,PTHR10438:SF278KOG0907 1.6.5.4 K03671 GO:0045454,GO:0015035,GO:0006662AT5G39950.1
PTHR10438,PTHR10438:SF278KOG0907 1.6.5.4 K03671 GO:0045454,GO:0015035,GO:0006662AT5G39950.1
PTHR31928,PTHR31928:SF60 0 0 0 AT1G70340.1
PTHR31928,PTHR31928:SF60 0 0 0 AT1G70340.1
PTHR10201,PTHR10201:SF1400 3.4.24.23 0 GO:0031012,GO:0008270,GO:0006508,GO:0004222AT1G70170.1
PTHR10201,PTHR10201:SF1400 3.4.24.23 0 GO:0031012,GO:0008270,GO:0006508,GO:0004222AT1G70170.1
PTHR10201,PTHR10201:SF1400 3.4.24.23 0 GO:0031012,GO:0008270,GO:0006508,GO:0004222AT1G70170.1
PTHR10201,PTHR10201:SF1400 3.4.24.23 0 GO:0031012,GO:0008270,GO:0006508,GO:0004222AT1G70170.1
PTHR10110,PTHR10110:SF86KOG1965 0 0 GO:0055085,GO:0016021,GO:0015299,GO:0006812AT2G01980.1
PTHR10110,PTHR10110:SF86KOG1965 0 0 GO:0055085,GO:0016021,GO:0015299,GO:0006812AT2G01980.1
PTHR10110,PTHR10110:SF86KOG1965 0 0 GO:0055085,GO:0016021,GO:0015299,GO:0006812AT2G01980.1
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Do not distribute

PTHR27001,PTHR27001:SF7KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT3G13690.1
PTHR23336,PTHR23336:SF140 0 0 GO:0008270 AT3G62900.1
PTHR23336,PTHR23336:SF140 0 0 GO:0008270 AT3G62900.1
PTHR27004,PTHR27004:SF42KOG0472 2.7.11.1 0 GO:0005515 AT2G34930.1
PTHR24015,PTHR24015:SF6280 0 0 0 AT4G21190.1
PTHR11689,PTHR11689:SF910 0 K05016 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT5G49890.1
PTHR11689,PTHR11689:SF910 0 K05016 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT5G49890.1
PTHR10438,PTHR10438:SF227KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT4G29670.1
PTHR10438,PTHR10438:SF227KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT4G29670.1
PTHR10438,PTHR10438:SF227KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT4G29670.1
PTHR10438,PTHR10438:SF227KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT4G29670.1
PTHR33090 0 0 0 0 AT4G10265.1
PTHR17630 KOG3043 3.1.1.45 0 GO:0016787 AT2G32520.1
PTHR17630 KOG3043 3.1.1.45 0 GO:0016787 AT2G32520.1
PTHR17630 KOG3043 3.1.1.45 0 GO:0016787 AT2G32520.1
PTHR17630 KOG3043 3.1.1.45 0 GO:0016787 AT2G32520.1
PTHR33137,PTHR33137:SF40 0 K14972 0 AT1G15780.1
PTHR33137,PTHR33137:SF40 0 K14972 0 AT1G15780.1
PTHR11595,PTHR11595:SF24KOG1668 0 K03232 GO:0006414,GO:0005853,GO:0003746AT5G12110.1
PTHR11595,PTHR11595:SF24KOG1668 0 K03232 GO:0006414,GO:0005853,GO:0003746AT5G12110.1
PTHR11595,PTHR11595:SF24KOG1668 0 K03232 GO:0006414,GO:0005853,GO:0003746AT5G12110.1
PTHR11595,PTHR11595:SF24KOG1668 0 K03232 GO:0006414,GO:0005853,GO:0003746AT5G12110.1
PTHR19241,PTHR19241:SF1690 3.6.3.34 0 GO:0016887,GO:0005524,GO:0016020AT2G29940.1
PTHR19241,PTHR19241:SF1690 3.6.3.34 0 GO:0016887,GO:0005524,GO:0016020AT2G29940.1
PTHR19241,PTHR19241:SF1690 3.6.3.34 0 GO:0016887,GO:0005524,GO:0016020AT2G29940.1
PTHR19241,PTHR19241:SF1690 3.6.3.34 0 GO:0016887,GO:0005524,GO:0016020AT2G29940.1
PTHR31589,PTHR31589:SF40 0 0 0 AT5G18460.1
PTHR31589,PTHR31589:SF40 0 0 0 AT5G18460.1
PTHR23324,PTHR23324:SF790 0 0 0 AT5G47730.1
PTHR23324,PTHR23324:SF790 0 0 0 AT5G47730.1
PTHR10992,PTHR10992:SF752KOG1454 0 0 0 AT5G38520.1
PTHR10992,PTHR10992:SF752KOG1454 0 0 0 AT5G38520.1
PTHR31375,PTHR31375:SF430 3.2.1.15 0 GO:0005975,GO:0004650AT1G02460.1
PTHR31375,PTHR31375:SF430 3.2.1.15 0 GO:0005975,GO:0004650AT1G02460.1
PTHR31374,PTHR31374:SF170 0 K14488 GO:0009733 AT3G09870.1
PTHR31374,PTHR31374:SF170 0 K14488 GO:0009733 AT3G09870.1
PTHR33463,PTHR33463:SF3KOG1947 0 0 0 AT1G61300.1
PTHR33463,PTHR33463:SF3KOG1947 0 0 0 AT1G61300.1
PTHR35731,PTHR35731:SF10 0 0 0 AT3G09050.1
PTHR35731,PTHR35731:SF10 0 0 0 AT3G09050.1
PTHR24322,PTHR24322:SF593KOG0725 1.1.1.206 K08081 0 AT5G06060.1
PTHR24322,PTHR24322:SF593KOG0725 1.1.1.206 K08081 0 AT5G06060.1
PTHR10366,PTHR10366:SF369KOG1502 1.2.1.44 0 GO:0050662,GO:0003824AT5G58490.1
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Do not distribute

PTHR10366,PTHR10366:SF369KOG1502 1.2.1.44 0 GO:0050662,GO:0003824AT5G58490.1
PTHR10366,PTHR10366:SF369KOG1502 1.2.1.44 0 GO:0050662,GO:0003824AT5G58490.1
PTHR10366,PTHR10366:SF369KOG1502 1.2.1.44 0 GO:0050662,GO:0003824AT5G58490.1
PTHR23289,PTHR23289:SF20 0 K02259 GO:0055114,GO:0016627,GO:0016021,GO:0006784AT5G56090.1
PTHR10766,PTHR10766:SF440 0 K17086 GO:0016021 AT4G12650.1
PTHR12874 KOG2997 0 K10295 GO:0005515 AT1G21760.1
PTHR12874 KOG2997 0 K10295 GO:0005515 AT1G21760.1
PTHR12874 KOG2997 0 K10295 GO:0005515 AT1G21760.1
PTHR12874 KOG2997 0 K10295 GO:0005515 AT1G21760.1
PTHR11062,PTHR11062:SF81KOG1021 2.4.2.41 0 0 AT5G61840.1
PTHR11062,PTHR11062:SF81KOG1021 2.4.2.41 0 0 AT5G61840.1
PTHR11062,PTHR11062:SF81KOG1021 2.4.2.41 0 0 AT5G61840.1
PTHR11062,PTHR11062:SF81KOG1021 2.4.2.41 0 0 AT5G61840.1
PTHR23155,PTHR23155:SF562KOG4658 0 0 GO:0043531 AT3G14470.1
PTHR23155,PTHR23155:SF562KOG4658 0 0 GO:0043531 AT3G14470.1
PTHR23155,PTHR23155:SF562KOG4658 0 0 GO:0043531 AT3G14470.1
PTHR23155,PTHR23155:SF562KOG4658 0 0 GO:0043531 AT3G14470.1

0 0 0 0 GO:0043565,GO:0006355,GO:0003700AT4G36730.1
0 0 0 0 GO:0043565,GO:0006355,GO:0003700AT4G36730.1

PTHR11139,PTHR11139:SF710 2.7.11.1 K08873 GO:0005515,GO:0016773AT1G50030.1
PTHR11139,PTHR11139:SF710 2.7.11.1 K08873 GO:0005515,GO:0016773AT1G50030.1
PTHR11139,PTHR11139:SF710 2.7.11.1 K08873 GO:0005515,GO:0016773AT1G50030.1
PTHR11139,PTHR11139:SF710 2.7.11.1 K08873 GO:0005515,GO:0016773AT1G50030.1
PTHR11709,PTHR11709:SF780 1.10.3.2 K05909 GO:0055114,GO:0016491,GO:0005507AT2G29130.1
PTHR11709,PTHR11709:SF780 1.10.3.2 K05909 GO:0055114,GO:0016491,GO:0005507AT2G29130.1
PTHR31471,PTHR31471:SF130 0 0 0 AT1G45207.2
PTHR31471,PTHR31471:SF130 0 0 0 AT1G45207.2
PTHR31953,PTHR31953:SF140 3.2.1.153,3.2.1.26,3.2.1.80K01193 0 AT3G13790.1
PTHR16105,PTHR16105:SF00 0 K13157 GO:0003676 AT1G09230.1
PTHR16105,PTHR16105:SF00 0 K13157 GO:0003676 AT1G09230.1
PTHR33044,PTHR33044:SF340 0 0 0 AT2G48140.1
PTHR33044,PTHR33044:SF340 0 0 0 AT2G48140.1
PTHR33044,PTHR33044:SF340 0 0 0 AT2G48140.1
PTHR33044,PTHR33044:SF340 0 0 0 AT2G48140.1
PTHR18866,PTHR18866:SF990 0 0 0 AT3G56130.1
PTHR31692,PTHR31692:SF20 0 0 0 AT4G17030.1
PTHR23083,PTHR23083:SF4430 0 0 0 AT4G37460.1
PTHR23083,PTHR23083:SF4430 0 0 0 AT4G37460.1
PTHR17901,PTHR17901:SF14KOG4549 3.1.3.48 K17619 GO:0016791 AT2G14110.1
PTHR22870,PTHR22870:SF240 0 0 0 AT3G26100.2
PTHR22870,PTHR22870:SF240 0 0 0 AT3G26100.2
PTHR10648,PTHR10648:SF110 0 K03456 GO:0005515 AT3G25800.1
PTHR10648,PTHR10648:SF110 0 K03456 GO:0005515 AT3G25800.1
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Do not distribute

PTHR18919,PTHR18919:SF1050 2.3.1.9 K00626 GO:0016747,GO:0008152AT5G47720.2
PTHR18919,PTHR18919:SF1050 2.3.1.9 K00626 GO:0016747,GO:0008152AT5G47720.2
PTHR18919,PTHR18919:SF1050 2.3.1.9 K00626 GO:0016747,GO:0008152AT5G47720.2
PTHR18919,PTHR18919:SF1050 2.3.1.9 K00626 GO:0016747,GO:0008152AT5G47720.2
PTHR18919,PTHR18919:SF1050 2.3.1.9 K00626 GO:0016747,GO:0008152AT5G47720.2
PTHR18919,PTHR18919:SF1050 2.3.1.9 K00626 GO:0016747,GO:0008152AT5G47720.2
PTHR18919,PTHR18919:SF1050 2.3.1.9 K00626 GO:0016747,GO:0008152AT5G47720.2
PTHR18919,PTHR18919:SF1050 2.3.1.9 K00626 GO:0016747,GO:0008152AT5G47720.2
PTHR24089,PTHR24089:SF389KOG0752 0 K15108 0 AT5G48970.1
PTHR24089,PTHR24089:SF389KOG0752 0 K15108 0 AT5G48970.1
PTHR22957,PTHR22957:SF28KOG1091 0 K18469 0 AT4G29950.1
PTHR22957,PTHR22957:SF28KOG1091 0 K18469 0 AT4G29950.1
PTHR11588,PTHR11588:SF1010 0 K07374 GO:0003924,GO:0007017,GO:0005874AT1G04820.1
PTHR11588,PTHR11588:SF1010 0 K07374 GO:0003924,GO:0007017,GO:0005874AT1G04820.1
PTHR11588,PTHR11588:SF1010 0 K07374 GO:0003924,GO:0007017,GO:0005874AT1G04820.1
PTHR11588,PTHR11588:SF1010 0 K07374 GO:0003924,GO:0007017,GO:0005874AT1G04820.1
PTHR24012,PTHR24012:SF4030 0 0 GO:0003676 AT1G49600.1
PTHR24012,PTHR24012:SF403KOG0148 0 0 GO:0003676 AT3G19130.1
PTHR24012,PTHR24012:SF403KOG0148 0 0 GO:0003676 AT3G19130.1
PTHR32212,PTHR32212:SF1260 0 0 GO:0005515 AT3G49030.1
PTHR32212,PTHR32212:SF1260 0 0 GO:0005515 AT3G49030.1
PTHR32212,PTHR32212:SF1260 0 0 GO:0005515 AT3G49030.1
PTHR32212,PTHR32212:SF1260 0 0 GO:0005515 AT3G49030.1

0 0 0 0 0 0
PTHR27004,PTHR27004:SF42KOG0472 2.7.11.1 0 GO:0005515 AT2G34930.1
PTHR27004,PTHR27004:SF42KOG0472 2.7.11.1 0 GO:0005515 AT2G34930.1
PTHR24115,PTHR24115:SF4650 3.6.4.4 K10393 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT3G16060.1
PTHR10615,PTHR10615:SF103KOG2747 2.3.1.48 K11308 GO:0016747,GO:0006355AT5G64610.1
PTHR24286,PTHR24286:SF64KOG0157 0 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G14620.1
PTHR24286,PTHR24286:SF64KOG0157 0 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G14620.1
PTHR24286,PTHR24286:SF64KOG0157 0 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G14620.1
PTHR24286,PTHR24286:SF64KOG0157 0 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G14620.1
PTHR24286,PTHR24286:SF64KOG0157 0 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G14620.1
PTHR24286,PTHR24286:SF64KOG0157 0 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G14620.1
PTHR24286,PTHR24286:SF64KOG0157 0 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G14620.1
PTHR24286,PTHR24286:SF64KOG0157 0 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G14620.1
PTHR12526,PTHR12526:SF389KOG0853 2.4.1.132,2.4.1.257K03843 0 AT1G78800.1
PTHR12526,PTHR12526:SF389KOG0853 2.4.1.132,2.4.1.257K03843 0 AT1G78800.1
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
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Do not distribute

PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR37716,PTHR37716:SF10 0 0 0 AT2G01870.1
PTHR37716,PTHR37716:SF10 0 0 0 AT2G01870.1
PTHR11999,PTHR11999:SF960 4.1.1.28,4.1.1.25K01592 GO:0030170,GO:0019752,GO:0016831AT2G20340.1
PTHR11999,PTHR11999:SF960 4.1.1.28,4.1.1.25K01592 GO:0030170,GO:0019752,GO:0016831AT2G20340.1
PTHR12381,PTHR12381:SF130 0 K15047 GO:0005515 0
PTHR12381,PTHR12381:SF130 0 K15047 GO:0005515 0
PTHR12381,PTHR12381:SF130 0 K15047 GO:0005515 0
PTHR12381,PTHR12381:SF130 0 K15047 GO:0005515 0
PTHR33059,PTHR33059:SF260 0 0 0 AT3G22550.1
PTHR33059,PTHR33059:SF260 0 0 0 AT3G22550.1
PTHR23024,PTHR23024:SF219KOG1515 3.1.1.1 0 0 AT5G62180.1
PTHR23024,PTHR23024:SF219KOG1515 3.1.1.1 0 0 AT5G62180.1
PTHR37764,PTHR37764:SF10 0 0 0 AT5G27390.1

0 0 0 0 0 AT3G05625.1
0 0 0 0 0 AT3G05625.1

PTHR33416,PTHR33416:SF20 0 0 0 AT3G10650.1
PTHR33416,PTHR33416:SF20 0 0 0 AT3G10650.1
PTHR33416,PTHR33416:SF20 0 0 0 AT3G10650.1
PTHR33416,PTHR33416:SF20 0 0 0 AT3G10650.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR23240,PTHR23240:SF12KOG1361 6.5.1.1 K10747 GO:0006310,GO:0006281,GO:0003910,GO:0003677AT1G66730.1
PTHR23240,PTHR23240:SF12KOG1361 6.5.1.1 K10747 GO:0006310,GO:0006281,GO:0003910,GO:0003677AT1G66730.1
PTHR23240,PTHR23240:SF12KOG1361 6.5.1.1 K10747 GO:0006310,GO:0006281,GO:0003910,GO:0003677AT1G66730.1
PTHR23240,PTHR23240:SF12KOG1361 6.5.1.1 K10747 GO:0006310,GO:0006281,GO:0003910,GO:0003677AT1G66730.1
PTHR10783,PTHR10783:SF430 0 0 GO:0016021 AT3G29060.1
PTHR10783,PTHR10783:SF430 0 0 GO:0016021 AT3G29060.1
PTHR27000,PTHR27000:SF153KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1
PTHR27000,PTHR27000:SF153KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1
PTHR27000,PTHR27000:SF153KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1
PTHR27000,PTHR27000:SF153KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1
PTHR27000,PTHR27000:SF153KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1
PTHR27000,PTHR27000:SF153KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1
PTHR13480 KOG2932 0 K15685 0 AT5G01160.1
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Do not distribute

PTHR13480 KOG2932 0 K15685 0 AT5G01160.1
PTHR13480 KOG2932 0 K15685 0 AT5G01160.1
PTHR13480 KOG2932 0 K15685 0 AT5G01160.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01150.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01150.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR13343,PTHR13343:SF180 0 0 0 AT3G59300.1
PTHR11926,PTHR11926:SF374KOG1192 0 0 GO:0016758,GO:0008152AT3G21780.1
PTHR11926,PTHR11926:SF374KOG1192 0 0 GO:0016758,GO:0008152AT3G21780.1
PTHR11926,PTHR11926:SF374KOG1192 0 0 GO:0016758,GO:0008152AT3G21780.1
PTHR11926,PTHR11926:SF374KOG1192 0 0 GO:0016758,GO:0008152AT3G21780.1
PTHR31384,PTHR31384:SF190 0 0 GO:0003677,GO:0009725,GO:0006355,GO:0005634AT1G77850.1
PTHR31384,PTHR31384:SF190 0 0 GO:0003677,GO:0009725,GO:0006355,GO:0005634AT1G77850.1
PTHR31851,PTHR31851:SF160 0 0 0 AT4G27860.1
PTHR31851,PTHR31851:SF160 0 0 0 AT4G27860.1
PTHR31851,PTHR31851:SF160 0 0 0 AT4G27860.1
PTHR10972,PTHR10972:SF670 0 0 0 AT4G08180.2
PTHR10972,PTHR10972:SF670 0 0 0 AT4G08180.2
PTHR10972,PTHR10972:SF670 0 0 0 AT4G08180.2
PTHR10972,PTHR10972:SF670 0 0 0 AT4G08180.2
PTHR10972,PTHR10972:SF670 0 0 0 AT4G08180.2
PTHR10972,PTHR10972:SF670 0 0 0 AT4G08180.2
PTHR10972,PTHR10972:SF670 0 0 0 AT4G08180.2
PTHR10972,PTHR10972:SF670 0 0 0 AT4G08180.2
PTHR24089,PTHR24089:SF3890 0 0 0 AT5G48970.1
PTHR24089,PTHR24089:SF3890 0 0 0 AT5G48970.1
PTHR24089,PTHR24089:SF3890 0 0 0 AT5G48970.1
PTHR24089,PTHR24089:SF3890 0 0 0 AT5G48970.1
PTHR24089,PTHR24089:SF3890 0 0 0 AT5G48970.1
PTHR24089,PTHR24089:SF3890 0 0 0 AT5G48970.1
PTHR24089,PTHR24089:SF3890 0 0 0 AT5G48970.1
PTHR24089,PTHR24089:SF3890 0 0 0 AT5G48970.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
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Do not distribute

PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1
PTHR22849,PTHR22849:SF370 6.3.2.19 0 GO:0016567,GO:0004842AT1G76390.1
PTHR22849,PTHR22849:SF370 6.3.2.19 0 GO:0016567,GO:0004842AT1G76390.1
PTHR22849,PTHR22849:SF370 6.3.2.19 0 GO:0016567,GO:0004842AT1G76390.1
PTHR22849,PTHR22849:SF370 6.3.2.19 0 GO:0016567,GO:0004842AT1G76390.1
PTHR24009,PTHR24009:SF30 0 0 GO:0046872,GO:0003676AT3G51950.2
PTHR24009,PTHR24009:SF30 0 0 GO:0046872,GO:0003676AT3G51950.2
PTHR24009,PTHR24009:SF30 0 0 GO:0046872,GO:0003676AT3G51950.2
PTHR24009,PTHR24009:SF30 0 0 GO:0046872,GO:0003676AT3G51950.2

0 0 0 0 0 AT3G06985.1
0 0 0 0 0 AT3G06985.1
0 0 0 0 0 AT3G06985.1
0 0 0 0 0 AT3G06985.1

PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10173,PTHR10173:SF38KOG0856 1.8.4.12 K07305 GO:0055114,GO:0033743,GO:0030091,GO:0016671,GO:0006979AT1G53670.1
PTHR10173,PTHR10173:SF38KOG0856 1.8.4.12 K07305 GO:0055114,GO:0033743,GO:0030091,GO:0016671,GO:0006979AT1G53670.1
PTHR10173,PTHR10173:SF38KOG0856 1.8.4.12 K07305 GO:0055114,GO:0033743,GO:0030091,GO:0016671,GO:0006979AT1G53670.1
PTHR10173,PTHR10173:SF38KOG0856 1.8.4.12 K07305 GO:0055114,GO:0033743,GO:0030091,GO:0016671,GO:0006979AT1G53670.1
PTHR22884,PTHR22884:SF383KOG1082 2.1.1.43 K11420 GO:0034968,GO:0018024,GO:0008270,GO:0005634,GO:0005515,GO:0042393AT5G04940.2
PTHR22884,PTHR22884:SF383KOG1082 2.1.1.43 K11420 GO:0034968,GO:0018024,GO:0008270,GO:0005634,GO:0005515,GO:0042393AT5G04940.2
PTHR33265,PTHR33265:SF60 0 0 0 AT1G52140.1
PTHR33265,PTHR33265:SF60 0 0 0 AT1G52140.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
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Do not distribute

PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR12460 KOG2669 0 K15559 0 AT5G65180.1
PTHR31447,PTHR31447:SF2KOG4176 0 0 0 AT4G02940.1
PTHR28630,PTHR28630:SF5KOG4498 0 0 0 AT2G37240.1
PTHR28630,PTHR28630:SF5KOG4498 0 0 0 AT2G37240.1
PTHR28630,PTHR28630:SF5KOG4498 0 0 0 AT2G37240.1
PTHR28630,PTHR28630:SF5KOG4498 0 0 0 AT2G37240.1
PTHR23293,PTHR23293:SF9KOG2644 2.7.7.2 0 GO:0008152,GO:0003824AT5G03430.1
PTHR23293,PTHR23293:SF9KOG2644 2.7.7.2 0 GO:0008152,GO:0003824AT5G03430.1
PTHR12121,PTHR12121:SF34KOG0620 3.1.13.4 K12603 0 AT3G58580.1
PTHR12121,PTHR12121:SF34KOG0620 3.1.13.4 K12603 0 AT3G58580.1
PTHR12121,PTHR12121:SF34KOG0620 3.1.13.4 K12603 0 AT3G58580.1
PTHR12121,PTHR12121:SF34KOG0620 3.1.13.4 K12603 0 AT3G58580.1
PTHR12121,PTHR12121:SF34KOG0620 3.1.13.4 K12603 0 AT3G58580.1
PTHR12121,PTHR12121:SF34KOG0620 3.1.13.4 K12603 0 AT3G58580.1
PTHR12121,PTHR12121:SF34KOG0620 3.1.13.4 K12603 0 AT3G58580.1
PTHR12121,PTHR12121:SF34KOG0620 3.1.13.4 K12603 0 AT3G58580.1
PTHR22849,PTHR22849:SF80 6.3.2.19 0 GO:0016567,GO:0004842AT1G24330.1
PTHR11746,PTHR11746:SF98KOG3178 0 0 GO:0046983,GO:0008171AT4G35160.1
PTHR11746,PTHR11746:SF98KOG3178 0 0 GO:0046983,GO:0008171AT4G35160.1
PTHR26374,PTHR26374:SF1850 0 0 0 AT3G60580.1
PTHR26374,PTHR26374:SF1850 0 0 0 AT3G60580.1
PTHR10438,PTHR10438:SF278KOG0907 1.6.5.4 K03671 GO:0045454,GO:0015035,GO:0006662AT5G39950.1
PTHR10438,PTHR10438:SF278KOG0907 1.6.5.4 K03671 GO:0045454,GO:0015035,GO:0006662AT5G39950.1
PTHR10438,PTHR10438:SF278KOG0907 1.6.5.4 K03671 GO:0045454,GO:0015035,GO:0006662AT5G39950.1
PTHR10438,PTHR10438:SF278KOG0907 1.6.5.4 K03671 GO:0045454,GO:0015035,GO:0006662AT5G39950.1
PTHR32096,PTHR32096:SF200 0 0 GO:0043565,GO:0006355,GO:0003700AT4G11070.1
PTHR32096,PTHR32096:SF200 0 0 GO:0043565,GO:0006355,GO:0003700AT4G11070.1
PTHR12953 KOG1396 0 0 0 AT4G23950.1
PTHR12953 KOG1396 0 0 0 AT4G23950.1
PTHR12953 KOG1396 0 0 0 AT4G23950.1
PTHR12953 KOG1396 0 0 0 AT4G23950.1
PTHR23042,PTHR23042:SF610 0 0 GO:0046983 AT4G37850.1
PTHR23042,PTHR23042:SF610 0 0 GO:0046983 AT4G37850.1
PTHR23042,PTHR23042:SF610 0 0 GO:0046983 AT4G37850.1
PTHR23042,PTHR23042:SF610 0 0 GO:0046983 AT4G37850.1
PTHR22835,PTHR22835:SF1770 3.1.1.3 0 GO:0016788 AT1G29670.1
PTHR22835,PTHR22835:SF1770 3.1.1.3 0 GO:0016788 AT1G29670.1
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Do not distribute

PTHR22870,PTHR22870:SF240 0 0 0 AT3G26100.2
PTHR22870,PTHR22870:SF240 0 0 0 AT3G26100.2
PTHR22870,PTHR22870:SF240 0 0 0 AT3G26100.2
PTHR22870,PTHR22870:SF240 0 0 0 AT3G26100.2
PTHR10791,PTHR10791:SF22KOG1623 0 K15382 GO:0016021 AT5G50800.1
PTHR10791,PTHR10791:SF22KOG1623 0 K15382 GO:0016021 AT5G50800.1
PTHR10791,PTHR10791:SF22KOG1623 0 K15382 GO:0016021 AT5G50800.1
PTHR10791,PTHR10791:SF22KOG1623 0 K15382 GO:0016021 AT5G50800.1
PTHR11533,PTHR11533:SF1520 3.4.11.14 K01256 GO:0006508 AT1G63770.3
PTHR11533,PTHR11533:SF1520 3.4.11.14 K01256 GO:0006508 AT1G63770.3
PTHR13832,PTHR13832:SF357KOG0698 3.1.3.16 K14497 GO:0003824,GO:0006470,GO:0004722AT4G26080.1
PTHR13832,PTHR13832:SF357KOG0698 3.1.3.16 K14497 GO:0003824,GO:0006470,GO:0004722AT4G26080.1
PTHR12555,PTHR12555:SF17KOG1816 0 K14016 GO:0006511 AT2G21270.3
PTHR12555,PTHR12555:SF17KOG1816 0 K14016 GO:0006511 AT2G21270.3
PTHR12555,PTHR12555:SF17KOG1816 0 K14016 GO:0006511 AT2G21270.3
PTHR12555,PTHR12555:SF17KOG1816 0 K14016 GO:0006511 AT2G21270.3
PTHR24089,PTHR24089:SF275KOG0749 0 K05863 0 AT5G17400.1
PTHR24089,PTHR24089:SF275KOG0749 0 K05863 0 AT5G17400.1
PTHR24089,PTHR24089:SF275KOG0749 0 K05863 0 AT5G17400.1
PTHR24089,PTHR24089:SF275KOG0749 0 K05863 0 AT5G17400.1
PTHR24089,PTHR24089:SF275KOG0749 0 K05863 0 AT5G17400.1
PTHR24089,PTHR24089:SF275KOG0749 0 K05863 0 AT5G17400.1
PTHR24089,PTHR24089:SF275KOG0749 0 K05863 0 AT5G17400.1
PTHR24089,PTHR24089:SF275KOG0749 0 K05863 0 AT5G17400.1
PTHR10359,PTHR10359:SF220 4.2.99.18 0 0 AT5G04560.2
PTHR10359,PTHR10359:SF220 4.2.99.18 0 0 AT5G04560.2
PTHR10859 KOG2978 2.4.1.83 K00721 0 AT1G20575.1
PTHR10859 KOG2978 2.4.1.83 K00721 0 AT1G20575.1
PTHR34775,PTHR34775:SF30 0 0 0 AT2G16270.1
PTHR34775,PTHR34775:SF30 0 0 0 AT2G16270.1
PTHR34775,PTHR34775:SF30 0 0 0 AT2G16270.1
PTHR34775,PTHR34775:SF30 0 0 0 AT2G16270.1
PTHR23421,PTHR23421:SF740 3.2.1.23 0 GO:0030246,GO:0005975,GO:0004553AT3G13750.1
PTHR23421,PTHR23421:SF740 3.2.1.23 0 GO:0030246,GO:0005975,GO:0004553AT3G13750.1
PTHR23421,PTHR23421:SF740 3.2.1.23 0 GO:0030246,GO:0005975,GO:0004553AT3G13750.1
PTHR23421,PTHR23421:SF740 3.2.1.23 0 GO:0030246,GO:0005975,GO:0004553AT3G13750.1
PTHR23155,PTHR23155:SF543KOG4658 0 0 GO:0043531 AT5G66900.1
PTHR23155,PTHR23155:SF543KOG4658 0 0 GO:0043531 AT5G66900.1
PTHR23155,PTHR23155:SF543KOG4658 0 0 GO:0043531 AT5G66900.1
PTHR23155,PTHR23155:SF543KOG4658 0 0 GO:0043531 AT5G66900.1
PTHR23155,PTHR23155:SF543KOG4658 0 0 GO:0043531 AT5G66900.1
PTHR23155,PTHR23155:SF543KOG4658 0 0 GO:0043531 AT5G66900.1
PTHR23155,PTHR23155:SF543KOG4658 0 0 GO:0043531 AT5G66900.1
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Do not distribute

PTHR23155,PTHR23155:SF543KOG4658 0 0 GO:0043531 AT5G66900.1
PTHR10108,PTHR10108:SF9070 2.1.1.41 0 GO:0008168 AT1G31850.2
PTHR10108,PTHR10108:SF9070 2.1.1.41 0 GO:0008168 AT1G31850.2
PTHR24012,PTHR24012:SF4030 0 0 GO:0003676 AT1G49600.1
PTHR24012,PTHR24012:SF4030 0 0 GO:0003676 AT1G49600.1
PTHR24012,PTHR24012:SF4030 0 0 GO:0003676 AT1G49600.1
PTHR24012,PTHR24012:SF4030 0 0 GO:0003676 AT1G49600.1
PTHR24012,PTHR24012:SF403KOG0148 0 0 GO:0003676 AT3G19130.1
PTHR24012,PTHR24012:SF403KOG0148 0 0 GO:0003676 AT3G19130.1
PTHR24012,PTHR24012:SF403KOG0148 0 0 GO:0003676 AT3G19130.1
PTHR24012,PTHR24012:SF403KOG0148 0 0 GO:0003676 AT3G19130.1
PTHR24012,PTHR24012:SF403KOG0148 0 0 GO:0003676 AT3G19130.1
PTHR24012,PTHR24012:SF403KOG0148 0 0 GO:0003676 AT3G19130.1
PTHR24012,PTHR24012:SF403KOG0148 0 0 GO:0003676 AT3G19130.1
PTHR24012,PTHR24012:SF403KOG0148 0 0 GO:0003676 AT3G19130.1

0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0

PTHR27004,PTHR27004:SF42KOG0472 2.7.11.1 0 GO:0005515 AT2G34930.1
PTHR27004,PTHR27004:SF42KOG0472 2.7.11.1 0 GO:0005515 AT2G34930.1
PTHR34482,PTHR34482:SF10 0 0 0 AT3G29750.1
PTHR34482,PTHR34482:SF10 0 0 0 AT3G29750.1
PTHR34482,PTHR34482:SF10 0 0 0 AT3G29750.1
PTHR34482,PTHR34482:SF10 0 0 0 AT3G29750.1
PTHR33374,PTHR33374:SF30 0 0 0 AT3G61640.1
PTHR33374,PTHR33374:SF30 0 0 0 AT3G61640.1
PTHR33374,PTHR33374:SF30 0 0 0 AT3G61640.1
PTHR33374,PTHR33374:SF30 0 0 0 AT3G61640.1
PTHR24193,PTHR24193:SF88KOG4214 0 0 0 AT2G17390.1
PTHR24193,PTHR24193:SF88KOG4214 0 0 0 AT2G17390.1
PTHR24193,PTHR24193:SF88KOG4214 0 0 0 AT2G17390.1
PTHR24193,PTHR24193:SF88KOG4214 0 0 0 AT2G17390.1
PTHR10252,PTHR10252:SF400 0 0 0 AT3G12480.1
PTHR35918,PTHR35918:SF10 0 0 GO:0005515 AT1G04390.1
PTHR30523,PTHR30523:SF80 4.1.1.31 K01595 GO:0015977,GO:0008964,GO:0006099AT2G42600.2
PTHR31973,PTHR31973:SF40 0 0 0 AT1G64260.1
PTHR17630 KOG3043 3.1.1.45 0 GO:0016787 AT2G32520.1
PTHR17630 KOG3043 3.1.1.45 0 GO:0016787 AT2G32520.1
PTHR17630 KOG3043 3.1.1.45 0 GO:0016787 AT2G32520.1
PTHR17630 KOG3043 3.1.1.45 0 GO:0016787 AT2G32520.1
PTHR17630 KOG3043 3.1.1.45 0 GO:0016787 AT2G32520.1
PTHR17630 KOG3043 3.1.1.45 0 GO:0016787 AT2G32520.1
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Do not distribute

PTHR17630 KOG3043 3.1.1.45 0 GO:0016787 AT2G32520.1
PTHR17630 KOG3043 3.1.1.45 0 GO:0016787 AT2G32520.1
PTHR10593,PTHR10593:SF410 0 0 0 AT5G22890.1
PTHR10593,PTHR10593:SF410 0 0 0 AT5G22890.1
PTHR14095,PTHR14095:SF60 0 K11583 0 AT5G28850.2
PTHR13215,PTHR13215:SF60 0 0 GO:0006355,GO:0003713,GO:0003677AT4G00980.1
PTHR13215,PTHR13215:SF60 0 0 GO:0006355,GO:0003713,GO:0003677AT4G00980.1
PTHR13215,PTHR13215:SF60 0 0 GO:0006355,GO:0003713,GO:0003677AT4G00980.1
PTHR13215,PTHR13215:SF60 0 0 GO:0006355,GO:0003713,GO:0003677AT4G00980.1
PTHR13215,PTHR13215:SF60 0 0 GO:0006355,GO:0003713,GO:0003677AT4G00980.1
PTHR13215,PTHR13215:SF60 0 0 GO:0006355,GO:0003713,GO:0003677AT4G00980.1
PTHR13215,PTHR13215:SF60 0 0 GO:0006355,GO:0003713,GO:0003677AT4G00980.1
PTHR13215,PTHR13215:SF60 0 0 GO:0006355,GO:0003713,GO:0003677AT4G00980.1
PTHR11453,PTHR11453:SF440 0 0 GO:0016021,GO:0006820,GO:0016020,GO:0005452AT3G62270.1
PTHR11453,PTHR11453:SF440 0 0 GO:0016021,GO:0006820,GO:0016020,GO:0005452AT3G62270.1
PTHR11453,PTHR11453:SF440 0 0 GO:0016021,GO:0006820,GO:0016020,GO:0005452AT3G62270.1
PTHR11453,PTHR11453:SF440 0 0 GO:0016021,GO:0006820,GO:0016020,GO:0005452AT3G62270.1
PTHR11453,PTHR11453:SF440 0 0 GO:0016021,GO:0006820,GO:0016020,GO:0005452AT3G62270.1
PTHR11453,PTHR11453:SF440 0 0 GO:0016021,GO:0006820,GO:0016020,GO:0005452AT3G62270.1
PTHR11453,PTHR11453:SF440 0 0 GO:0016021,GO:0006820,GO:0016020,GO:0005452AT3G62270.1
PTHR11453,PTHR11453:SF440 0 0 GO:0016021,GO:0006820,GO:0016020,GO:0005452AT3G62270.1
PTHR33670,PTHR33670:SF10 0 0 0 AT3G21570.1
PTHR11802,PTHR11802:SF29KOG1282 0 K16296 GO:0006508,GO:0004185AT5G09640.1
PTHR11802,PTHR11802:SF29KOG1282 0 K16296 GO:0006508,GO:0004185AT5G09640.1
PTHR11802,PTHR11802:SF29KOG1282 0 K16296 GO:0006508,GO:0004185AT5G09640.1
PTHR11802,PTHR11802:SF29KOG1282 0 K16296 GO:0006508,GO:0004185AT5G09640.1
PTHR13063,PTHR13063:SF10KOG3039 0 K13125 GO:0050999 AT1G61620.1
PTHR13063,PTHR13063:SF10KOG3039 0 K13125 GO:0050999 AT1G61620.1
PTHR11757,PTHR11757:SF100 3.4.21.83 K01354 GO:0008236,GO:0006508,GO:0070008,GO:0004252AT1G50380.1
PTHR11757,PTHR11757:SF100 3.4.21.83 K01354 GO:0008236,GO:0006508,GO:0070008,GO:0004252AT1G50380.1
PTHR11757,PTHR11757:SF100 3.4.21.83 K01354 GO:0008236,GO:0006508,GO:0070008,GO:0004252AT1G50380.1
PTHR11757,PTHR11757:SF100 3.4.21.83 K01354 GO:0008236,GO:0006508,GO:0070008,GO:0004252AT1G50380.1
PTHR31072,PTHR31072:SF70 0 0 0 AT5G23280.1
PTHR31072,PTHR31072:SF70 0 0 0 AT5G23280.1
PTHR15362,PTHR15362:SF60 2.7.8.8 K08730 GO:0006659 AT1G15110.1
PTHR27002 KOG1187 2.7.10.2 0 GO:0006468,GO:0004672AT4G05200.1
PTHR27002 KOG1187 2.7.10.2 0 GO:0006468,GO:0004672AT4G05200.1
PTHR27002 KOG1187 2.7.10.2 0 GO:0006468,GO:0004672AT4G05200.1
PTHR27002 KOG1187 2.7.10.2 0 GO:0006468,GO:0004672AT4G05200.1
PTHR10638,PTHR10638:SF400 0 K00276 GO:0055114,GO:0048038,GO:0009308,GO:0008131,GO:0005507AT4G14940.1
PTHR10638,PTHR10638:SF400 0 K00276 GO:0055114,GO:0048038,GO:0009308,GO:0008131,GO:0005507AT4G14940.1
PTHR10638,PTHR10638:SF400 0 K00276 GO:0055114,GO:0048038,GO:0009308,GO:0008131,GO:0005507AT4G14940.1
PTHR10638,PTHR10638:SF400 0 K00276 GO:0055114,GO:0048038,GO:0009308,GO:0008131,GO:0005507AT4G14940.1
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Do not distribute

PTHR33059,PTHR33059:SF260 0 0 0 AT3G22550.1
PTHR33059,PTHR33059:SF260 0 0 0 AT3G22550.1
PTHR33059,PTHR33059:SF260 0 0 0 AT3G22550.1
PTHR33059,PTHR33059:SF260 0 0 0 AT3G22550.1
PTHR33059,PTHR33059:SF260 0 0 0 AT3G22550.1
PTHR33059,PTHR33059:SF260 0 0 0 AT3G22550.1
PTHR33059,PTHR33059:SF260 0 0 0 AT3G22550.1
PTHR33059,PTHR33059:SF260 0 0 0 AT3G22550.1
PTHR23024,PTHR23024:SF219KOG1515 3.1.1.1 0 0 AT5G62180.1
PTHR23024,PTHR23024:SF219KOG1515 3.1.1.1 0 0 AT5G62180.1
PTHR23024,PTHR23024:SF219KOG1515 3.1.1.1 0 0 AT5G62180.1
PTHR23024,PTHR23024:SF219KOG1515 3.1.1.1 0 0 AT5G62180.1
PTHR23024,PTHR23024:SF219KOG1515 3.1.1.1 0 0 AT5G62180.1
PTHR11972,PTHR11972:SF79KOG0039 1.16.1.7 0 GO:0055114,GO:0016491AT1G01580.1
PTHR11972,PTHR11972:SF79KOG0039 1.16.1.7 0 GO:0055114,GO:0016491AT1G01580.1
PTHR11972,PTHR11972:SF79KOG0039 1.16.1.7 0 GO:0055114,GO:0016491AT1G01580.1
PTHR11972,PTHR11972:SF79KOG0039 1.16.1.7 0 GO:0055114,GO:0016491AT1G01580.1
PTHR35732,PTHR35732:SF10 0 0 0 AT3G10405.1
PTHR35732,PTHR35732:SF10 0 0 0 AT3G10405.1
PTHR35732,PTHR35732:SF10 0 0 0 AT3G10405.1
PTHR35732,PTHR35732:SF10 0 0 0 AT3G10405.1
PTHR11260,PTHR11260:SF201KOG0867 2.5.1.18 K00799 GO:0005515 AT1G02920.1
PTHR11260,PTHR11260:SF201KOG0867 2.5.1.18 K00799 GO:0005515 AT1G02920.1
PTHR11260,PTHR11260:SF201KOG0867 2.5.1.18 K00799 GO:0005515 AT1G02920.1
PTHR11260,PTHR11260:SF201KOG0867 2.5.1.18 K00799 GO:0005515 AT1G02920.1
PTHR37764,PTHR37764:SF10 0 0 0 AT5G27390.1
PTHR37764,PTHR37764:SF10 0 0 0 AT5G27390.1
PTHR37764,PTHR37764:SF10 0 0 0 AT5G27390.1
PTHR37764,PTHR37764:SF10 0 0 0 AT5G27390.1
PTHR33592 0 0 0 0 AT2G31345.1
PTHR33592 0 0 0 0 AT2G31345.1
PTHR27001,PTHR27001:SF82KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.1
PTHR27001,PTHR27001:SF82KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.1
PTHR27001,PTHR27001:SF82KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.1
PTHR27001,PTHR27001:SF82KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.1
PTHR27001,PTHR27001:SF82KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.1
PTHR27001,PTHR27001:SF82KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.1
PTHR27001,PTHR27001:SF82KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.1
PTHR27001,PTHR27001:SF82KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.1
PTHR31707,PTHR31707:SF30 3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT3G05610.1

0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
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Do not distribute

0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0

PTHR35313,PTHR35313:SF10 0 0 0 AT5G13390.1
PTHR35313,PTHR35313:SF10 0 0 0 AT5G13390.1
PTHR35313,PTHR35313:SF10 0 0 0 AT5G13390.1
PTHR35313,PTHR35313:SF10 0 0 0 AT5G13390.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR32059,PTHR32059:SF00 0 0 0 AT5G16210.1
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1
PTHR13068,PTHR13068:SF190 0 K15032 GO:0006355,GO:0005739,GO:0003690AT3G18870.1
PTHR35410,PTHR35410:SF20 0 0 0 0
PTHR35410,PTHR35410:SF20 0 0 0 0
PTHR35410,PTHR35410:SF20 0 0 0 0
PTHR35410,PTHR35410:SF20 0 0 0 0
PTHR33463,PTHR33463:SF3KOG1947 0 0 0 AT1G61300.1
PTHR33463,PTHR33463:SF3KOG1947 0 0 0 AT1G61300.1
PTHR33463,PTHR33463:SF3KOG1947 0 0 0 AT1G61300.1
PTHR33463,PTHR33463:SF3KOG1947 0 0 0 AT1G61300.1
PTHR27000,PTHR27000:SF153KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1
PTHR27000,PTHR27000:SF153KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1
PTHR27000,PTHR27000:SF153KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1
PTHR27000,PTHR27000:SF153KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1
PTHR27000,PTHR27000:SF153KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1
PTHR27000,PTHR27000:SF153KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR13683,PTHR13683:SF347KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT5G02190.1
PTHR13683,PTHR13683:SF347KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT5G02190.1

0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0

PTHR13078 0 4.2.1.119 0 0 AT5G60335.1
PTHR13078 0 4.2.1.119 0 0 AT5G60335.1
PTHR13078 0 4.2.1.119 0 0 AT5G60335.1
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Do not distribute

PTHR13078 0 4.2.1.119 0 0 AT5G60335.1
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0

PTHR22950,PTHR22950:SF48KOG1303 0 0 0 AT2G39890.1
PTHR22950,PTHR22950:SF48KOG1303 0 0 0 AT2G39890.1
PTHR22950,PTHR22950:SF48KOG1303 0 0 0 AT2G39890.1
PTHR22950,PTHR22950:SF48KOG1303 0 0 0 AT2G39890.1
PTHR24012,PTHR24012:SF433KOG4205 0 K14411 GO:0003676 AT3G07810.1
PTHR24012,PTHR24012:SF433KOG4205 0 K14411 GO:0003676 AT3G07810.1
PTHR24012,PTHR24012:SF433KOG4205 0 K14411 GO:0003676 AT3G07810.1
PTHR23289,PTHR23289:SF20 0 K02259 GO:0055114,GO:0016627,GO:0016021,GO:0006784AT5G56090.1
PTHR23289,PTHR23289:SF20 0 K02259 GO:0055114,GO:0016627,GO:0016021,GO:0006784AT5G56090.1
PTHR10641,PTHR10641:SF599KOG0048 0 0 0 AT4G32730.2
PTHR10972,PTHR10972:SF670 0 0 0 AT4G08180.2
PTHR10972,PTHR10972:SF670 0 0 0 AT4G08180.2
PTHR10972,PTHR10972:SF670 0 0 0 AT4G08180.2
PTHR10972,PTHR10972:SF670 0 0 0 AT4G08180.2
PTHR13902 KOG0198 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G48260.1
PTHR13902 KOG0198 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G48260.1
PTHR13902 KOG0198 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G48260.1
PTHR13902 KOG0198 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G48260.1
PTHR23421,PTHR23421:SF740 3.2.1.23 0 GO:0005975,GO:0004553AT4G26140.1
PTHR23421,PTHR23421:SF740 3.2.1.23 0 GO:0005975,GO:0004553AT4G26140.1
PTHR11746,PTHR11746:SF103KOG3178 2.1.1.68 K13066 GO:0046983,GO:0008171AT5G54160.1
PTHR11746,PTHR11746:SF103KOG3178 2.1.1.68 K13066 GO:0046983,GO:0008171AT5G54160.1
PTHR11746,PTHR11746:SF103KOG3178 2.1.1.68 K13066 GO:0046983,GO:0008171AT5G54160.1
PTHR11746,PTHR11746:SF103KOG3178 2.1.1.68 K13066 GO:0046983,GO:0008171AT5G54160.1
PTHR32387,PTHR32387:SF30 0 K17592 0 AT3G48770.1
PTHR32387,PTHR32387:SF30 0 K17592 0 AT3G48770.1
PTHR32387,PTHR32387:SF30 0 K17592 0 AT3G48770.1
PTHR32387,PTHR32387:SF30 0 K17592 0 AT3G48770.1
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
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Do not distribute

PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR23253,PTHR23253:SF26KOG0401 0 0 GO:0005515,GO:0003723AT3G60240.4
PTHR12565,PTHR12565:SF1730 0 0 GO:0046983 AT4G00050.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1
PTHR24093,PTHR24093:SF3400 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT3G57330.1
PTHR24093,PTHR24093:SF3400 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT3G57330.1
PTHR24093,PTHR24093:SF3400 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT3G57330.1
PTHR24093,PTHR24093:SF3400 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT3G57330.1
PTHR11139,PTHR11139:SF710 2.7.11.1 K08873 GO:0005515,GO:0016773AT1G50030.1
PTHR11139,PTHR11139:SF710 2.7.11.1 K08873 GO:0005515,GO:0016773AT1G50030.1
PTHR11139,PTHR11139:SF710 2.7.11.1 K08873 GO:0005515,GO:0016773AT1G50030.1
PTHR11139,PTHR11139:SF710 2.7.11.1 K08873 GO:0005515,GO:0016773AT1G50030.1
PTHR14194,PTHR14194:SF38KOG1203 0 0 0 AT3G46780.1
PTHR14194,PTHR14194:SF38KOG1203 0 0 0 AT3G46780.1
PTHR31232 0 0 0 0 AT1G04645.1
PTHR31232 0 0 0 0 AT4G16195.1

0 0 0 0 0 AT3G06985.1
0 0 0 0 0 AT3G06985.1

PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
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Do not distribute

PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1
PTHR10188,PTHR10188:SF8KOG1592 3.4.19.5,3.5.1.1 0 GO:0016787 AT4G00590.1

0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0

PTHR23076,PTHR23076:SF58KOG0737 0 0 GO:0006508,GO:0005524,GO:0004222AT3G04340.1
PTHR23076,PTHR23076:SF58KOG0737 0 0 GO:0006508,GO:0005524,GO:0004222AT3G04340.1
PTHR23076,PTHR23076:SF58KOG0737 0 0 GO:0006508,GO:0005524,GO:0004222AT3G04340.1
PTHR23076,PTHR23076:SF58KOG0737 0 0 GO:0006508,GO:0005524,GO:0004222AT3G04340.1
PTHR23076,PTHR23076:SF58KOG0737 0 0 GO:0006508,GO:0005524,GO:0004222AT3G04340.1
PTHR23076,PTHR23076:SF58KOG0737 0 0 GO:0006508,GO:0005524,GO:0004222AT3G04340.1
PTHR23076,PTHR23076:SF58KOG0737 0 0 GO:0006508,GO:0005524,GO:0004222AT3G04340.1
PTHR23076,PTHR23076:SF58KOG0737 0 0 GO:0006508,GO:0005524,GO:0004222AT3G04340.1
PTHR14089,PTHR14089:SF60 0 K12872 GO:0003676 AT1G07360.1
PTHR14089,PTHR14089:SF60 0 K12872 GO:0003676 AT1G07360.1
PTHR14089,PTHR14089:SF60 0 K12872 GO:0003676 AT1G07360.1
PTHR11709,PTHR11709:SF780 1.10.3.2 K05909 GO:0055114,GO:0016491,GO:0005507AT2G29130.1
PTHR11695,PTHR11695:SF5640 1.1.1.54,1.3.1.74,1.3.1.1020 GO:0055114,GO:0016491,GO:0008270AT1G65560.1
PTHR11695,PTHR11695:SF5640 1.1.1.54,1.3.1.74,1.3.1.1020 GO:0055114,GO:0016491,GO:0008270AT1G65560.1
PTHR32176 KOG0513 0 0 GO:0006629 AT2G26560.1
PTHR32176 KOG0513 0 0 GO:0006629 AT2G26560.1
PTHR31471,PTHR31471:SF130 0 0 0 AT1G45207.2
PTHR31471,PTHR31471:SF130 0 0 0 AT1G45207.2
PTHR31471,PTHR31471:SF130 0 0 0 AT1G45207.2
PTHR31471,PTHR31471:SF130 0 0 0 AT1G45207.2
PTHR31953,PTHR31953:SF140 3.2.1.153,3.2.1.26,3.2.1.80K01193 0 AT3G13790.1
PTHR22166,PTHR22166:SF12KOG2846 0 0 0 AT4G31080.1
PTHR22166,PTHR22166:SF12KOG2846 0 0 0 AT4G31080.1
PTHR10457,PTHR10457:SF12KOG0631 2.7.1.46 K12446 GO:0005524 AT4G16130.1
PTHR10457,PTHR10457:SF12KOG0631 2.7.1.46 K12446 GO:0005524 AT4G16130.1
PTHR24095,PTHR24095:SF1780 6.2.1.1 K01895 GO:0008152,GO:0003824AT5G36880.2
PTHR24095,PTHR24095:SF1780 6.2.1.1 K01895 GO:0008152,GO:0003824AT5G36880.2
PTHR23326,PTHR23326:SF1KOG2150 0 K12580 GO:0006355,GO:0005634AT5G18230.1
PTHR23326,PTHR23326:SF1KOG2150 0 K12580 GO:0006355,GO:0005634AT5G18230.1
PTHR23326,PTHR23326:SF1KOG2150 0 K12580 GO:0006355,GO:0005634AT5G18230.1
PTHR23326,PTHR23326:SF1KOG2150 0 K12580 GO:0006355,GO:0005634AT5G18230.1
PTHR12196 KOG2316 6.3.1.14 K06927 0 AT3G04480.1
PTHR12196 KOG2316 6.3.1.14 K06927 0 AT3G04480.1
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Do not distribute

PTHR22762,PTHR22762:SF910 3.2.1.20 0 GO:0005975,GO:0004553AT5G63840.1
PTHR22762,PTHR22762:SF910 3.2.1.20 0 GO:0005975,GO:0004553AT5G63840.1
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0043531 AT3G14470.1
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0043531 AT3G14470.1
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0043531 AT3G14470.1
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0043531 AT3G14470.1
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0043531 AT3G14470.1
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0043531 AT3G14470.1
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0043531 AT3G14470.1
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0043531 AT3G14470.1
PTHR31529,PTHR31529:SF100 0 0 0 AT2G42430.1
PTHR31314,PTHR31314:SF210 0 0 0 AT4G28610.1
PTHR31314,PTHR31314:SF210 0 0 0 AT4G28610.1
PTHR31314,PTHR31314:SF210 0 0 0 AT4G28610.1
PTHR31314,PTHR31314:SF210 0 0 0 AT4G28610.1
PTHR31314,PTHR31314:SF210 0 0 0 AT4G28610.1
PTHR31314,PTHR31314:SF210 0 0 0 AT4G28610.1
PTHR31314,PTHR31314:SF210 0 0 0 AT4G28610.1
PTHR31314,PTHR31314:SF210 0 0 0 AT4G28610.1
PTHR31268,PTHR31268:SF80 2.4.1.67 K06611 0 AT4G01970.1
PTHR31268,PTHR31268:SF80 2.4.1.67 K06611 0 AT4G01970.1
PTHR23115,PTHR23115:SF1840 3.6.5.3 K02519 GO:0005525 AT4G11160.1
PTHR23115,PTHR23115:SF1840 3.6.5.3 K02519 GO:0005525 AT4G11160.1
PTHR23115,PTHR23115:SF1840 3.6.5.3 K02519 GO:0005525 AT4G11160.1
PTHR23115,PTHR23115:SF1840 3.6.5.3 K02519 GO:0005525 AT4G11160.1
PTHR23083,PTHR23083:SF4430 0 0 0 AT4G37460.1
PTHR23083,PTHR23083:SF4430 0 0 0 AT4G37460.1
PTHR23083,PTHR23083:SF4430 0 0 0 AT4G37460.1
PTHR23083,PTHR23083:SF4430 0 0 0 AT4G37460.1
PTHR24015,PTHR24015:SF6700 0 0 0 AT3G22690.2
PTHR24015,PTHR24015:SF6700 0 0 0 AT3G22690.2
PTHR24015,PTHR24015:SF6700 0 0 0 AT3G22690.2
PTHR24015,PTHR24015:SF6700 0 0 0 AT3G22690.2
PTHR26374,PTHR26374:SF1850 0 0 0 AT3G60580.1
PTHR26374,PTHR26374:SF1850 0 0 0 AT3G60580.1
PTHR31867,PTHR31867:SF20 0 0 0 AT1G12560.1
PTHR31867,PTHR31867:SF20 0 0 0 AT1G12560.1
PTHR31867,PTHR31867:SF20 0 0 0 AT1G12560.1
PTHR31867,PTHR31867:SF20 0 0 0 AT1G12560.1
PTHR10366,PTHR10366:SF4050 1.1.1.133 K12451 0 AT1G63000.1
PTHR22835,PTHR22835:SF1770 3.1.1.3 0 GO:0016788 AT1G29670.1
PTHR22835,PTHR22835:SF1770 3.1.1.3 0 GO:0016788 AT1G29670.1
PTHR22835,PTHR22835:SF1770 3.1.1.3 0 GO:0016788 AT1G29670.1
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Do not distribute

PTHR22835,PTHR22835:SF1770 3.1.1.3 0 GO:0016788 AT1G29670.1
PTHR22870,PTHR22870:SF240 0 0 0 AT3G26100.2
PTHR22870,PTHR22870:SF240 0 0 0 AT3G26100.2
PTHR23315,PTHR23315:SF660 0 0 GO:0005515 AT2G22125.1
PTHR11514,PTHR11514:SF370 0 0 GO:0046983 AT5G41315.1
PTHR11514,PTHR11514:SF370 0 0 GO:0046983 AT5G41315.1
PTHR23315,PTHR23315:SF900 0 0 GO:0043248 AT1G23180.1
PTHR23315,PTHR23315:SF900 0 0 GO:0043248 AT1G23180.1
PTHR22762,PTHR22762:SF560 3.2.1.177,3.2.1.55,3.2.1.37K15925 GO:0005975,GO:0004553AT1G68560.1
PTHR22762,PTHR22762:SF560 3.2.1.177,3.2.1.55,3.2.1.37K15925 GO:0005975,GO:0004553AT1G68560.1
PTHR22762,PTHR22762:SF560 3.2.1.177,3.2.1.55,3.2.1.37K15925 GO:0005975,GO:0004553AT1G68560.1
PTHR22762,PTHR22762:SF560 3.2.1.177,3.2.1.55,3.2.1.37K15925 GO:0005975,GO:0004553AT1G68560.1
PTHR31642,PTHR31642:SF220 2.3.1.99 0 GO:0016747 AT4G13840.1
PTHR31642,PTHR31642:SF220 2.3.1.99 0 GO:0016747 AT4G13840.1
PTHR31642,PTHR31642:SF220 2.3.1.99 0 GO:0016747 AT4G13840.1
PTHR31642,PTHR31642:SF220 2.3.1.99 0 GO:0016747 AT4G13840.1
PTHR10774,PTHR10774:SF90KOG1032 0 0 GO:0005515 AT1G03370.1
PTHR10774,PTHR10774:SF90KOG1032 0 0 GO:0005515 AT1G03370.1
PTHR24089,PTHR24089:SF389KOG0752 0 K15108 0 AT5G48970.1
PTHR24089,PTHR24089:SF389KOG0752 0 K15108 0 AT5G48970.1
PTHR24089,PTHR24089:SF389KOG0752 0 K15108 0 AT5G48970.1
PTHR24089,PTHR24089:SF389KOG0752 0 K15108 0 AT5G48970.1
PTHR16166,PTHR16166:SF93KOG1809 0 0 0 AT1G48090.1
PTHR16166,PTHR16166:SF93KOG1809 0 0 0 AT1G48090.1
PTHR16166,PTHR16166:SF93KOG1809 0 0 0 AT1G48090.1
PTHR11062,PTHR11062:SF61KOG1021 2.4.2.41 K18789 0 AT5G33290.1
PTHR11929,PTHR11929:SF1480 0 0 GO:0016020,GO:0008417,GO:0006486AT3G19280.1
PTHR13131,PTHR13131:SF5KOG2913 0 K12386 0 AT5G40670.1
PTHR15184,PTHR15184:SF430 3.6.3.14 K02112 GO:0046034,GO:0015992,GO:0033178,GO:0016820,GO:0015991,GO:0005524ATCG00480.1
PTHR15184,PTHR15184:SF430 3.6.3.14 K02112 GO:0046034,GO:0015992,GO:0033178,GO:0016820,GO:0015991,GO:0005524ATCG00480.1
PTHR15184,PTHR15184:SF430 3.6.3.14 K02112 GO:0046034,GO:0015992,GO:0033178,GO:0016820,GO:0015991,GO:0005524ATCG00480.1
PTHR15184,PTHR15184:SF430 3.6.3.14 K02112 GO:0046034,GO:0015992,GO:0033178,GO:0016820,GO:0015991,GO:0005524ATCG00480.1
PTHR14445,PTHR14445:SF390 0 0 GO:0005515,GO:0003677AT5G08430.1
PTHR14445,PTHR14445:SF390 0 0 GO:0005515,GO:0003677AT5G08430.1
PTHR14445,PTHR14445:SF390 0 0 GO:0005515,GO:0003677AT5G08430.1
PTHR14445,PTHR14445:SF390 0 0 GO:0005515,GO:0003677AT5G08430.1
PTHR10438,PTHR10438:SF227KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT4G29670.1
PTHR10438,PTHR10438:SF227KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT4G29670.1
PTHR35918,PTHR35918:SF10 0 0 GO:0005515 AT1G04390.1
PTHR35918,PTHR35918:SF10 0 0 GO:0005515 AT1G04390.1
PTHR27002,PTHR27002:SF101KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G21380.1
PTHR22749,PTHR22749:SF4KOG2914 2.7.1.26 0 0 AT4G21470.1
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
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PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR31072,PTHR31072:SF30 0 0 0 AT3G15030.2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2
PTHR10593,PTHR10593:SF410 0 0 0 AT5G22890.1
PTHR10593,PTHR10593:SF410 0 0 0 AT5G22890.1
PTHR10593,PTHR10593:SF410 0 0 0 AT5G22890.1
PTHR10593,PTHR10593:SF410 0 0 0 AT5G22890.1
PTHR10285,PTHR10285:SF78KOG2878 2.7.1.31 K15918 0 AT1G80380.2
PTHR10285,PTHR10285:SF78KOG2878 2.7.1.31 K15918 0 AT1G80380.2
PTHR10285,PTHR10285:SF78KOG2878 2.7.1.31 K15918 0 AT1G80380.2
PTHR10285,PTHR10285:SF78KOG2878 2.7.1.31 K15918 0 AT1G80380.2

0 0 0 0 0 AT1G12064.1
0 0 0 0 0 AT1G12064.1
0 0 0 0 0 AT1G12064.1
0 0 0 0 0 AT1G12064.1

PTHR11802,PTHR11802:SF29KOG1282 0 K16296 GO:0006508,GO:0004185AT1G73300.1
PTHR11802,PTHR11802:SF29KOG1282 0 K16296 GO:0006508,GO:0004185AT1G73300.1
PTHR22897 KOG1731 1.8.3.2 K10758 GO:0045454,GO:0055114,GO:0016972AT1G15020.2
PTHR22897 KOG1731 1.8.3.2 K10758 GO:0045454,GO:0055114,GO:0016972AT1G15020.2
PTHR22897 KOG1731 1.8.3.2 K10758 GO:0045454,GO:0055114,GO:0016972AT1G15020.2
PTHR22897 KOG1731 1.8.3.2 K10758 GO:0045454,GO:0055114,GO:0016972AT1G15020.2
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
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PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR24015,PTHR24015:SF3610 0 0 0 AT1G55630.1
PTHR35732,PTHR35732:SF10 0 0 0 AT3G10405.1
PTHR15856,PTHR15856:SF29KOG1844 0 0 GO:0005515 AT1G33420.1
PTHR15856,PTHR15856:SF29KOG1844 0 0 GO:0005515 AT1G33420.1
PTHR15856,PTHR15856:SF29KOG1844 0 0 GO:0005515 AT1G33420.1
PTHR15856,PTHR15856:SF29KOG1844 0 0 GO:0005515 AT1G33420.1
PTHR23257,PTHR23257:SF335KOG0192 2.7.11.1 0 GO:0006468,GO:0004672AT1G08720.1
PTHR23257,PTHR23257:SF335KOG0192 2.7.11.1 0 GO:0006468,GO:0004672AT1G08720.1
PTHR23315,PTHR23315:SF1190 6.3.2.19 0 GO:0016567,GO:0004842,GO:0005515AT3G54790.1
PTHR31707,PTHR31707:SF30 3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT3G05610.1
PTHR31707,PTHR31707:SF30 3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT3G05610.1
PTHR31707,PTHR31707:SF30 3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT3G05610.1
PTHR31707,PTHR31707:SF30 3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT3G05610.1
PTHR31707,PTHR31707:SF30 3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT3G05610.1
PTHR31707,PTHR31707:SF30 3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT3G05610.1
PTHR13561,PTHR13561:SF50 0 K10728 GO:0005515 AT4G02110.1
PTHR13561,PTHR13561:SF50 0 K10728 GO:0005515 AT4G02110.1
PTHR13561,PTHR13561:SF50 0 K10728 GO:0005515 AT4G02110.1
PTHR13561,PTHR13561:SF50 0 K10728 GO:0005515 AT4G02110.1
PTHR22912,PTHR22912:SF480 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1
PTHR27004,PTHR27004:SF3KOG0472 0 0 GO:0005515 AT1G47890.1
PTHR27004,PTHR27004:SF3KOG0472 0 0 GO:0005515 AT1G47890.1
PTHR10641,PTHR10641:SF622KOG0048 0 K09422 0 AT3G61250.1
PTHR10641,PTHR10641:SF622KOG0048 0 K09422 0 AT3G61250.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01150.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01150.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01150.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01150.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
PTHR33103,PTHR33103:SF40 0 0 0 AT5G01120.1
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PTHR22847,PTHR22847:SF473KOG0266 0 0 GO:0005515 AT2G32700.6
PTHR22847,PTHR22847:SF473KOG0266 0 0 GO:0005515 AT2G32700.6
PTHR22847,PTHR22847:SF473KOG0266 0 0 GO:0005515 AT2G32700.6
PTHR22847,PTHR22847:SF473KOG0266 0 0 GO:0005515 AT2G32700.6
PTHR10795,PTHR10795:SF3480 3.4.21.25 0 GO:0006508,GO:0004252AT5G59100.1
PTHR13301,PTHR13301:SF540 2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT1G55850.1
PTHR13301,PTHR13301:SF540 2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT1G55850.1
PTHR11705,PTHR11705:SF81KOG2650 3.4.17.1 0 GO:0008270,GO:0006508,GO:0004181AT5G42320.1
PTHR11705,PTHR11705:SF81KOG2650 3.4.17.1 0 GO:0008270,GO:0006508,GO:0004181AT5G42320.1
PTHR12791,PTHR12791:SF320 0 K08505 0 AT4G14600.1
PTHR13878,PTHR13878:SF60KOG1231 1.5.99.12 0 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT1G75450.1
PTHR13878,PTHR13878:SF60KOG1231 1.5.99.12 0 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT1G75450.1
PTHR13878,PTHR13878:SF60KOG1231 1.5.99.12 0 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT1G75450.1
PTHR13878,PTHR13878:SF60KOG1231 1.5.99.12 0 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT1G75450.1
PTHR13878,PTHR13878:SF60KOG1231 1.5.99.12 0 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT1G75450.1
PTHR13878,PTHR13878:SF60KOG1231 1.5.99.12 0 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT1G75450.1
PTHR13878,PTHR13878:SF60KOG1231 1.5.99.12 0 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT1G75450.1
PTHR13878,PTHR13878:SF60KOG1231 1.5.99.12 0 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT1G75450.1
PTHR23500,PTHR23500:SF96KOG0254 0 0 GO:0055085,GO:0016021AT4G35300.1
PTHR23500,PTHR23500:SF96KOG0254 0 0 GO:0055085,GO:0016021AT4G35300.1
PTHR33880,PTHR33880:SF50 0 0 0 AT4G14100.1
PTHR33880,PTHR33880:SF50 0 0 0 AT4G14100.1
PTHR33880,PTHR33880:SF50 0 0 0 AT4G14100.1
PTHR33880,PTHR33880:SF50 0 0 0 AT4G14100.1
PTHR31673,PTHR31673:SF30 0 0 GO:0031225,GO:0016049,GO:0010215AT5G60920.1
PTHR23421,PTHR23421:SF740 3.2.1.23 0 GO:0005975,GO:0004553AT4G26140.1
PTHR23421,PTHR23421:SF740 3.2.1.23 0 GO:0005975,GO:0004553AT4G26140.1
PTHR23421,PTHR23421:SF740 3.2.1.23 0 GO:0005975,GO:0004553AT4G26140.1
PTHR23421,PTHR23421:SF740 3.2.1.23 0 GO:0005975,GO:0004553AT4G26140.1
PTHR15371,PTHR15371:SF10 0 0 0 AT4G16160.1
PTHR15371,PTHR15371:SF10 0 0 0 AT4G16160.1
PTHR15371,PTHR15371:SF10 0 0 0 AT4G16160.1
PTHR15371,PTHR15371:SF10 0 0 0 AT4G16160.1

0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0

PTHR11017,PTHR11017:SF1630 0 0 GO:0007165,GO:0005515,GO:0043531AT5G36930.2
PTHR11017,PTHR11017:SF1630 0 0 GO:0007165,GO:0005515,GO:0043531AT5G36930.2
PTHR11017,PTHR11017:SF1630 0 0 GO:0007165,GO:0005515,GO:0043531AT5G36930.2
PTHR11017,PTHR11017:SF1630 0 0 GO:0007165,GO:0005515,GO:0043531AT5G36930.2
PTHR13902,PTHR13902:SF680 2.7.11.1 K08867 GO:0006468,GO:0005524,GO:0004672AT3G51630.1
PTHR13902,PTHR13902:SF680 2.7.11.1 K08867 GO:0006468,GO:0005524,GO:0004672AT3G51630.1
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PTHR13902,PTHR13902:SF680 2.7.11.1 K08867 GO:0006468,GO:0005524,GO:0004672AT3G51630.1
PTHR13902,PTHR13902:SF680 2.7.11.1 K08867 GO:0006468,GO:0005524,GO:0004672AT3G51630.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR13299,PTHR13299:SF0KOG4546 0 0 0 AT2G45690.1
PTHR30573,PTHR30573:SF30 2.5.1.72 0 0 AT5G50210.1
PTHR30573,PTHR30573:SF30 2.5.1.72 0 0 AT5G50210.1
PTHR30573,PTHR30573:SF30 2.5.1.72 0 0 AT5G50210.1
PTHR30573,PTHR30573:SF30 2.5.1.72 0 0 AT5G50210.1
PTHR11200,PTHR11200:SF1360 0 0 GO:0042578 AT1G22620.1
PTHR11200,PTHR11200:SF1360 0 0 GO:0042578 AT1G22620.1
PTHR11200,PTHR11200:SF1360 0 0 GO:0042578 AT1G22620.1
PTHR11200,PTHR11200:SF1360 0 0 GO:0042578 AT1G22620.1
PTHR11200,PTHR11200:SF1360 0 0 GO:0042578 AT1G22620.1
PTHR11200,PTHR11200:SF1360 0 0 GO:0042578 AT1G22620.1
PTHR11200,PTHR11200:SF1360 0 0 GO:0042578 AT1G22620.1
PTHR11200,PTHR11200:SF1360 0 0 GO:0042578 AT1G22620.1
PTHR15852,PTHR15852:SF240 5.3.4.1 0 0 AT5G61670.1
PTHR33624,PTHR33624:SF50 0 0 0 AT3G56710.1
PTHR33624,PTHR33624:SF50 0 0 0 AT3G56710.1
PTHR33624,PTHR33624:SF50 0 0 0 AT3G56710.1
PTHR33624,PTHR33624:SF50 0 0 0 AT3G56710.1
PTHR10774,PTHR10774:SF900 0 0 GO:0005515 AT1G03370.1
PTHR10774,PTHR10774:SF900 0 0 GO:0005515 AT1G03370.1
PTHR14089,PTHR14089:SF60 0 K12872 GO:0003676 AT1G07360.1
PTHR14089,PTHR14089:SF60 0 K12872 GO:0003676 AT1G07360.1
PTHR24089,PTHR24089:SF316KOG0749 0 0 0 AT5G13490.1
PTHR24089,PTHR24089:SF316KOG0749 0 0 0 AT5G13490.1
PTHR24089,PTHR24089:SF316KOG0749 0 0 0 AT5G13490.1
PTHR24089,PTHR24089:SF316KOG0749 0 0 0 AT5G13490.1
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arabi-symbol arabi-defline ID
ATEME1B,EME1B essential meiotic endonuclease 1B Phvul.002G267400
ATEME1B,EME1B essential meiotic endonuclease 1B Phvul.002G267400

0 Plant protein of unknown function (DUF936) Phvul.002G071800
0 Plant protein of unknown function (DUF936) Phvul.002G071800
0 Plant protein of unknown function (DUF936) Phvul.002G071800
0 Plant protein of unknown function (DUF936) Phvul.002G071800

EX1 Protein of unknown function (DUF3506) Phvul.006G201700
0 Leucine carboxyl methyltransferase Phvul.009G057800
0 Leucine carboxyl methyltransferase Phvul.009G057800
0 Endomembrane protein 70 protein family Phvul.009G086800
0 ARM repeat superfamily protein Phvul.010G116400
0 ARM repeat superfamily protein Phvul.010G116400
0 ARM repeat superfamily protein Phvul.010G116400
0 ARM repeat superfamily protein Phvul.010G116400

ATXDH1,XDH1 xanthine dehydrogenase 1 Phvul.L009543
ATXDH1,XDH1 xanthine dehydrogenase 1 Phvul.L009543
ATXDH1,XDH1 xanthine dehydrogenase 1 Phvul.L009543
ATXDH1,XDH1 xanthine dehydrogenase 1 Phvul.L009543
ATBZIP9,BZIP9,BZO2H2 basic leucine zipper 9 Phvul.001G077200
ATBZIP9,BZIP9,BZO2H2 basic leucine zipper 9 Phvul.001G077200
ATBZIP9,BZIP9,BZO2H2 basic leucine zipper 9 Phvul.001G077200
ATBZIP9,BZIP9,BZO2H2 basic leucine zipper 9 Phvul.001G077200
AtGolS1,GolS1 galactinol synthase 1 Phvul.001G215300
AtGolS1,GolS1 galactinol synthase 1 Phvul.001G215300
AtGolS1,GolS1 galactinol synthase 1 Phvul.001G215300
AtGolS1,GolS1 galactinol synthase 1 Phvul.001G215300
ATEME1B,EME1B essential meiotic endonuclease 1B Phvul.002G267400
ATEME1B,EME1B essential meiotic endonuclease 1B Phvul.002G267400
ATEME1B,EME1B essential meiotic endonuclease 1B Phvul.002G267400
ATEME1B,EME1B essential meiotic endonuclease 1B Phvul.002G267400
GUT1 Exostosin family protein Phvul.002G281100
GUT1 Exostosin family protein Phvul.002G281100
GUT1 Exostosin family protein Phvul.002G281100
GUT1 Exostosin family protein Phvul.002G281100

0 disease resistance family protein / LRR family proteinPhvul.004G044900
0 0 Phvul.006G158900
0 LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G071966
0 LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G071966
0 LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G071966
0 LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G071966
0 Protein of unknown function (DUF674) Phvul.008G110200
0 Protein of unknown function (DUF674) Phvul.008G110500
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0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 ARM repeat superfamily protein Phvul.008G163350
0 Leucine carboxyl methyltransferase Phvul.009G057800
0 Leucine carboxyl methyltransferase Phvul.009G057800
0 Leucine carboxyl methyltransferase Phvul.009G057800
0 Leucine carboxyl methyltransferase Phvul.009G057800
0 0 0
0 0 0

ATGLR3.2,ATGLUR2,GLR3.2,GLUR2glutamate receptor 2 Phvul.001G022400
ATGLR3.2,ATGLUR2,GLR3.2,GLUR2glutamate receptor 2 Phvul.001G022400
ATBZIP9,BZIP9,BZO2H2 basic leucine zipper 9 Phvul.001G077200
ATBZIP9,BZIP9,BZO2H2 basic leucine zipper 9 Phvul.001G077200
ARA1,ATISA1,ISA1 arabinose kinase Phvul.001G077700
ARA1,ATISA1,ISA1 arabinose kinase Phvul.001G077700
ARP2,ATARP2,WRM actin related protein 2 Phvul.001G086466
ARP2,ATARP2,WRM actin related protein 2 Phvul.001G086466
ARP2,ATARP2,WRM actin related protein 2 Phvul.001G086466
ARP2,ATARP2,WRM actin related protein 2 Phvul.001G086466
ARP2,ATARP2,WRM actin related protein 2 Phvul.001G089600
ARP2,ATARP2,WRM actin related protein 2 Phvul.001G089600
ARP2,ATARP2,WRM actin related protein 2 Phvul.001G089600
ARP2,ATARP2,WRM actin related protein 2 Phvul.001G089600
ANAC041,NAC041 NAC domain containing protein 41 Phvul.001G091100
ANAC041,NAC041 NAC domain containing protein 41 Phvul.001G091100
ANAC041,NAC041 NAC domain containing protein 41 Phvul.001G091100
ANAC041,NAC041 NAC domain containing protein 41 Phvul.001G091100

0 Aldolase superfamily protein Phvul.001G121000
0 Aldolase superfamily protein Phvul.001G121000

ABCA1,AtABCA1 ATP-binding cassette A1 Phvul.001G131150
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ABCA1,AtABCA1 ATP-binding cassette A1 Phvul.001G131150
ABCA1,AtABCA1 ATP-binding cassette A1 Phvul.001G131150
ABCA1,AtABCA1 ATP-binding cassette A1 Phvul.001G131150
ABCA1,AtABCA1 ATP-binding cassette A1 Phvul.001G131150
ABCA1,AtABCA1 ATP-binding cassette A1 Phvul.001G131150
ABCA1,AtABCA1 ATP-binding cassette A1 Phvul.001G131150
ABCA1,AtABCA1 ATP-binding cassette A1 Phvul.001G131150
SPL9 squamosa promoter binding protein-like 9 Phvul.001G141000
SPL9 squamosa promoter binding protein-like 9 Phvul.001G141000
SPL9 squamosa promoter binding protein-like 9 Phvul.001G141000
SPL9 squamosa promoter binding protein-like 9 Phvul.001G141000

0 phosphoadenosine phosphosulfate (PAPS) reductase family proteinPhvul.001G179700
0 phosphoadenosine phosphosulfate (PAPS) reductase family proteinPhvul.001G179700
0 phosphoadenosine phosphosulfate (PAPS) reductase family proteinPhvul.001G179700
0 phosphoadenosine phosphosulfate (PAPS) reductase family proteinPhvul.001G179700
0 phosphoadenosine phosphosulfate (PAPS) reductase family proteinPhvul.001G179700

TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
TZP zinc knuckle (CCHC-type) family protein Phvul.002G042000
ATH2,ATTRX2,ATTRXH2,TRX2,TRXH2thioredoxin 2 Phvul.002G068200
ATH2,ATTRX2,ATTRXH2,TRX2,TRXH2thioredoxin 2 Phvul.002G068200

0 Plant protein of unknown function (DUF936) Phvul.002G071800
0 Plant protein of unknown function (DUF936) Phvul.002G071800

MMP matrix metalloproteinase Phvul.002G076600
MMP matrix metalloproteinase Phvul.002G076600
MMP matrix metalloproteinase Phvul.002G076600
MMP matrix metalloproteinase Phvul.002G076600
ATNHX7,ATSOS1,SOS1 sodium proton exchanger, putative (NHX7) (SOS1) Phvul.002G185150
ATNHX7,ATSOS1,SOS1 sodium proton exchanger, putative (NHX7) (SOS1) Phvul.002G185150
ATNHX7,ATSOS1,SOS1 sodium proton exchanger, putative (NHX7) (SOS1) Phvul.002G185150
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0 Protein kinase protein with adenine nucleotide alpha hydrolases-like domainPhvul.002G304500
0 CW-type Zinc Finger Phvul.003G103100
0 CW-type Zinc Finger Phvul.003G103100
0 disease resistance family protein / LRR family proteinPhvul.004G044800

emb1417 Pentatricopeptide repeat (PPR) superfamily protein Phvul.004G106000
ATCLC-C,CLC-C chloride channel C Phvul.004G133400
ATCLC-C,CLC-C chloride channel C Phvul.004G133400
ACHT2 atypical CYS  HIS rich thioredoxin 2 Phvul.004G176700
ACHT2 atypical CYS  HIS rich thioredoxin 2 Phvul.004G176700
ACHT2 atypical CYS  HIS rich thioredoxin 2 Phvul.004G176700
ACHT2 atypical CYS  HIS rich thioredoxin 2 Phvul.004G176700

0 Wound-responsive family protein Phvul.005G087300
0 alpha/beta-Hydrolases superfamily protein Phvul.005G116100
0 alpha/beta-Hydrolases superfamily protein Phvul.005G116100
0 alpha/beta-Hydrolases superfamily protein Phvul.005G116100
0 alpha/beta-Hydrolases superfamily protein Phvul.005G116100
0 0 Phvul.005G180200
0 0 Phvul.005G180200
0 Glutathione S-transferase, C-terminal-like;Translation elongation  factor EF1B/ribosomal protein S6Phvul.006G019800
0 Glutathione S-transferase, C-terminal-like;Translation elongation  factor EF1B/ribosomal protein S6Phvul.006G019800
0 Glutathione S-transferase, C-terminal-like;Translation elongation  factor EF1B/ribosomal protein S6Phvul.006G019800
0 Glutathione S-transferase, C-terminal-like;Translation elongation  factor EF1B/ribosomal protein S6Phvul.006G019800

ATPDR3,PDR3 pleiotropic drug resistance 3 Phvul.006G067700
ATPDR3,PDR3 pleiotropic drug resistance 3 Phvul.006G067700
ATPDR3,PDR3 pleiotropic drug resistance 3 Phvul.006G067700
ATPDR3,PDR3 pleiotropic drug resistance 3 Phvul.006G067700

0 Protein of Unknown Function (DUF239) Phvul.006G106900
0 Protein of Unknown Function (DUF239) Phvul.006G106900
0 Sec14p-like phosphatidylinositol transfer family proteinPhvul.006G137200
0 Sec14p-like phosphatidylinositol transfer family proteinPhvul.006G137200
0 alpha/beta-Hydrolases superfamily protein Phvul.007G113800
0 alpha/beta-Hydrolases superfamily protein Phvul.007G113800
0 Pectin lyase-like superfamily protein Phvul.007G211400
0 Pectin lyase-like superfamily protein Phvul.007G211400
0 SAUR-like auxin-responsive protein family Phvul.007G219400
0 SAUR-like auxin-responsive protein family Phvul.007G219400
0 LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G071966
0 LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G071966
0 0 0
0 0 0
0 NAD(P)-binding Rossmann-fold superfamily protein Phvul.008G115900
0 NAD(P)-binding Rossmann-fold superfamily protein Phvul.008G115900
0 NAD(P)-binding Rossmann-fold superfamily protein Phvul.008G257700
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0 NAD(P)-binding Rossmann-fold superfamily protein Phvul.008G257700
0 NAD(P)-binding Rossmann-fold superfamily protein Phvul.008G257700
0 NAD(P)-binding Rossmann-fold superfamily protein Phvul.008G257700

COX15 cytochrome c oxidase 15 Phvul.008G282700
0 Endomembrane protein 70 protein family Phvul.008G289600

ATFBP7,FBP7 F-box protein 7 Phvul.009G127300
ATFBP7,FBP7 F-box protein 7 Phvul.009G127300
ATFBP7,FBP7 F-box protein 7 Phvul.009G127300
ATFBP7,FBP7 F-box protein 7 Phvul.009G127300
GUT1 Exostosin family protein Phvul.009G160700
GUT1 Exostosin family protein Phvul.009G160700
GUT1 Exostosin family protein Phvul.009G160700
GUT1 Exostosin family protein Phvul.009G160700

0 NB-ARC domain-containing disease resistance proteinPhvul.010G064700
0 NB-ARC domain-containing disease resistance proteinPhvul.010G064700
0 NB-ARC domain-containing disease resistance proteinPhvul.010G064700
0 NB-ARC domain-containing disease resistance proteinPhvul.010G064700

GBF1 G-box binding factor 1 Phvul.011G047100
GBF1 G-box binding factor 1 Phvul.011G047100
TOR target of rapamycin Phvul.011G050300
TOR target of rapamycin Phvul.011G050300
TOR target of rapamycin Phvul.011G050300
TOR target of rapamycin Phvul.011G050300
ATLAC2,LAC2 laccase 2 Phvul.L007343
ATLAC2,LAC2 laccase 2 Phvul.L007343

0 Remorin family protein Phvul.001G022700
0 Remorin family protein Phvul.001G022700

ATBFRUCT1,ATCWINV1 Glycosyl hydrolases family 32 protein Phvul.001G036800
0 RNA-binding (RRM/RBD/RNP motifs) family protein Phvul.001G100700
0 RNA-binding (RRM/RBD/RNP motifs) family protein Phvul.001G100700

EDA4 Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.001G153600
EDA4 Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.001G153600
EDA4 Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.001G153600
EDA4 Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.001G153600

0 biotin/lipoyl attachment domain-containing protein Phvul.001G247000
AT-EXPR,ATEXLB1,ATEXPR1,ATHEXP BETA 3.1,EXLB1,EXPRexpansin-like B1 Phvul.002G004100
SRFR1 Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.002G013866
SRFR1 Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.002G013866

0 Haloacid dehalogenase-like hydrolase (HAD) superfamily proteinPhvul.002G212900
0 Regulator of chromosome condensation (RCC1) family proteinPhvul.002G253200
0 Regulator of chromosome condensation (RCC1) family proteinPhvul.002G253200

PDF1,PP2AA2,PR 65 protein phosphatase 2A  subunit A2 Phvul.003G029000
PDF1,PP2AA2,PR 65 protein phosphatase 2A  subunit A2 Phvul.003G029000
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0 Thiolase family protein Phvul.003G087600
0 Thiolase family protein Phvul.003G087600
0 Thiolase family protein Phvul.003G087600
0 Thiolase family protein Phvul.003G087600
0 Thiolase family protein Phvul.003G087600
0 Thiolase family protein Phvul.003G087600
0 Thiolase family protein Phvul.003G087600
0 Thiolase family protein Phvul.003G087600
0 Mitochondrial substrate carrier family protein Phvul.003G104200
0 Mitochondrial substrate carrier family protein Phvul.003G104200
0 Ypt/Rab-GAP domain of gyp1p superfamily protein Phvul.003G141700
0 Ypt/Rab-GAP domain of gyp1p superfamily protein Phvul.003G141700

TOR2,TUA4 tubulin alpha-4 chain Phvul.003G231500
TOR2,TUA4 tubulin alpha-4 chain Phvul.003G231500
TOR2,TUA4 tubulin alpha-4 chain Phvul.003G231500
TOR2,TUA4 tubulin alpha-4 chain Phvul.003G231500
ATRBP47A,RBP47A RNA-binding protein 47A Phvul.003G294601
ATRBP47B,RBP47B RNA-binding protein 47B Phvul.003G294800
ATRBP47B,RBP47B RNA-binding protein 47B Phvul.003G294800

0 FBD, F-box and Leucine Rich Repeat domains containing proteinPhvul.004G015500
0 FBD, F-box and Leucine Rich Repeat domains containing proteinPhvul.004G015500
0 FBD, F-box and Leucine Rich Repeat domains containing proteinPhvul.004G015500
0 FBD, F-box and Leucine Rich Repeat domains containing proteinPhvul.004G015500
0 0 0
0 disease resistance family protein / LRR family proteinPhvul.004G044900
0 disease resistance family protein / LRR family proteinPhvul.004G044900
0 ATP binding microtubule motor family protein Phvul.004G163200

HAM1 histone acetyltransferase of the MYST family 1 Phvul.005G010700
CYP72A8 cytochrome P450, family 72, subfamily A, polypeptide 8Phvul.005G015800
CYP72A8 cytochrome P450, family 72, subfamily A, polypeptide 8Phvul.005G015800
CYP72A8 cytochrome P450, family 72, subfamily A, polypeptide 8Phvul.005G015800
CYP72A8 cytochrome P450, family 72, subfamily A, polypeptide 8Phvul.005G015800
CYP72A8 cytochrome P450, family 72, subfamily A, polypeptide 8Phvul.005G015800
CYP72A8 cytochrome P450, family 72, subfamily A, polypeptide 8Phvul.005G015800
CYP72A8 cytochrome P450, family 72, subfamily A, polypeptide 8Phvul.005G015800
CYP72A8 cytochrome P450, family 72, subfamily A, polypeptide 8Phvul.005G015800

0 UDP-Glycosyltransferase superfamily protein Phvul.005G081600
0 UDP-Glycosyltransferase superfamily protein Phvul.005G081600

MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
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MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
0 0 0
0 0 0
0 Pyridoxal phosphate (PLP)-dependent transferases superfamily proteinPhvul.006G130611
0 Pyridoxal phosphate (PLP)-dependent transferases superfamily proteinPhvul.006G130611
0 0 Phvul.006G192200
0 0 Phvul.006G192200
0 0 Phvul.006G192200
0 0 Phvul.006G192200
0 Protein of unknown function (DUF581) Phvul.007G058400
0 Protein of unknown function (DUF581) Phvul.007G058400

AtCXE20,CXE20 carboxyesterase 20 Phvul.007G064700
AtCXE20,CXE20 carboxyesterase 20 Phvul.007G064700

0 Mog1/PsbP/DUF1795-like photosystem II reaction center PsbP family proteinPhvul.007G182300
0 Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.007G198500
0 Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.007G198500
0 0 0
0 0 0
0 0 0
0 0 0
0 HEAT repeat-containing protein Phvul.008G008300
0 HEAT repeat-containing protein Phvul.008G008300
0 HEAT repeat-containing protein Phvul.008G008300
0 HEAT repeat-containing protein Phvul.008G008300
0 HEAT repeat-containing protein Phvul.008G008300
0 HEAT repeat-containing protein Phvul.008G008300
0 HEAT repeat-containing protein Phvul.008G008300
0 HEAT repeat-containing protein Phvul.008G008300
0 HEAT repeat-containing protein Phvul.008G008300
0 HEAT repeat-containing protein Phvul.008G008300

AtLIG6,LIG6 DNA LIGASE 6 Phvul.008G009200
AtLIG6,LIG6 DNA LIGASE 6 Phvul.008G009200
AtLIG6,LIG6 DNA LIGASE 6 Phvul.008G009200
AtLIG6,LIG6 DNA LIGASE 6 Phvul.008G009200

0 EXS (ERD1/XPR1/SYG1) family protein Phvul.008G038300
0 EXS (ERD1/XPR1/SYG1) family protein Phvul.008G038300
0 Leucine-rich repeat protein kinase family protein Phvul.008G093200
0 Leucine-rich repeat protein kinase family protein Phvul.008G093200
0 Leucine-rich repeat protein kinase family protein Phvul.008G093200
0 Leucine-rich repeat protein kinase family protein Phvul.008G093200
0 Leucine-rich repeat protein kinase family protein Phvul.008G093200
0 Leucine-rich repeat protein kinase family protein Phvul.008G093200
0 RING/U-box superfamily protein Phvul.008G108800
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0 RING/U-box superfamily protein Phvul.008G108800
0 RING/U-box superfamily protein Phvul.008G108800
0 RING/U-box superfamily protein Phvul.008G108800
0 Protein of unknown function (DUF674) Phvul.008G110000
0 Protein of unknown function (DUF674) Phvul.008G110200
0 Protein of unknown function (DUF674) Phvul.008G110200
0 Protein of unknown function (DUF674) Phvul.008G110400
0 Protein of unknown function (DUF674) Phvul.008G110500
0 Protein of unknown function (DUF674) Phvul.008G110500
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.008G199500

UGT71B6 UDP-glucosyl transferase 71B6 Phvul.008G290300
UGT71B6 UDP-glucosyl transferase 71B6 Phvul.008G290300
UGT71B6 UDP-glucosyl transferase 71B6 Phvul.008G290300
UGT71B6 UDP-glucosyl transferase 71B6 Phvul.008G290300
ARF17 auxin response factor 17 Phvul.009G026200
ARF17 auxin response factor 17 Phvul.009G026200

0 vacuolar iron transporter (VIT) family protein Phvul.009G040800
0 vacuolar iron transporter (VIT) family protein Phvul.009G040800
0 vacuolar iron transporter (VIT) family protein Phvul.009G040800

ORP1C OSBP(oxysterol binding protein)-related protein 1C Phvul.009G121300
ORP1C OSBP(oxysterol binding protein)-related protein 1C Phvul.009G121300
ORP1C OSBP(oxysterol binding protein)-related protein 1C Phvul.009G121300
ORP1C OSBP(oxysterol binding protein)-related protein 1C Phvul.009G121300
ORP1C OSBP(oxysterol binding protein)-related protein 1C Phvul.009G121300
ORP1C OSBP(oxysterol binding protein)-related protein 1C Phvul.009G121300
ORP1C OSBP(oxysterol binding protein)-related protein 1C Phvul.009G121300
ORP1C OSBP(oxysterol binding protein)-related protein 1C Phvul.009G121300

0 Mitochondrial substrate carrier family protein Phvul.009G246900
0 Mitochondrial substrate carrier family protein Phvul.009G246900
0 Mitochondrial substrate carrier family protein Phvul.009G246900
0 Mitochondrial substrate carrier family protein Phvul.009G246900
0 Mitochondrial substrate carrier family protein Phvul.009G246900
0 Mitochondrial substrate carrier family protein Phvul.009G246900
0 Mitochondrial substrate carrier family protein Phvul.009G246900
0 Mitochondrial substrate carrier family protein Phvul.009G246900

AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
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AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400
AtGRF2,GRF2 growth-regulating factor 2 Phvul.010G048400

0 ARM repeat superfamily protein Phvul.010G116400
0 ARM repeat superfamily protein Phvul.010G116400
0 ARM repeat superfamily protein Phvul.010G116400
0 ARM repeat superfamily protein Phvul.010G116400
0 Zinc finger (CCCH-type) family protein / RNA recognition motif (RRM)-containing proteinPhvul.011G013800
0 Zinc finger (CCCH-type) family protein / RNA recognition motif (RRM)-containing proteinPhvul.011G013800
0 Zinc finger (CCCH-type) family protein / RNA recognition motif (RRM)-containing proteinPhvul.011G013800
0 Zinc finger (CCCH-type) family protein / RNA recognition motif (RRM)-containing proteinPhvul.011G013800

LCR44 low-molecular-weight cysteine-rich 44 0
LCR44 low-molecular-weight cysteine-rich 44 0
LCR44 low-molecular-weight cysteine-rich 44 0
LCR44 low-molecular-weight cysteine-rich 44 0

0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800

ATMSRB1,MSRB1 methionine sulfoxide reductase B 1 Phvul.011G173000
ATMSRB1,MSRB1 methionine sulfoxide reductase B 1 Phvul.011G173000
ATMSRB1,MSRB1 methionine sulfoxide reductase B 1 Phvul.011G173000
ATMSRB1,MSRB1 methionine sulfoxide reductase B 1 Phvul.011G173000
SUVH1 SU(VAR)3-9 homolog 1 Phvul.011G190200
SUVH1 SU(VAR)3-9 homolog 1 Phvul.011G190200

0 0 Phvul.001G098600
0 0 Phvul.001G098600
0 ENTH/VHS family protein Phvul.001G102901
0 ENTH/VHS family protein Phvul.001G102901
0 ENTH/VHS family protein Phvul.001G102901
0 ENTH/VHS family protein Phvul.001G102901
0 ENTH/VHS family protein Phvul.001G102901
0 ENTH/VHS family protein Phvul.001G102901
0 ENTH/VHS family protein Phvul.001G102901
0 ENTH/VHS family protein Phvul.001G102901
0 ENTH/VHS family protein Phvul.001G102901
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0 ENTH/VHS family protein Phvul.001G102901
0 ENTH/VHS family protein Phvul.001G102901
0 ENTH/VHS family protein Phvul.001G102901
0 ENTH/VHS family protein Phvul.001G102901
0 ENTH/VHS family protein Phvul.001G102901
0 ENTH/VHS family protein Phvul.001G102901
0 ENTH/VHS family protein Phvul.001G102901
0 oxidoreductase, 2OG-Fe(II) oxygenase family protein Phvul.001G147800
0 Thioredoxin superfamily protein Phvul.001G173900
0 Thioredoxin superfamily protein Phvul.001G173900
0 Thioredoxin superfamily protein Phvul.001G173900
0 Thioredoxin superfamily protein Phvul.001G173900
0 phosphoadenosine phosphosulfate (PAPS) reductase family proteinPhvul.001G179700
0 phosphoadenosine phosphosulfate (PAPS) reductase family proteinPhvul.001G179700
0 DNAse I-like superfamily protein Phvul.001G200700
0 DNAse I-like superfamily protein Phvul.001G200700
0 DNAse I-like superfamily protein Phvul.001G200700
0 DNAse I-like superfamily protein Phvul.001G200700
0 DNAse I-like superfamily protein Phvul.001G200700
0 DNAse I-like superfamily protein Phvul.001G200700
0 DNAse I-like superfamily protein Phvul.001G200700
0 DNAse I-like superfamily protein Phvul.001G200700
0 ARM repeat superfamily protein Phvul.001G260300
0 O-methyltransferase family protein Phvul.001G268700
0 O-methyltransferase family protein Phvul.001G268700
0 C2H2-like zinc finger protein Phvul.002G058900
0 C2H2-like zinc finger protein Phvul.002G058900

ATH2,ATTRX2,ATTRXH2,TRX2,TRXH2thioredoxin 2 Phvul.002G068200
ATH2,ATTRX2,ATTRXH2,TRX2,TRXH2thioredoxin 2 Phvul.002G068200
ATH2,ATTRX2,ATTRXH2,TRX2,TRXH2thioredoxin 2 Phvul.002G068200
ATH2,ATTRX2,ATTRXH2,TRX2,TRXH2thioredoxin 2 Phvul.002G068200
AtWRKY41,WRKY41 WRKY family transcription factor Phvul.002G163400
AtWRKY41,WRKY41 WRKY family transcription factor Phvul.002G163400

0 Galactose-binding protein Phvul.002G165300
0 Galactose-binding protein Phvul.002G165300
0 Galactose-binding protein Phvul.002G165300
0 Galactose-binding protein Phvul.002G165300
0 basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.002G216700
0 basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.002G216700
0 basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.002G216700
0 basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.002G216700
0 GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.002G243300
0 GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.002G243300
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0 Regulator of chromosome condensation (RCC1) family proteinPhvul.002G253200
0 Regulator of chromosome condensation (RCC1) family proteinPhvul.002G253200
0 Regulator of chromosome condensation (RCC1) family proteinPhvul.002G253200
0 Regulator of chromosome condensation (RCC1) family proteinPhvul.002G253200
0 Nodulin MtN3 family protein Phvul.002G283800
0 Nodulin MtN3 family protein Phvul.002G283800
0 Nodulin MtN3 family protein Phvul.002G283800
0 Nodulin MtN3 family protein Phvul.002G283800
0 Peptidase M1 family protein Phvul.002G290904
0 Peptidase M1 family protein Phvul.002G290904

ABI1,AtABI1 Protein phosphatase 2C family protein Phvul.002G309100
ABI1,AtABI1 Protein phosphatase 2C family protein Phvul.002G309100
UFD1 ubiquitin fusion degradation 1 Phvul.002G320900
UFD1 ubiquitin fusion degradation 1 Phvul.002G320900
UFD1 ubiquitin fusion degradation 1 Phvul.002G320900
UFD1 ubiquitin fusion degradation 1 Phvul.002G320900
ER-ANT1 endoplasmic reticulum-adenine nucleotide transporter 1Phvul.002G329900
ER-ANT1 endoplasmic reticulum-adenine nucleotide transporter 1Phvul.002G329900
ER-ANT1 endoplasmic reticulum-adenine nucleotide transporter 1Phvul.002G329900
ER-ANT1 endoplasmic reticulum-adenine nucleotide transporter 1Phvul.002G329900
ER-ANT1 endoplasmic reticulum-adenine nucleotide transporter 1Phvul.002G329900
ER-ANT1 endoplasmic reticulum-adenine nucleotide transporter 1Phvul.002G329900
ER-ANT1 endoplasmic reticulum-adenine nucleotide transporter 1Phvul.002G329900
ER-ANT1 endoplasmic reticulum-adenine nucleotide transporter 1Phvul.002G329900
DME HhH-GPD base excision DNA repair family protein Phvul.003G032300
DME HhH-GPD base excision DNA repair family protein Phvul.003G032300

0 Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.003G057700
0 Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.003G057700
0 0 0
0 0 0
0 0 0
0 0 0

BGAL1 beta galactosidase 1 Phvul.003G137000
BGAL1 beta galactosidase 1 Phvul.003G137000
BGAL1 beta galactosidase 1 Phvul.003G137000
BGAL1 beta galactosidase 1 Phvul.003G137000

0 Disease resistance protein (CC-NBS-LRR class) family Phvul.003G247200
0 Disease resistance protein (CC-NBS-LRR class) family Phvul.003G247200
0 Disease resistance protein (CC-NBS-LRR class) family Phvul.003G247200
0 Disease resistance protein (CC-NBS-LRR class) family Phvul.003G247200
0 Disease resistance protein (CC-NBS-LRR class) family Phvul.003G247200
0 Disease resistance protein (CC-NBS-LRR class) family Phvul.003G247200
0 Disease resistance protein (CC-NBS-LRR class) family Phvul.003G247200
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0 Disease resistance protein (CC-NBS-LRR class) family Phvul.003G247200
0 S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.003G280100
0 S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.003G280100

ATRBP47A,RBP47A RNA-binding protein 47A Phvul.003G294601
ATRBP47A,RBP47A RNA-binding protein 47A Phvul.003G294601
ATRBP47A,RBP47A RNA-binding protein 47A Phvul.003G294601
ATRBP47A,RBP47A RNA-binding protein 47A Phvul.003G294601
ATRBP47B,RBP47B RNA-binding protein 47B Phvul.003G294800
ATRBP47B,RBP47B RNA-binding protein 47B Phvul.003G294800
ATRBP47B,RBP47B RNA-binding protein 47B Phvul.003G294800
ATRBP47B,RBP47B RNA-binding protein 47B Phvul.003G294800
ATRBP47B,RBP47B RNA-binding protein 47B Phvul.003G294800
ATRBP47B,RBP47B RNA-binding protein 47B Phvul.003G294800
ATRBP47B,RBP47B RNA-binding protein 47B Phvul.003G294800
ATRBP47B,RBP47B RNA-binding protein 47B Phvul.003G294800

0 0 0
0 0 0
0 0 0
0 0 0
0 disease resistance family protein / LRR family proteinPhvul.004G044800
0 disease resistance family protein / LRR family proteinPhvul.004G044800
0 Eukaryotic aspartyl protease family protein Phvul.004G050550
0 Eukaryotic aspartyl protease family protein Phvul.004G050550
0 Eukaryotic aspartyl protease family protein Phvul.004G050550
0 Eukaryotic aspartyl protease family protein Phvul.004G050550

AGP20,AtAGP20 arabinogalactan protein 20 Phvul.004G173101
AGP20,AtAGP20 arabinogalactan protein 20 Phvul.004G173101
AGP20,AtAGP20 arabinogalactan protein 20 Phvul.004G173101
AGP20,AtAGP20 arabinogalactan protein 20 Phvul.004G173101
AKR2B ankyrin repeat-containing 2B Phvul.005G006400
AKR2B ankyrin repeat-containing 2B Phvul.005G006400
AKR2B ankyrin repeat-containing 2B Phvul.005G006400
AKR2B ankyrin repeat-containing 2B Phvul.005G006400
NF-YC11 nuclear factor Y, subunit C11 Phvul.005G014300

0 BTB/POZ domain-containing protein Phvul.005G056400
ATPPC2,PPC2 phosphoenolpyruvate carboxylase 2 Phvul.005G095300

0 MuDR family transposase Phvul.005G100300
0 alpha/beta-Hydrolases superfamily protein Phvul.005G116100
0 alpha/beta-Hydrolases superfamily protein Phvul.005G116100
0 alpha/beta-Hydrolases superfamily protein Phvul.005G116100
0 alpha/beta-Hydrolases superfamily protein Phvul.005G116100
0 alpha/beta-Hydrolases superfamily protein Phvul.005G116100
0 alpha/beta-Hydrolases superfamily protein Phvul.005G116100
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0 alpha/beta-Hydrolases superfamily protein Phvul.005G116100
0 alpha/beta-Hydrolases superfamily protein Phvul.005G116100
0 C2H2 and C2HC zinc fingers superfamily protein Phvul.005G130100
0 C2H2 and C2HC zinc fingers superfamily protein Phvul.005G130100
0 Calcium-binding EF-hand family protein Phvul.006G105800
0 zinc knuckle (CCHC-type) family protein Phvul.006G113800
0 zinc knuckle (CCHC-type) family protein Phvul.006G113800
0 zinc knuckle (CCHC-type) family protein Phvul.006G113800
0 zinc knuckle (CCHC-type) family protein Phvul.006G113800
0 zinc knuckle (CCHC-type) family protein Phvul.006G113800
0 zinc knuckle (CCHC-type) family protein Phvul.006G113800
0 zinc knuckle (CCHC-type) family protein Phvul.006G113800
0 zinc knuckle (CCHC-type) family protein Phvul.006G113800
0 HCO3- transporter family Phvul.006G121500
0 HCO3- transporter family Phvul.006G121500
0 HCO3- transporter family Phvul.006G121500
0 HCO3- transporter family Phvul.006G121500
0 HCO3- transporter family Phvul.006G121500
0 HCO3- transporter family Phvul.006G121500
0 HCO3- transporter family Phvul.006G121500
0 HCO3- transporter family Phvul.006G121500
0 0 Phvul.006G158900

SCPL19,SNG2 serine carboxypeptidase-like 19 Phvul.006G168154
SCPL19,SNG2 serine carboxypeptidase-like 19 Phvul.006G168154
SCPL19,SNG2 serine carboxypeptidase-like 19 Phvul.006G168154
SCPL19,SNG2 serine carboxypeptidase-like 19 Phvul.006G168154

0 phosphoinositide binding Phvul.006G193700
0 phosphoinositide binding Phvul.006G193700
0 Prolyl oligopeptidase family protein Phvul.007G012500
0 Prolyl oligopeptidase family protein Phvul.007G012500
0 Prolyl oligopeptidase family protein Phvul.007G012500
0 Prolyl oligopeptidase family protein Phvul.007G012500
0 TCP family transcription factor Phvul.007G015000
0 TCP family transcription factor Phvul.007G015000
0 phosphatidyl serine synthase family protein Phvul.007G034000

CRK25 cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.007G051100
CRK25 cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.007G051100
CRK25 cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.007G051100
CRK25 cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.007G051100
AO1,ATAO1 amine oxidase 1 Phvul.007G056600
AO1,ATAO1 amine oxidase 1 Phvul.007G056600
AO1,ATAO1 amine oxidase 1 Phvul.007G056600
AO1,ATAO1 amine oxidase 1 Phvul.007G056600
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0 Protein of unknown function (DUF581) Phvul.007G058400
0 Protein of unknown function (DUF581) Phvul.007G058400
0 Protein of unknown function (DUF581) Phvul.007G058400
0 Protein of unknown function (DUF581) Phvul.007G058400
0 Protein of unknown function (DUF581) Phvul.007G058400
0 Protein of unknown function (DUF581) Phvul.007G058400
0 Protein of unknown function (DUF581) Phvul.007G058400
0 Protein of unknown function (DUF581) Phvul.007G058400

AtCXE20,CXE20 carboxyesterase 20 Phvul.007G064700
AtCXE20,CXE20 carboxyesterase 20 Phvul.007G064700
AtCXE20,CXE20 carboxyesterase 20 Phvul.007G064700
AtCXE20,CXE20 carboxyesterase 20 Phvul.007G064700
AtCXE20,CXE20 carboxyesterase 20 Phvul.007G064700
ATFRO2,FRD1,FRO2 ferric reduction oxidase 2 Phvul.007G073800
ATFRO2,FRD1,FRO2 ferric reduction oxidase 2 Phvul.007G073800
ATFRO2,FRD1,FRO2 ferric reduction oxidase 2 Phvul.007G073800
ATFRO2,FRD1,FRO2 ferric reduction oxidase 2 Phvul.007G073800

0 0 Phvul.007G099300
0 0 Phvul.007G099300
0 0 Phvul.007G099300
0 0 Phvul.007G099300

ATGST11,ATGSTF7,ATGSTF8,GST11,GSTF7glutathione S-transferase 7 Phvul.007G107200
ATGST11,ATGSTF7,ATGSTF8,GST11,GSTF7glutathione S-transferase 7 Phvul.007G107200
ATGST11,ATGSTF7,ATGSTF8,GST11,GSTF7glutathione S-transferase 7 Phvul.007G107200
ATGST11,ATGSTF7,ATGSTF8,GST11,GSTF7glutathione S-transferase 7 Phvul.007G107200

0 Mog1/PsbP/DUF1795-like photosystem II reaction center PsbP family proteinPhvul.007G182300
0 Mog1/PsbP/DUF1795-like photosystem II reaction center PsbP family proteinPhvul.007G182300
0 Mog1/PsbP/DUF1795-like photosystem II reaction center PsbP family proteinPhvul.007G182300
0 Mog1/PsbP/DUF1795-like photosystem II reaction center PsbP family proteinPhvul.007G182300
0 0 0
0 0 0
0 Protein kinase superfamily protein Phvul.007G204300
0 Protein kinase superfamily protein Phvul.007G204300
0 Protein kinase superfamily protein Phvul.007G204300
0 Protein kinase superfamily protein Phvul.007G204300
0 Protein kinase superfamily protein Phvul.007G204300
0 Protein kinase superfamily protein Phvul.007G204300
0 Protein kinase superfamily protein Phvul.007G204300
0 Protein kinase superfamily protein Phvul.007G204300
0 Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.007G210400
0 0 Phvul.007G275700
0 0 Phvul.007G275700
0 0 Phvul.007G276200
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0 0 Phvul.007G276200
0 0 Phvul.007G276300
0 0 Phvul.007G276300

NEF1 no exine formation 1 Phvul.008G003900
NEF1 no exine formation 1 Phvul.008G003900
NEF1 no exine formation 1 Phvul.008G003900
NEF1 no exine formation 1 Phvul.008G003900

0 HEAT repeat-containing protein Phvul.008G008300
0 HEAT repeat-containing protein Phvul.008G008300
0 HEAT repeat-containing protein Phvul.008G008300
0 HEAT repeat-containing protein Phvul.008G008300
0 HEAT repeat-containing protein Phvul.008G008300

ATTAF6,TAF6,TAFII59 TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100
ATTAF6,TAF6,TAFII59 TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100

0 Mitochondrial transcription termination factor family proteinPhvul.008G048200
0 0 0
0 0 0
0 0 0
0 0 0
0 LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G071966
0 LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G071966
0 LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G071966
0 LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G071966
0 Leucine-rich repeat protein kinase family protein Phvul.008G093200
0 Leucine-rich repeat protein kinase family protein Phvul.008G093200
0 Leucine-rich repeat protein kinase family protein Phvul.008G093200
0 Leucine-rich repeat protein kinase family protein Phvul.008G093200
0 Leucine-rich repeat protein kinase family protein Phvul.008G093200
0 Leucine-rich repeat protein kinase family protein Phvul.008G093200
0 Protein of unknown function (DUF674) Phvul.008G110000
0 Protein of unknown function (DUF674) Phvul.008G110000
0 Protein of unknown function (DUF674) Phvul.008G110100
0 Protein of unknown function (DUF674) Phvul.008G110400
0 Protein of unknown function (DUF674) Phvul.008G110400

ATASP38,EMB24,PCS1 Eukaryotic aspartyl protease family protein Phvul.008G118900
ATASP38,EMB24,PCS1 Eukaryotic aspartyl protease family protein Phvul.008G118900

0 0 0
0 0 0
0 0 0
0 0 0
0 Thioesterase superfamily protein Phvul.008G206400
0 Thioesterase superfamily protein Phvul.008G206400
0 Thioesterase superfamily protein Phvul.008G206400
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0 Thioesterase superfamily protein Phvul.008G206400
0 0 0
0 0 0
0 0 0
0 0 0

ATPROT1,PROT1 proline transporter 1 Phvul.008G227600
ATPROT1,PROT1 proline transporter 1 Phvul.008G227600
ATPROT1,PROT1 proline transporter 1 Phvul.008G227600
ATPROT1,PROT1 proline transporter 1 Phvul.008G227600

0 RNA-binding (RRM/RBD/RNP motifs) family protein Phvul.008G274900
0 RNA-binding (RRM/RBD/RNP motifs) family protein Phvul.008G274900
0 RNA-binding (RRM/RBD/RNP motifs) family protein Phvul.008G274900

COX15 cytochrome c oxidase 15 Phvul.008G282700
COX15 cytochrome c oxidase 15 Phvul.008G282700
ATMYB3R-1,ATMYB3R1,MYB3R-1,MYB3R1,PC-MYB1Homeodomain-like protein Phvul.009G106700
ORP1C OSBP(oxysterol binding protein)-related protein 1C Phvul.009G121300
ORP1C OSBP(oxysterol binding protein)-related protein 1C Phvul.009G121300
ORP1C OSBP(oxysterol binding protein)-related protein 1C Phvul.009G121300
ORP1C OSBP(oxysterol binding protein)-related protein 1C Phvul.009G121300
WNK3 with no lysine (K) kinase 3 Phvul.009G173100
WNK3 with no lysine (K) kinase 3 Phvul.009G173100
WNK3 with no lysine (K) kinase 3 Phvul.009G173100
WNK3 with no lysine (K) kinase 3 Phvul.009G173100
BGAL12 beta-galactosidase 12 Phvul.009G232500
BGAL12 beta-galactosidase 12 Phvul.009G232500
ATOMT1,OMT1 O-methyltransferase 1 Phvul.009G259000
ATOMT1,OMT1 O-methyltransferase 1 Phvul.009G259000
ATOMT1,OMT1 O-methyltransferase 1 Phvul.009G259000
ATOMT1,OMT1 O-methyltransferase 1 Phvul.009G259000

0 DNA binding;ATP binding Phvul.010G032400
0 DNA binding;ATP binding Phvul.010G032400
0 DNA binding;ATP binding Phvul.010G032400
0 DNA binding;ATP binding Phvul.010G032400

CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
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CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
CUM2,EIF4G eukaryotic translation initiation factor 4G Phvul.010G043700
UNE10 basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.010G070600
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATLOX1,LOX1 lipoxygenase 1 Phvul.010G135701
ATLOX1,LOX1 lipoxygenase 1 Phvul.010G135701
ATLOX1,LOX1 lipoxygenase 1 Phvul.010G135701
ATLOX1,LOX1 lipoxygenase 1 Phvul.010G135701
ACA11 autoinhibited Ca2+-ATPase 11 Phvul.011G013900
ACA11 autoinhibited Ca2+-ATPase 11 Phvul.011G013900
ACA11 autoinhibited Ca2+-ATPase 11 Phvul.011G013900
ACA11 autoinhibited Ca2+-ATPase 11 Phvul.011G013900
TOR target of rapamycin Phvul.011G050300
TOR target of rapamycin Phvul.011G050300
TOR target of rapamycin Phvul.011G050300
TOR target of rapamycin Phvul.011G050300
PTAC16 plastid transcriptionally active 16 Phvul.011G061600
PTAC16 plastid transcriptionally active 16 Phvul.011G061600

0 Plant self-incompatibility protein S1 family Phvul.011G114700
0 Plant self-incompatibility protein S1 family Phvul.011G123000

LCR44 low-molecular-weight cysteine-rich 44 0
LCR44 low-molecular-weight cysteine-rich 44 0

0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
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0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily proteinPhvul.011G160800
0 0 0
0 0 0
0 0 0
0 0 0

emb2458 FtsH extracellular protease family Phvul.L002051
emb2458 FtsH extracellular protease family Phvul.L002051
emb2458 FtsH extracellular protease family Phvul.L002051
emb2458 FtsH extracellular protease family Phvul.L002051
emb2458 FtsH extracellular protease family Phvul.L002051
emb2458 FtsH extracellular protease family Phvul.L002051
emb2458 FtsH extracellular protease family Phvul.L002051
emb2458 FtsH extracellular protease family Phvul.L002051

0 CCCH-type zinc fingerfamily protein with RNA-binding domainPhvul.L002537
0 CCCH-type zinc fingerfamily protein with RNA-binding domainPhvul.L002537
0 CCCH-type zinc fingerfamily protein with RNA-binding domainPhvul.L002537

ATLAC2,LAC2 laccase 2 Phvul.L007343
0 Zinc-binding dehydrogenase family protein Phvul.008G004400
0 Zinc-binding dehydrogenase family protein Phvul.008G004400

PLA IIA,PLA2A,PLP2 phospholipase A 2A Phvul.001G020300
PLA IIA,PLA2A,PLP2 phospholipase A 2A Phvul.001G020350

0 Remorin family protein Phvul.001G022700
0 Remorin family protein Phvul.001G022700
0 Remorin family protein Phvul.001G022700
0 Remorin family protein Phvul.001G022700

ATBFRUCT1,ATCWINV1 Glycosyl hydrolases family 32 protein Phvul.001G036800
0 Protein of unknown function (DUF2296) Phvul.001G057800
0 Protein of unknown function (DUF2296) Phvul.001G057800

ARA1,ATISA1,ISA1 arabinose kinase Phvul.001G077700
ARA1,ATISA1,ISA1 arabinose kinase Phvul.001G077700
ACS acetyl-CoA synthetase Phvul.001G097800
ACS acetyl-CoA synthetase Phvul.001G097800

0 transcription regulator NOT2/NOT3/NOT5 family proteinPhvul.001G109300
0 transcription regulator NOT2/NOT3/NOT5 family proteinPhvul.001G109300
0 transcription regulator NOT2/NOT3/NOT5 family proteinPhvul.001G109300
0 transcription regulator NOT2/NOT3/NOT5 family proteinPhvul.001G109300
0 endoribonucleases Phvul.001G114900
0 endoribonucleases Phvul.001G114900
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PSL5,RSW3 Glycosyl hydrolases family 31  protein Phvul.001G123000
PSL5,RSW3 Glycosyl hydrolases family 31  protein Phvul.001G123000

0 NB-ARC domain-containing disease resistance proteinPhvul.001G134100
0 NB-ARC domain-containing disease resistance proteinPhvul.001G134100
0 NB-ARC domain-containing disease resistance proteinPhvul.001G134100
0 NB-ARC domain-containing disease resistance proteinPhvul.001G134100
0 NB-ARC domain-containing disease resistance proteinPhvul.001G134100
0 NB-ARC domain-containing disease resistance proteinPhvul.001G134100
0 NB-ARC domain-containing disease resistance proteinPhvul.001G134100
0 NB-ARC domain-containing disease resistance proteinPhvul.001G134100

ASL18,LBD16 lateral organ boundaries-domain 16 Phvul.001G159300
AtPHR1,PHR1 phosphate starvation response  1 Phvul.001G163900
AtPHR1,PHR1 phosphate starvation response  1 Phvul.001G163900
AtPHR1,PHR1 phosphate starvation response  1 Phvul.001G163900
AtPHR1,PHR1 phosphate starvation response  1 Phvul.001G163900
AtPHR1,PHR1 phosphate starvation response  1 Phvul.001G163900
AtPHR1,PHR1 phosphate starvation response  1 Phvul.001G163900
AtPHR1,PHR1 phosphate starvation response  1 Phvul.001G163900
AtPHR1,PHR1 phosphate starvation response  1 Phvul.001G163900
AtSTS,STS stachyose synthase Phvul.001G214300
AtSTS,STS stachyose synthase Phvul.001G214300

0 Translation initiation factor 2, small GTP-binding proteinPhvul.001G220900
0 Translation initiation factor 2, small GTP-binding proteinPhvul.001G220900
0 Translation initiation factor 2, small GTP-binding proteinPhvul.001G220900
0 Translation initiation factor 2, small GTP-binding proteinPhvul.001G220900

SRFR1 Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.002G013866
SRFR1 Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.002G013866
SRFR1 Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.002G013866
SRFR1 Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.002G013866

0 0 Phvul.002G043500
0 0 Phvul.002G043500
0 0 Phvul.002G043500
0 0 Phvul.002G043500
0 C2H2-like zinc finger protein Phvul.002G058900
0 C2H2-like zinc finger protein Phvul.002G058900

ATEXP7,ATEXPA7,ATHEXP ALPHA 1.26,EXP7,EXPA7expansin A7 Phvul.002G152900
ATEXP7,ATEXPA7,ATHEXP ALPHA 1.26,EXP7,EXPA7expansin A7 Phvul.002G152900
ATEXP7,ATEXPA7,ATHEXP ALPHA 1.26,EXP7,EXPA7expansin A7 Phvul.002G152900
ATEXP7,ATEXPA7,ATHEXP ALPHA 1.26,EXP7,EXPA7expansin A7 Phvul.002G152900
NRS/ER,UER1 nucleotide-rhamnose synthase/epimerase-reductase Phvul.002G153500

0 GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.002G243300
0 GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.002G243300
0 GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.002G243300
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0 GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.002G243300
0 Regulator of chromosome condensation (RCC1) family proteinPhvul.002G253100
0 Regulator of chromosome condensation (RCC1) family proteinPhvul.002G253100

CSI1 binding Phvul.002G262600
GL3,MYC6.2 basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.002G290000
GL3,MYC6.2 basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.002G290000

0 ARM repeat superfamily protein Phvul.003G022200
0 ARM repeat superfamily protein Phvul.003G022200

ATXYL1,TRG1,XYL1 alpha-xylosidase 1 Phvul.003G035400
ATXYL1,TRG1,XYL1 alpha-xylosidase 1 Phvul.003G035400
ATXYL1,TRG1,XYL1 alpha-xylosidase 1 Phvul.003G035400
ATXYL1,TRG1,XYL1 alpha-xylosidase 1 Phvul.003G035400

0 HXXXD-type acyl-transferase family protein Phvul.003G050600
0 HXXXD-type acyl-transferase family protein Phvul.003G050600
0 HXXXD-type acyl-transferase family protein Phvul.003G050600
0 HXXXD-type acyl-transferase family protein Phvul.003G050600
0 C2 calcium/lipid-binding and GRAM domain containing proteinPhvul.003G088200
0 C2 calcium/lipid-binding and GRAM domain containing proteinPhvul.003G088200
0 Mitochondrial substrate carrier family protein Phvul.003G104200
0 Mitochondrial substrate carrier family protein Phvul.003G104200
0 Mitochondrial substrate carrier family protein Phvul.003G104200
0 Mitochondrial substrate carrier family protein Phvul.003G104200
0 calcium-dependent lipid-binding family protein Phvul.003G119100
0 calcium-dependent lipid-binding family protein Phvul.003G119100
0 calcium-dependent lipid-binding family protein Phvul.003G119100

XGD1 xylogalacturonan deficient 1 Phvul.003G169700
ATFUT11,FUCT1,FUCTA,FUT11fucosyltransferase 11 Phvul.003G292000

0 PQ-loop repeat family protein / transmembrane family proteinPhvul.004G058600
0 ATP synthase subunit beta Phvul.004G121666
0 ATP synthase subunit beta Phvul.004G121666
0 ATP synthase subunit beta Phvul.004G121666
0 ATP synthase subunit beta Phvul.004G121666
0 SWIB/MDM2 domain;Plus-3;GYF Phvul.004G133700
0 SWIB/MDM2 domain;Plus-3;GYF Phvul.004G133700
0 SWIB/MDM2 domain;Plus-3;GYF Phvul.004G133700
0 SWIB/MDM2 domain;Plus-3;GYF Phvul.004G133700

ACHT2 atypical CYS  HIS rich thioredoxin 2 Phvul.004G176700
ACHT2 atypical CYS  HIS rich thioredoxin 2 Phvul.004G176700

0 BTB/POZ domain-containing protein Phvul.005G056400
0 BTB/POZ domain-containing protein Phvul.005G056400

ARK3,RK3 receptor kinase 3 Phvul.005G088800
ATFMN/FHY,FMN/FHY riboflavin kinase/FMN hydrolase Phvul.005G095600
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
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MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
MEE35,TCP4 TCP family transcription factor 4 Phvul.005G097200
ALA2 aminophospholipid ATPase 2 Phvul.005G101400
ALA2 aminophospholipid ATPase 2 Phvul.005G101400
ALA2 aminophospholipid ATPase 2 Phvul.005G101400
ALA2 aminophospholipid ATPase 2 Phvul.005G101400
ALA2 aminophospholipid ATPase 2 Phvul.005G101400
ALA2 aminophospholipid ATPase 2 Phvul.005G101400

0 C2H2 and C2HC zinc fingers superfamily protein Phvul.005G130100
0 C2H2 and C2HC zinc fingers superfamily protein Phvul.005G130100
0 C2H2 and C2HC zinc fingers superfamily protein Phvul.005G130100
0 C2H2 and C2HC zinc fingers superfamily protein Phvul.005G130100
0 P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.005G173200
0 P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.005G173200
0 P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.005G173200
0 P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.005G173200
0 0 0
0 0 0
0 0 0
0 0 0

scpl2 serine carboxypeptidase-like 2 Phvul.006G168163
scpl2 serine carboxypeptidase-like 2 Phvul.006G168163
ATQSOX1,QSO2,QSOX1 quiescin-sulfhydryl oxidase 1 Phvul.007G035900
ATQSOX1,QSO2,QSOX1 quiescin-sulfhydryl oxidase 1 Phvul.007G035900
ATQSOX1,QSO2,QSOX1 quiescin-sulfhydryl oxidase 1 Phvul.007G035900
ATQSOX1,QSO2,QSOX1 quiescin-sulfhydryl oxidase 1 Phvul.007G035900

0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
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0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G069900
0 0 Phvul.007G099300
0 RING/FYVE/PHD zinc finger superfamily protein Phvul.007G114100
0 RING/FYVE/PHD zinc finger superfamily protein Phvul.007G114100
0 RING/FYVE/PHD zinc finger superfamily protein Phvul.007G114100
0 RING/FYVE/PHD zinc finger superfamily protein Phvul.007G114100

ATEDR1,EDR1 Protein kinase superfamily protein Phvul.007G184600
ATEDR1,EDR1 Protein kinase superfamily protein Phvul.007G184600

0 ARM repeat superfamily protein Phvul.007G192300
0 Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.007G210400
0 Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.007G210400
0 Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.007G210400
0 Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.007G210400
0 Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.007G210400
0 Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.007G210400
0 transcription coactivators Phvul.007G215300
0 transcription coactivators Phvul.007G215300
0 transcription coactivators Phvul.007G215300
0 transcription coactivators Phvul.007G215300

NTRC NADPH-dependent thioredoxin reductase C Phvul.007G251800
AtRLP7,RLP7 receptor like protein 7 Phvul.008G043400
AtRLP7,RLP7 receptor like protein 7 Phvul.008G043400
AtMYB17,MYB17 myb domain protein 17 Phvul.008G067300
AtMYB17,MYB17 myb domain protein 17 Phvul.008G067300

0 Protein of unknown function (DUF674) Phvul.008G110100
0 Protein of unknown function (DUF674) Phvul.008G110100
0 Protein of unknown function (DUF674) Phvul.008G110100
0 Protein of unknown function (DUF674) Phvul.008G110100
0 Protein of unknown function (DUF674) Phvul.008G110200
0 Protein of unknown function (DUF674) Phvul.008G110200
0 Protein of unknown function (DUF674) Phvul.008G110200
0 Protein of unknown function (DUF674) Phvul.008G110200
0 Protein of unknown function (DUF674) Phvul.008G110500
0 Protein of unknown function (DUF674) Phvul.008G110500
0 Protein of unknown function (DUF674) Phvul.008G110500
0 Protein of unknown function (DUF674) Phvul.008G110500
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LUH LEUNIG_homolog Phvul.008G125400
LUH LEUNIG_homolog Phvul.008G125400
LUH LEUNIG_homolog Phvul.008G125400
LUH LEUNIG_homolog Phvul.008G125400

0 Subtilisin-like serine endopeptidase family protein Phvul.008G229100
ATCSLE1,CSLE1 cellulose synthase like E1 Phvul.008G279750
ATCSLE1,CSLE1 cellulose synthase like E1 Phvul.008G279750

0 Zn-dependent exopeptidases superfamily protein Phvul.009G010800
0 Zn-dependent exopeptidases superfamily protein Phvul.009G010800
0 Target SNARE coiled-coil domain protein Phvul.009G034800

ATCKX5,ATCKX6,CKX5 cytokinin oxidase 5 Phvul.009G060200
ATCKX5,ATCKX6,CKX5 cytokinin oxidase 5 Phvul.009G060200
ATCKX5,ATCKX6,CKX5 cytokinin oxidase 5 Phvul.009G060200
ATCKX5,ATCKX6,CKX5 cytokinin oxidase 5 Phvul.009G060200
ATCKX5,ATCKX6,CKX5 cytokinin oxidase 5 Phvul.009G060200
ATCKX5,ATCKX6,CKX5 cytokinin oxidase 5 Phvul.009G060200
ATCKX5,ATCKX6,CKX5 cytokinin oxidase 5 Phvul.009G060200
ATCKX5,ATCKX6,CKX5 cytokinin oxidase 5 Phvul.009G060200
TMT2 tonoplast monosaccharide transporter2 Phvul.009G115500
TMT2 tonoplast monosaccharide transporter2 Phvul.009G115500

0 transferases, transferring glycosyl groups 0
0 transferases, transferring glycosyl groups 0
0 transferases, transferring glycosyl groups 0
0 transferases, transferring glycosyl groups 0

COB COBRA-like extracellular glycosyl-phosphatidyl inositol-anchored protein familyPhvul.009G203100
BGAL12 beta-galactosidase 12 Phvul.009G232500
BGAL12 beta-galactosidase 12 Phvul.009G232500
BGAL12 beta-galactosidase 12 Phvul.009G232500
BGAL12 beta-galactosidase 12 Phvul.009G232500
ATOEP16-2,ATOEP16-S Mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family proteinPhvul.009G255100
ATOEP16-2,ATOEP16-S Mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family proteinPhvul.009G255100
ATOEP16-2,ATOEP16-S Mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family proteinPhvul.009G255100
ATOEP16-2,ATOEP16-S Mitochondrial import inner membrane translocase subunit Tim17/Tim22/Tim23 family proteinPhvul.009G255100

0 0 0
0 0 0
0 0 0
0 0 0
0 Disease resistance protein (TIR-NBS-LRR class) family Phvul.010G028900
0 Disease resistance protein (TIR-NBS-LRR class) family Phvul.010G028900
0 Disease resistance protein (TIR-NBS-LRR class) family Phvul.010G028900
0 Disease resistance protein (TIR-NBS-LRR class) family Phvul.010G028900

ATWNK5,WNK5,ZIK1 with no lysine (K) kinase 5 Phvul.010G067900
ATWNK5,WNK5,ZIK1 with no lysine (K) kinase 5 Phvul.010G067900

Page 604 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

ATWNK5,WNK5,ZIK1 with no lysine (K) kinase 5 Phvul.010G067900
ATWNK5,WNK5,ZIK1 with no lysine (K) kinase 5 Phvul.010G067900
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
ATPEX16,PEX16,SSE,SSE1 shrunken seed protein (SSE1) Phvul.010G089200
OLD5,QS,SUFE3 quinolinate synthase Phvul.010G094450
OLD5,QS,SUFE3 quinolinate synthase Phvul.010G094450
OLD5,QS,SUFE3 quinolinate synthase Phvul.010G094450
OLD5,QS,SUFE3 quinolinate synthase Phvul.010G094450
ATSAC1 Phosphoinositide phosphatase family protein Phvul.011G001200
ATSAC1 Phosphoinositide phosphatase family protein Phvul.011G001200
ATSAC1 Phosphoinositide phosphatase family protein Phvul.011G001200
ATSAC1 Phosphoinositide phosphatase family protein Phvul.011G001200
ATSAC1 Phosphoinositide phosphatase family protein Phvul.011G001200
ATSAC1 Phosphoinositide phosphatase family protein Phvul.011G001200
ATSAC1 Phosphoinositide phosphatase family protein Phvul.011G001200
ATSAC1 Phosphoinositide phosphatase family protein Phvul.011G001200

0 0 Phvul.011G004200
SIB1 sigma factor binding protein 1 Phvul.011G203450
SIB1 sigma factor binding protein 1 Phvul.011G203450
SIB1 sigma factor binding protein 1 Phvul.011G203450
SIB1 sigma factor binding protein 1 Phvul.011G203450

0 C2 calcium/lipid-binding and GRAM domain containing proteinPhvul.L001679
0 C2 calcium/lipid-binding and GRAM domain containing proteinPhvul.L001679
0 CCCH-type zinc fingerfamily protein with RNA-binding domainPhvul.L002537
0 CCCH-type zinc fingerfamily protein with RNA-binding domainPhvul.L002537

AAC2 ADP/ATP carrier 2 Phvul.L009843
AAC2 ADP/ATP carrier 2 Phvul.L009843
AAC2 ADP/ATP carrier 2 Phvul.L009843
AAC2 ADP/ATP carrier 2 Phvul.L009843
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Do not distribute

Annot_deflineIDENTIFIER NAME DESCRIPTION
K10882 - crossover junction endonuclease EME1 (EME1, MMS4)  (1 of 1)Phvul.002G267400Cell cycle organisation.mitosis and meiosis.meiotic recombination.meiotic crossover.class II interference-insensitive crossover pathway.MUS81-dependent pathway.MUS81-EME1 Holliday junction cleavage heterodimer.component EME1component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
K10882 - crossover junction endonuclease EME1 (EME1, MMS4)  (1 of 1)Phvul.002G267400Cell cycle organisation.mitosis and meiosis.meiotic recombination.meiotic crossover.class II interference-insensitive crossover pathway.MUS81-dependent pathway.MUS81-EME1 Holliday junction cleavage heterodimer.component EME1component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
PF06075 - Plant protein of unknown function (DUF936) (DUF936)  (1 of 7)Phvul.002G071800Cytoskeleton organisation.microtubular network.microtubule dynamics.cortical microtubule organisation.regulatory protein (CORD)regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
PF06075 - Plant protein of unknown function (DUF936) (DUF936)  (1 of 7)Phvul.002G071800Cytoskeleton organisation.microtubular network.microtubule dynamics.cortical microtubule organisation.regulatory protein (CORD)regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
PF06075 - Plant protein of unknown function (DUF936) (DUF936)  (1 of 7)Phvul.002G071800Cytoskeleton organisation.microtubular network.microtubule dynamics.cortical microtubule organisation.regulatory protein (CORD)regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
PF06075 - Plant protein of unknown function (DUF936) (DUF936)  (1 of 7)Phvul.002G071800Cytoskeleton organisation.microtubular network.microtubule dynamics.cortical microtubule organisation.regulatory protein (CORD)regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
PTHR33917:SF1 - PROTEIN EXECUTER 1, CHLOROPLASTIC (1 of 2)Phvul.006G201700not assigned.annotated (original description: pacid=37173374 transcript=Phvul.006G201700.1 locus=Phvul.006G201700 ID=Phvul.006G201700.1.v2.1 annot-version=v2.1) & Protein EXECUTER 1, chloroplastic OS=Arabidopsis thaliana (sp|q93yw0|exec1_arath : 424.0)
PTHR13600:SF12 - LEUCINE CARBOXYL METHYLTRANSFERASE (1 of 1)Phvul.009G057800not assigned.not annotated no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
PTHR13600:SF12 - LEUCINE CARBOXYL METHYLTRANSFERASE (1 of 1)Phvul.009G057800not assigned.not annotated no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
PTHR10766:SF46 - ENDOMEMBRANE FAMILY PROTEIN 70 (1 of 3)Phvul.009G086800not assigned.annotated (original description: pacid=37151360 transcript=Phvul.009G086800.1 locus=Phvul.009G086800 ID=Phvul.009G086800.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 9 OS=Arabidopsis thaliana (sp|q9c5n2|tmn9_arath : 972.0)
PTHR22849//PTHR22849:SF37 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G116400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
PTHR22849//PTHR22849:SF37 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G116400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
PTHR22849//PTHR22849:SF37 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G116400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
PTHR22849//PTHR22849:SF37 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G116400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
1.17.1.4 - Xanthine dehydrogenase / Xanthine/NAD(+) oxidoreductase (1 of 1)Phvul.L009543Redox homeostasis.reactive oxygen generation.xanthine dehydrogenasexanthine dehydrogenase (original description: pacid=37178944 transcript=Phvul.L009543.1 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1) &
1.17.1.4 - Xanthine dehydrogenase / Xanthine/NAD(+) oxidoreductase (1 of 1)Phvul.L009543Redox homeostasis.reactive oxygen generation.xanthine dehydrogenasexanthine dehydrogenase (original description: pacid=37178944 transcript=Phvul.L009543.1 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1) &
1.17.1.4 - Xanthine dehydrogenase / Xanthine/NAD(+) oxidoreductase (1 of 1)Phvul.L009543Redox homeostasis.reactive oxygen generation.xanthine dehydrogenasexanthine dehydrogenase (original description: pacid=37178944 transcript=Phvul.L009543.1 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1) &
1.17.1.4 - Xanthine dehydrogenase / Xanthine/NAD(+) oxidoreductase (1 of 1)Phvul.L009543Redox homeostasis.reactive oxygen generation.xanthine dehydrogenasexanthine dehydrogenase (original description: pacid=37178944 transcript=Phvul.L009543.1 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1) &
PTHR22952//PTHR22952:SF113 - CAMP-RESPONSE ELEMENT BINDING PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.001G077200RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP9|10|25)transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
PTHR22952//PTHR22952:SF113 - CAMP-RESPONSE ELEMENT BINDING PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.001G077200RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP9|10|25)transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
PTHR22952//PTHR22952:SF113 - CAMP-RESPONSE ELEMENT BINDING PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.001G077200RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP9|10|25)transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
PTHR22952//PTHR22952:SF113 - CAMP-RESPONSE ELEMENT BINDING PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.001G077200RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP9|10|25)transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
PTHR11183//PTHR11183:SF54 - GLYCOGENIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G215300Carbohydrate metabolism.oligosaccharide metabolism.galactinol synthasegalactinol synthase (original description: pacid=37168454 transcript=Phvul.001G215300.2 locus=Phvul.001G215300 ID=Phvul.001G215300.2.v2.1 annot-version=v2.1) &
PTHR11183//PTHR11183:SF54 - GLYCOGENIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G215300Carbohydrate metabolism.oligosaccharide metabolism.galactinol synthasegalactinol synthase (original description: pacid=37168454 transcript=Phvul.001G215300.2 locus=Phvul.001G215300 ID=Phvul.001G215300.2.v2.1 annot-version=v2.1) &
PTHR11183//PTHR11183:SF54 - GLYCOGENIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G215300Carbohydrate metabolism.oligosaccharide metabolism.galactinol synthasegalactinol synthase (original description: pacid=37168454 transcript=Phvul.001G215300.2 locus=Phvul.001G215300 ID=Phvul.001G215300.2.v2.1 annot-version=v2.1) &
PTHR11183//PTHR11183:SF54 - GLYCOGENIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G215300Carbohydrate metabolism.oligosaccharide metabolism.galactinol synthasegalactinol synthase (original description: pacid=37168454 transcript=Phvul.001G215300.2 locus=Phvul.001G215300 ID=Phvul.001G215300.2.v2.1 annot-version=v2.1) &
K10882 - crossover junction endonuclease EME1 (EME1, MMS4)  (1 of 1)Phvul.002G267400Cell cycle organisation.mitosis and meiosis.meiotic recombination.meiotic crossover.class II interference-insensitive crossover pathway.MUS81-dependent pathway.MUS81-EME1 Holliday junction cleavage heterodimer.component EME1component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
K10882 - crossover junction endonuclease EME1 (EME1, MMS4)  (1 of 1)Phvul.002G267400Cell cycle organisation.mitosis and meiosis.meiotic recombination.meiotic crossover.class II interference-insensitive crossover pathway.MUS81-dependent pathway.MUS81-EME1 Holliday junction cleavage heterodimer.component EME1component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
K10882 - crossover junction endonuclease EME1 (EME1, MMS4)  (1 of 1)Phvul.002G267400Cell cycle organisation.mitosis and meiosis.meiotic recombination.meiotic crossover.class II interference-insensitive crossover pathway.MUS81-dependent pathway.MUS81-EME1 Holliday junction cleavage heterodimer.component EME1component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
K10882 - crossover junction endonuclease EME1 (EME1, MMS4)  (1 of 1)Phvul.002G267400Cell cycle organisation.mitosis and meiosis.meiotic recombination.meiotic crossover.class II interference-insensitive crossover pathway.MUS81-dependent pathway.MUS81-EME1 Holliday junction cleavage heterodimer.component EME1component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
PTHR11062:SF81 - BETA-1,4-XYLOSYLTRANSFERASE IRX10L-RELATED (1 of 2)Phvul.002G281100Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX10)xylosyltransferase (IRX10) (original description: pacid=37175022 transcript=Phvul.002G281100.1 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1) &
PTHR11062:SF81 - BETA-1,4-XYLOSYLTRANSFERASE IRX10L-RELATED (1 of 2)Phvul.002G281100Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX10)xylosyltransferase (IRX10) (original description: pacid=37175022 transcript=Phvul.002G281100.1 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1) &
PTHR11062:SF81 - BETA-1,4-XYLOSYLTRANSFERASE IRX10L-RELATED (1 of 2)Phvul.002G281100Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX10)xylosyltransferase (IRX10) (original description: pacid=37175022 transcript=Phvul.002G281100.1 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1) &
PTHR11062:SF81 - BETA-1,4-XYLOSYLTRANSFERASE IRX10L-RELATED (1 of 2)Phvul.002G281100Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX10)xylosyltransferase (IRX10) (original description: pacid=37175022 transcript=Phvul.002G281100.1 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1) &
PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G044900not assigned.annotated (original description: pacid=37161946 transcript=Phvul.004G044900.1 locus=Phvul.004G044900 ID=Phvul.004G044900.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 499.0)
PF15365 - Proline-rich nuclear receptor coactivator (PNRC)  (1 of 5)Phvul.006G158900not assigned.not annotated no hits & (original description: pacid=37174157 transcript=Phvul.006G158900.1 locus=Phvul.006G158900 ID=Phvul.006G158900.1.v2.1 annot-version=v2.1)
KOG1947 - Leucine rich repeat proteins, some proteins contain F-box (1 of 39)Phvul.008G071966not assigned.not annotated no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
KOG1947 - Leucine rich repeat proteins, some proteins contain F-box (1 of 39)Phvul.008G071966not assigned.not annotated no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
KOG1947 - Leucine rich repeat proteins, some proteins contain F-box (1 of 39)Phvul.008G071966not assigned.not annotated no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
KOG1947 - Leucine rich repeat proteins, some proteins contain F-box (1 of 39)Phvul.008G071966not assigned.not annotated no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110200not assigned.not annotated no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110500not assigned.not annotated no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
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PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR12663:SF7 - ARM REPEAT SUPERFAMILY PROTEIN (1 of 1)Phvul.008G163350Cell cycle organisation.mitosis and meiosis.sister chromatid separation.cohesin establishment.cohesin cofactor (PDS5)cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
PTHR13600:SF12 - LEUCINE CARBOXYL METHYLTRANSFERASE (1 of 1)Phvul.009G057800not assigned.not annotated no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
PTHR13600:SF12 - LEUCINE CARBOXYL METHYLTRANSFERASE (1 of 1)Phvul.009G057800not assigned.not annotated no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
PTHR13600:SF12 - LEUCINE CARBOXYL METHYLTRANSFERASE (1 of 1)Phvul.009G057800not assigned.not annotated no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
PTHR13600:SF12 - LEUCINE CARBOXYL METHYLTRANSFERASE (1 of 1)Phvul.009G057800not assigned.not annotated no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)

0 Phvul.010G058700not assigned.not annotated no hits & (original description: pacid=37142098 transcript=Phvul.010G058700.1 locus=Phvul.010G058700 ID=Phvul.010G058700.1.v2.1 annot-version=v2.1)
0 Phvul.010G058700not assigned.not annotated no hits & (original description: pacid=37142098 transcript=Phvul.010G058700.1 locus=Phvul.010G058700 ID=Phvul.010G058700.1.v2.1 annot-version=v2.1)

PF01094 - Receptor family ligand binding region (ANF_receptor)  (1 of 1)Phvul.001G022400Solute transport.channels.ligand-gated cation channel (GLR)ligand-gated cation channel (GLR) (original description: pacid=37169107 transcript=Phvul.001G022400.1 locus=Phvul.001G022400 ID=Phvul.001G022400.1.v2.1 annot-version=v2.1) &
PF01094 - Receptor family ligand binding region (ANF_receptor)  (1 of 1)Phvul.001G022400Solute transport.channels.ligand-gated cation channel (GLR)ligand-gated cation channel (GLR) (original description: pacid=37169107 transcript=Phvul.001G022400.1 locus=Phvul.001G022400 ID=Phvul.001G022400.1.v2.1 annot-version=v2.1) &
PTHR22952//PTHR22952:SF113 - CAMP-RESPONSE ELEMENT BINDING PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.001G077200RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP9|10|25)transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
PTHR22952//PTHR22952:SF113 - CAMP-RESPONSE ELEMENT BINDING PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.001G077200RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP9|10|25)transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
K12446 - L-arabinokinase (E2.7.1.46)  (1 of 1)Phvul.001G077700Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-L-arabinose biosynthesis.salvage biosynthesis.L-arabinose kinaseL-arabinose kinase (original description: pacid=37168452 transcript=Phvul.001G077700.1 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1) &
K12446 - L-arabinokinase (E2.7.1.46)  (1 of 1)Phvul.001G077700Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-L-arabinose biosynthesis.salvage biosynthesis.L-arabinose kinaseL-arabinose kinase (original description: pacid=37168452 transcript=Phvul.001G077700.1 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1) &
PTHR11937:SF37 - ACTIN-RELATED PROTEIN 2 (1 of 6)Phvul.001G086466not assigned.annotated (original description: pacid=37168999 transcript=Phvul.001G086466.1 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Oryza sativa subsp. japonica (sp|q6z256|arp2_orysj : 226.0)
PTHR11937:SF37 - ACTIN-RELATED PROTEIN 2 (1 of 6)Phvul.001G086466not assigned.annotated (original description: pacid=37168999 transcript=Phvul.001G086466.1 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Oryza sativa subsp. japonica (sp|q6z256|arp2_orysj : 226.0)
PTHR11937:SF37 - ACTIN-RELATED PROTEIN 2 (1 of 6)Phvul.001G086466not assigned.annotated (original description: pacid=37168999 transcript=Phvul.001G086466.1 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Oryza sativa subsp. japonica (sp|q6z256|arp2_orysj : 226.0)
PTHR11937:SF37 - ACTIN-RELATED PROTEIN 2 (1 of 6)Phvul.001G086466not assigned.annotated (original description: pacid=37168999 transcript=Phvul.001G086466.1 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Oryza sativa subsp. japonica (sp|q6z256|arp2_orysj : 226.0)
K17260 - actin-related protein 2 (ACTR2, ARP2)  (1 of 4)Phvul.001G089600not assigned.annotated (original description: pacid=37170199 transcript=Phvul.001G089600.1 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Arabidopsis thaliana (sp|q9lsd6|arp2_arath : 174.0)
K17260 - actin-related protein 2 (ACTR2, ARP2)  (1 of 4)Phvul.001G089600not assigned.annotated (original description: pacid=37170199 transcript=Phvul.001G089600.1 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Arabidopsis thaliana (sp|q9lsd6|arp2_arath : 174.0)
K17260 - actin-related protein 2 (ACTR2, ARP2)  (1 of 4)Phvul.001G089600not assigned.annotated (original description: pacid=37170199 transcript=Phvul.001G089600.1 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Arabidopsis thaliana (sp|q9lsd6|arp2_arath : 174.0)
K17260 - actin-related protein 2 (ACTR2, ARP2)  (1 of 4)Phvul.001G089600not assigned.annotated (original description: pacid=37170199 transcript=Phvul.001G089600.1 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Arabidopsis thaliana (sp|q9lsd6|arp2_arath : 174.0)
PTHR31719:SF11 - NAC DOMAIN-CONTAINING PROTEIN 94-RELATED (1 of 1)Phvul.001G091100RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37171046 transcript=Phvul.001G091100.1 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1) &
PTHR31719:SF11 - NAC DOMAIN-CONTAINING PROTEIN 94-RELATED (1 of 1)Phvul.001G091100RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37171046 transcript=Phvul.001G091100.1 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1) &
PTHR31719:SF11 - NAC DOMAIN-CONTAINING PROTEIN 94-RELATED (1 of 1)Phvul.001G091100RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37171046 transcript=Phvul.001G091100.1 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1) &
PTHR31719:SF11 - NAC DOMAIN-CONTAINING PROTEIN 94-RELATED (1 of 1)Phvul.001G091100RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37171046 transcript=Phvul.001G091100.1 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1) &
PTHR10277//PTHR10277:SF38 - HOMOCITRATE SYNTHASE-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G121000Amino acid metabolism.degradation.branched-chain amino acid.leucine.hydroxymethylglutaryl-CoA lyasehydroxymethylglutaryl-CoA lyase (original description: pacid=37169998 transcript=Phvul.001G121000.2 locus=Phvul.001G121000 ID=Phvul.001G121000.2.v2.1 annot-version=v2.1) &
PTHR10277//PTHR10277:SF38 - HOMOCITRATE SYNTHASE-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G121000Amino acid metabolism.degradation.branched-chain amino acid.leucine.hydroxymethylglutaryl-CoA lyasehydroxymethylglutaryl-CoA lyase (original description: pacid=37169998 transcript=Phvul.001G121000.2 locus=Phvul.001G121000 ID=Phvul.001G121000.2.v2.1 annot-version=v2.1) &
K05643 - ATP-binding cassette, subfamily A (ABC1), member 3 (ABCA3)  (1 of 1)Phvul.001G131150Solute transport.primary active transport.ABC superfamily.ABC2 family.subfamily ABCA transportersubfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
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Do not distribute

K05643 - ATP-binding cassette, subfamily A (ABC1), member 3 (ABCA3)  (1 of 1)Phvul.001G131150Solute transport.primary active transport.ABC superfamily.ABC2 family.subfamily ABCA transportersubfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
K05643 - ATP-binding cassette, subfamily A (ABC1), member 3 (ABCA3)  (1 of 1)Phvul.001G131150Solute transport.primary active transport.ABC superfamily.ABC2 family.subfamily ABCA transportersubfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
K05643 - ATP-binding cassette, subfamily A (ABC1), member 3 (ABCA3)  (1 of 1)Phvul.001G131150Solute transport.primary active transport.ABC superfamily.ABC2 family.subfamily ABCA transportersubfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
K05643 - ATP-binding cassette, subfamily A (ABC1), member 3 (ABCA3)  (1 of 1)Phvul.001G131150Solute transport.primary active transport.ABC superfamily.ABC2 family.subfamily ABCA transportersubfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
K05643 - ATP-binding cassette, subfamily A (ABC1), member 3 (ABCA3)  (1 of 1)Phvul.001G131150Solute transport.primary active transport.ABC superfamily.ABC2 family.subfamily ABCA transportersubfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
K05643 - ATP-binding cassette, subfamily A (ABC1), member 3 (ABCA3)  (1 of 1)Phvul.001G131150Solute transport.primary active transport.ABC superfamily.ABC2 family.subfamily ABCA transportersubfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
K05643 - ATP-binding cassette, subfamily A (ABC1), member 3 (ABCA3)  (1 of 1)Phvul.001G131150Solute transport.primary active transport.ABC superfamily.ABC2 family.subfamily ABCA transportersubfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
PF03110 - SBP domain (SBP)  (1 of 23)Phvul.001G141000RNA biosynthesis.transcriptional regulation.transcription factor (SBP)transcription factor (SBP) (original description: pacid=37170682 transcript=Phvul.001G141000.1 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1) &
PF03110 - SBP domain (SBP)  (1 of 23)Phvul.001G141000RNA biosynthesis.transcriptional regulation.transcription factor (SBP)transcription factor (SBP) (original description: pacid=37170682 transcript=Phvul.001G141000.1 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1) &
PF03110 - SBP domain (SBP)  (1 of 23)Phvul.001G141000RNA biosynthesis.transcriptional regulation.transcription factor (SBP)transcription factor (SBP) (original description: pacid=37170682 transcript=Phvul.001G141000.1 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1) &
PF03110 - SBP domain (SBP)  (1 of 23)Phvul.001G141000RNA biosynthesis.transcriptional regulation.transcription factor (SBP)transcription factor (SBP) (original description: pacid=37170682 transcript=Phvul.001G141000.1 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1) &
2.7.7.2 - FAD synthetase / FMN adenylyltransferase (1 of 2)Phvul.001G179700not assigned.not annotated no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
2.7.7.2 - FAD synthetase / FMN adenylyltransferase (1 of 2)Phvul.001G179700not assigned.not annotated no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
2.7.7.2 - FAD synthetase / FMN adenylyltransferase (1 of 2)Phvul.001G179700not assigned.not annotated no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
2.7.7.2 - FAD synthetase / FMN adenylyltransferase (1 of 2)Phvul.001G179700not assigned.not annotated no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
2.7.7.2 - FAD synthetase / FMN adenylyltransferase (1 of 2)Phvul.001G179700not assigned.not annotated no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PF03126 - Plus-3 domain (Plus-3)  (1 of 10)Phvul.002G042000Multi-process regulation.circadian clock system.morning element regulation.repression factor (TZP)TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
PTHR10438:SF278 - THIOREDOXIN H7-RELATED (1 of 4)Phvul.002G068200Redox homeostasis.cytosol/mitochondrion/nucleus redox homeostasis.H-type thioredoxinH-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
PTHR10438:SF278 - THIOREDOXIN H7-RELATED (1 of 4)Phvul.002G068200Redox homeostasis.cytosol/mitochondrion/nucleus redox homeostasis.H-type thioredoxinH-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
PF06075 - Plant protein of unknown function (DUF936) (DUF936)  (1 of 7)Phvul.002G071800Cytoskeleton organisation.microtubular network.microtubule dynamics.cortical microtubule organisation.regulatory protein (CORD)regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
PF06075 - Plant protein of unknown function (DUF936) (DUF936)  (1 of 7)Phvul.002G071800Cytoskeleton organisation.microtubular network.microtubule dynamics.cortical microtubule organisation.regulatory protein (CORD)regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
3.4.24.23 - Matrilysin / Uterine metalloendopeptidase (1 of 2)Phvul.002G076600Protein homeostasis.proteolysis.metallopeptidase activities.M10-class metalloprotease (Matrixin)Matrixin-type metalloprotease (original description: pacid=37178704 transcript=Phvul.002G076600.1 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1) &
3.4.24.23 - Matrilysin / Uterine metalloendopeptidase (1 of 2)Phvul.002G076600Protein homeostasis.proteolysis.metallopeptidase activities.M10-class metalloprotease (Matrixin)Matrixin-type metalloprotease (original description: pacid=37178704 transcript=Phvul.002G076600.1 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1) &
3.4.24.23 - Matrilysin / Uterine metalloendopeptidase (1 of 2)Phvul.002G076600Protein homeostasis.proteolysis.metallopeptidase activities.M10-class metalloprotease (Matrixin)Matrixin-type metalloprotease (original description: pacid=37178704 transcript=Phvul.002G076600.1 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1) &
3.4.24.23 - Matrilysin / Uterine metalloendopeptidase (1 of 2)Phvul.002G076600Protein homeostasis.proteolysis.metallopeptidase activities.M10-class metalloprotease (Matrixin)Matrixin-type metalloprotease (original description: pacid=37178704 transcript=Phvul.002G076600.1 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1) &
PTHR10110:SF86 - SODIUM/HYDROGEN EXCHANGER 7-RELATED (1 of 1)Phvul.002G185150External stimuli response.salinity.SOS (Salt Overly Sensitive) signalling pathway.sodium:proton antiporter (SOS1)sodium:proton antiporter (SOS1) (original description: pacid=37177088 transcript=Phvul.002G185150.5 locus=Phvul.002G185150 ID=Phvul.002G185150.5.v2.1 annot-version=v2.1) &
PTHR10110:SF86 - SODIUM/HYDROGEN EXCHANGER 7-RELATED (1 of 1)Phvul.002G185150External stimuli response.salinity.SOS (Salt Overly Sensitive) signalling pathway.sodium:proton antiporter (SOS1)sodium:proton antiporter (SOS1) (original description: pacid=37177088 transcript=Phvul.002G185150.5 locus=Phvul.002G185150 ID=Phvul.002G185150.5.v2.1 annot-version=v2.1) &
PTHR10110:SF86 - SODIUM/HYDROGEN EXCHANGER 7-RELATED (1 of 1)Phvul.002G185150External stimuli response.salinity.SOS (Salt Overly Sensitive) signalling pathway.sodium:proton antiporter (SOS1)sodium:proton antiporter (SOS1) (original description: pacid=37177088 transcript=Phvul.002G185150.5 locus=Phvul.002G185150 ID=Phvul.002G185150.5.v2.1 annot-version=v2.1) &
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2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G304500Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (PERK-related)protein kinase (PERK-related) (original description: pacid=37174973 transcript=Phvul.002G304500.1 locus=Phvul.002G304500 ID=Phvul.002G304500.1.v2.1 annot-version=v2.1) &
PTHR23336:SF14 - CW-TYPE ZINC-FINGER PROTEIN (1 of 3)Phvul.003G103100not assigned.not annotated no hits & (original description: pacid=37147291 transcript=Phvul.003G103100.2 locus=Phvul.003G103100 ID=Phvul.003G103100.2.v2.1 annot-version=v2.1)
PTHR23336:SF14 - CW-TYPE ZINC-FINGER PROTEIN (1 of 3)Phvul.003G103100not assigned.not annotated no hits & (original description: pacid=37147291 transcript=Phvul.003G103100.2 locus=Phvul.003G103100 ID=Phvul.003G103100.2.v2.1 annot-version=v2.1)
PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G044800not assigned.annotated (original description: pacid=37161823 transcript=Phvul.004G044800.1 locus=Phvul.004G044800 ID=Phvul.004G044800.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 539.0)
PF01535 - PPR repeat (PPR)  (1 of 425)Phvul.004G106000not assigned.annotated (original description: pacid=37161859 transcript=Phvul.004G106000.1 locus=Phvul.004G106000 ID=Phvul.004G106000.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g21190 OS=Arabidopsis thaliana (sp|q8lg95|pp332_arath : 310.0)
PTHR11689:SF91 - CHLORIDE CHANNEL PROTEIN CLC-C (1 of 1)Phvul.004G133400Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37162620 transcript=Phvul.004G133400.1 locus=Phvul.004G133400 ID=Phvul.004G133400.1.v2.1 annot-version=v2.1) &
PTHR11689:SF91 - CHLORIDE CHANNEL PROTEIN CLC-C (1 of 1)Phvul.004G133400Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37162620 transcript=Phvul.004G133400.1 locus=Phvul.004G133400 ID=Phvul.004G133400.1.v2.1 annot-version=v2.1) &
PTHR10438:SF227 - THIOREDOXIN-LIKE 2-1, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G176700Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
PTHR10438:SF227 - THIOREDOXIN-LIKE 2-1, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G176700Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
PTHR10438:SF227 - THIOREDOXIN-LIKE 2-1, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G176700Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
PTHR10438:SF227 - THIOREDOXIN-LIKE 2-1, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G176700Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
PF12609 - Wound-induced protein (DUF3774)  (1 of 13)Phvul.005G087300not assigned.not annotated no hits & (original description: pacid=37154279 transcript=Phvul.005G087300.1 locus=Phvul.005G087300 ID=Phvul.005G087300.1.v2.1 annot-version=v2.1)
K01061 - carboxymethylenebutenolidase (E3.1.1.45)  (1 of 3)Phvul.005G116100not assigned.not annotated no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
K01061 - carboxymethylenebutenolidase (E3.1.1.45)  (1 of 3)Phvul.005G116100not assigned.not annotated no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
K01061 - carboxymethylenebutenolidase (E3.1.1.45)  (1 of 3)Phvul.005G116100not assigned.not annotated no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
K01061 - carboxymethylenebutenolidase (E3.1.1.45)  (1 of 3)Phvul.005G116100not assigned.not annotated no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
K14972 - PAX-interacting protein 1 (PAXIP1, PTIP)  (1 of 2)Phvul.005G180200RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED15component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37153200 transcript=Phvul.005G180200.1 locus=Phvul.005G180200 ID=Phvul.005G180200.1.v2.1 annot-version=v2.1) &
K14972 - PAX-interacting protein 1 (PAXIP1, PTIP)  (1 of 2)Phvul.005G180200RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED15component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37153200 transcript=Phvul.005G180200.1 locus=Phvul.005G180200 ID=Phvul.005G180200.1.v2.1 annot-version=v2.1) &
PTHR11595:SF24 - ELONGATION FACTOR 1-BETA 1-RELATED (1 of 2)Phvul.006G019800Protein biosynthesis.translation elongation.eEF1 aminoacyl-tRNA binding factor activity.eEF1B eEF1A-GDP-recycling complex.component eEF1B-beta/-deltacomponent eEF1B-beta/-delta of eEF1B eEF1A-GDP-recycling complex (original description: pacid=37172334 transcript=Phvul.006G019800.1 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1) &
PTHR11595:SF24 - ELONGATION FACTOR 1-BETA 1-RELATED (1 of 2)Phvul.006G019800Protein biosynthesis.translation elongation.eEF1 aminoacyl-tRNA binding factor activity.eEF1B eEF1A-GDP-recycling complex.component eEF1B-beta/-deltacomponent eEF1B-beta/-delta of eEF1B eEF1A-GDP-recycling complex (original description: pacid=37172334 transcript=Phvul.006G019800.1 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1) &
PTHR11595:SF24 - ELONGATION FACTOR 1-BETA 1-RELATED (1 of 2)Phvul.006G019800Protein biosynthesis.translation elongation.eEF1 aminoacyl-tRNA binding factor activity.eEF1B eEF1A-GDP-recycling complex.component eEF1B-beta/-deltacomponent eEF1B-beta/-delta of eEF1B eEF1A-GDP-recycling complex (original description: pacid=37172334 transcript=Phvul.006G019800.1 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1) &
PTHR11595:SF24 - ELONGATION FACTOR 1-BETA 1-RELATED (1 of 2)Phvul.006G019800Protein biosynthesis.translation elongation.eEF1 aminoacyl-tRNA binding factor activity.eEF1B eEF1A-GDP-recycling complex.component eEF1B-beta/-deltacomponent eEF1B-beta/-delta of eEF1B eEF1A-GDP-recycling complex (original description: pacid=37172334 transcript=Phvul.006G019800.1 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1) &
PTHR19241:SF169 - ABC TRANSPORTER G FAMILY MEMBER 31 (1 of 2)Phvul.006G067700Solute transport.primary active transport.ABC superfamily.ABC2 family.subfamily ABCG transportersubfamily ABCG transporter (original description: pacid=37172897 transcript=Phvul.006G067700.1 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1) &
PTHR19241:SF169 - ABC TRANSPORTER G FAMILY MEMBER 31 (1 of 2)Phvul.006G067700Solute transport.primary active transport.ABC superfamily.ABC2 family.subfamily ABCG transportersubfamily ABCG transporter (original description: pacid=37172897 transcript=Phvul.006G067700.1 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1) &
PTHR19241:SF169 - ABC TRANSPORTER G FAMILY MEMBER 31 (1 of 2)Phvul.006G067700Solute transport.primary active transport.ABC superfamily.ABC2 family.subfamily ABCG transportersubfamily ABCG transporter (original description: pacid=37172897 transcript=Phvul.006G067700.1 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1) &
PTHR19241:SF169 - ABC TRANSPORTER G FAMILY MEMBER 31 (1 of 2)Phvul.006G067700Solute transport.primary active transport.ABC superfamily.ABC2 family.subfamily ABCG transportersubfamily ABCG transporter (original description: pacid=37172897 transcript=Phvul.006G067700.1 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1) &
PF14365 - Domain of unknown function (DUF4409) (DUF4409)  (1 of 17)Phvul.006G106900not assigned.not annotated no hits & (original description: pacid=37172094 transcript=Phvul.006G106900.2 locus=Phvul.006G106900 ID=Phvul.006G106900.2.v2.1 annot-version=v2.1)
PF14365 - Domain of unknown function (DUF4409) (DUF4409)  (1 of 17)Phvul.006G106900not assigned.not annotated no hits & (original description: pacid=37172094 transcript=Phvul.006G106900.2 locus=Phvul.006G106900 ID=Phvul.006G106900.2.v2.1 annot-version=v2.1)
PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)Phvul.006G137200not assigned.not annotated no hits & (original description: pacid=37171658 transcript=Phvul.006G137200.3 locus=Phvul.006G137200 ID=Phvul.006G137200.3.v2.1 annot-version=v2.1)
PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)Phvul.006G137200not assigned.not annotated no hits & (original description: pacid=37171658 transcript=Phvul.006G137200.3 locus=Phvul.006G137200 ID=Phvul.006G137200.3.v2.1 annot-version=v2.1)
PTHR10992:SF752 - ALPHA/BETA-HYDROLASE-LIKE PROTEIN (1 of 1)Phvul.007G113800Coenzyme metabolism.tetrapyrrol biosynthesis.chlorophyll metabolism.chlorophyll breakdown.chlorophyll dephytylase (CLD)chlorophyll dephytylase (CLD) (original description: pacid=37167252 transcript=Phvul.007G113800.1 locus=Phvul.007G113800 ID=Phvul.007G113800.1.v2.1 annot-version=v2.1) &
PTHR10992:SF752 - ALPHA/BETA-HYDROLASE-LIKE PROTEIN (1 of 1)Phvul.007G113800Coenzyme metabolism.tetrapyrrol biosynthesis.chlorophyll metabolism.chlorophyll breakdown.chlorophyll dephytylase (CLD)chlorophyll dephytylase (CLD) (original description: pacid=37167252 transcript=Phvul.007G113800.1 locus=Phvul.007G113800 ID=Phvul.007G113800.1.v2.1 annot-version=v2.1) &
PTHR31375:SF43 - GLYCOSIDE HYDROLASE FAMILY 28 PROTEIN / POLYGALACTURONASE (PECTINASE) FAMILY PROTEIN (1 of 2)Phvul.007G211400Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylasePolygalacturonase At1g48100 OS=Arabidopsis thaliana (sp|q949z1|pglr4_arath : 540.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 205.1) (original description: pacid=37166776 transcript=Phvul.007G211400.1 locus=Phvul.007G211400 ID=Phvul.007G211400.1.v2.1 annot-version=v2.1) &
PTHR31375:SF43 - GLYCOSIDE HYDROLASE FAMILY 28 PROTEIN / POLYGALACTURONASE (PECTINASE) FAMILY PROTEIN (1 of 2)Phvul.007G211400Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylasePolygalacturonase At1g48100 OS=Arabidopsis thaliana (sp|q949z1|pglr4_arath : 540.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 205.1) (original description: pacid=37166776 transcript=Phvul.007G211400.1 locus=Phvul.007G211400 ID=Phvul.007G211400.1.v2.1 annot-version=v2.1) &
K14488 - SAUR family protein (SAUR)  (1 of 75)Phvul.007G219400not assigned.not annotated no hits & (original description: pacid=37166206 transcript=Phvul.007G219400.1 locus=Phvul.007G219400 ID=Phvul.007G219400.1.v2.1 annot-version=v2.1)
K14488 - SAUR family protein (SAUR)  (1 of 75)Phvul.007G219400not assigned.not annotated no hits & (original description: pacid=37166206 transcript=Phvul.007G219400.1 locus=Phvul.007G219400 ID=Phvul.007G219400.1.v2.1 annot-version=v2.1)
KOG1947 - Leucine rich repeat proteins, some proteins contain F-box (1 of 39)Phvul.008G071966not assigned.not annotated no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
KOG1947 - Leucine rich repeat proteins, some proteins contain F-box (1 of 39)Phvul.008G071966not assigned.not annotated no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)

0 Phvul.008G107300not assigned.not annotated no hits & (original description: pacid=37160112 transcript=Phvul.008G107300.1 locus=Phvul.008G107300 ID=Phvul.008G107300.1.v2.1 annot-version=v2.1)
0 Phvul.008G107300not assigned.not annotated no hits & (original description: pacid=37160112 transcript=Phvul.008G107300.1 locus=Phvul.008G107300 ID=Phvul.008G107300.1.v2.1 annot-version=v2.1)

K08081 - Tropinone reductase 1 (TR1)  (1 of 15)Phvul.008G115900Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 403.8) & Tropinone reductase homolog OS=Datura stramonium (sp|p50165|trnh_datst : 311.0) (original description: pacid=37158053 transcript=Phvul.008G115900.1 locus=Phvul.008G115900 ID=Phvul.008G115900.1.v2.1 annot-version=v2.1) &
K08081 - Tropinone reductase 1 (TR1)  (1 of 15)Phvul.008G115900Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 403.8) & Tropinone reductase homolog OS=Datura stramonium (sp|p50165|trnh_datst : 311.0) (original description: pacid=37158053 transcript=Phvul.008G115900.1 locus=Phvul.008G115900 ID=Phvul.008G115900.1.v2.1 annot-version=v2.1) &
PTHR10366:SF369 - CINNAMOYL-COA REDUCTASE-LIKE PROTEIN (1 of 4)Phvul.008G257700not assigned.annotated (original description: pacid=37158298 transcript=Phvul.008G257700.2 locus=Phvul.008G257700 ID=Phvul.008G257700.2.v2.1 annot-version=v2.1) & Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana (sp|q9s9n9|ccr1_arath : 214.0)
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PTHR10366:SF369 - CINNAMOYL-COA REDUCTASE-LIKE PROTEIN (1 of 4)Phvul.008G257700not assigned.annotated (original description: pacid=37158298 transcript=Phvul.008G257700.2 locus=Phvul.008G257700 ID=Phvul.008G257700.2.v2.1 annot-version=v2.1) & Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana (sp|q9s9n9|ccr1_arath : 214.0)
PTHR10366:SF369 - CINNAMOYL-COA REDUCTASE-LIKE PROTEIN (1 of 4)Phvul.008G257700not assigned.annotated (original description: pacid=37158298 transcript=Phvul.008G257700.2 locus=Phvul.008G257700 ID=Phvul.008G257700.2.v2.1 annot-version=v2.1) & Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana (sp|q9s9n9|ccr1_arath : 214.0)
PTHR10366:SF369 - CINNAMOYL-COA REDUCTASE-LIKE PROTEIN (1 of 4)Phvul.008G257700not assigned.annotated (original description: pacid=37158298 transcript=Phvul.008G257700.2 locus=Phvul.008G257700 ID=Phvul.008G257700.2.v2.1 annot-version=v2.1) & Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana (sp|q9s9n9|ccr1_arath : 214.0)
K02259 - cytochrome c oxidase assembly protein subunit 15 (COX15)  (1 of 1)Phvul.008G282700Cellular respiration.oxidative phosphorylation.cytochrome c oxidase complex.accessory assembly components.component COX15component COX15 of cytochrome c oxidase assembly (original description: pacid=37157587 transcript=Phvul.008G282700.1 locus=Phvul.008G282700 ID=Phvul.008G282700.1.v2.1 annot-version=v2.1) &
PTHR10766:SF44 - ENDOMEMBRANE FAMILY PROTEIN 70 (1 of 2)Phvul.008G289600not assigned.annotated (original description: pacid=37158021 transcript=Phvul.008G289600.1 locus=Phvul.008G289600 ID=Phvul.008G289600.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 12 OS=Arabidopsis thaliana (sp|f4jre0|tmn12_arath : 1080.0)
K10295 - F-box protein 9 (FBXO9)  (1 of 1)Phvul.009G127300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.Cullin-based ubiquitylation complexes.SKP1-CUL1-FBX (SCF) E3 ligase complexes.F-BOX substrate adaptor components.component FBXcomponent FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37151972 transcript=Phvul.009G127300.1 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1) &
K10295 - F-box protein 9 (FBXO9)  (1 of 1)Phvul.009G127300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.Cullin-based ubiquitylation complexes.SKP1-CUL1-FBX (SCF) E3 ligase complexes.F-BOX substrate adaptor components.component FBXcomponent FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37151972 transcript=Phvul.009G127300.1 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1) &
K10295 - F-box protein 9 (FBXO9)  (1 of 1)Phvul.009G127300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.Cullin-based ubiquitylation complexes.SKP1-CUL1-FBX (SCF) E3 ligase complexes.F-BOX substrate adaptor components.component FBXcomponent FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37151972 transcript=Phvul.009G127300.1 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1) &
K10295 - F-box protein 9 (FBXO9)  (1 of 1)Phvul.009G127300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.Cullin-based ubiquitylation complexes.SKP1-CUL1-FBX (SCF) E3 ligase complexes.F-BOX substrate adaptor components.component FBXcomponent FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37151972 transcript=Phvul.009G127300.1 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1) &
PTHR11062:SF81 - BETA-1,4-XYLOSYLTRANSFERASE IRX10L-RELATED (1 of 2)Phvul.009G160700Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX10)xylosyltransferase (IRX10) (original description: pacid=37151643 transcript=Phvul.009G160700.1 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1) &
PTHR11062:SF81 - BETA-1,4-XYLOSYLTRANSFERASE IRX10L-RELATED (1 of 2)Phvul.009G160700Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX10)xylosyltransferase (IRX10) (original description: pacid=37151643 transcript=Phvul.009G160700.1 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1) &
PTHR11062:SF81 - BETA-1,4-XYLOSYLTRANSFERASE IRX10L-RELATED (1 of 2)Phvul.009G160700Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX10)xylosyltransferase (IRX10) (original description: pacid=37151643 transcript=Phvul.009G160700.1 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1) &
PTHR11062:SF81 - BETA-1,4-XYLOSYLTRANSFERASE IRX10L-RELATED (1 of 2)Phvul.009G160700Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX10)xylosyltransferase (IRX10) (original description: pacid=37151643 transcript=Phvul.009G160700.1 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1) &
PTHR23155//PTHR23155:SF562 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 7)Phvul.010G064700not assigned.annotated (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
PTHR23155//PTHR23155:SF562 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 7)Phvul.010G064700not assigned.annotated (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
PTHR23155//PTHR23155:SF562 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 7)Phvul.010G064700not assigned.annotated (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
PTHR23155//PTHR23155:SF562 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 7)Phvul.010G064700not assigned.annotated (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
PF00170 - bZIP transcription factor (bZIP_1)  (1 of 66)Phvul.011G047100not assigned.not annotated no hits & (original description: pacid=37157418 transcript=Phvul.011G047100.1 locus=Phvul.011G047100 ID=Phvul.011G047100.1.v2.1 annot-version=v2.1)
PF00170 - bZIP transcription factor (bZIP_1)  (1 of 66)Phvul.011G047100not assigned.not annotated no hits & (original description: pacid=37157418 transcript=Phvul.011G047100.1 locus=Phvul.011G047100 ID=Phvul.011G047100.1.v2.1 annot-version=v2.1)
K08873 - PI-3-kinase-related kinase SMG-1 (SMG1)  (1 of 1)Phvul.011G050300Protein modification.phosphorylation.atypical protein kinase families.protein kinase (PIKK)protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
K08873 - PI-3-kinase-related kinase SMG-1 (SMG1)  (1 of 1)Phvul.011G050300Protein modification.phosphorylation.atypical protein kinase families.protein kinase (PIKK)protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
K08873 - PI-3-kinase-related kinase SMG-1 (SMG1)  (1 of 1)Phvul.011G050300Protein modification.phosphorylation.atypical protein kinase families.protein kinase (PIKK)protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
K08873 - PI-3-kinase-related kinase SMG-1 (SMG1)  (1 of 1)Phvul.011G050300Protein modification.phosphorylation.atypical protein kinase families.protein kinase (PIKK)protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
PTHR11709//PTHR11709:SF78 - MULTI-COPPER OXIDASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.L007343Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37178902 transcript=Phvul.L007343.1 locus=Phvul.L007343 ID=Phvul.L007343.1.v2.1 annot-version=v2.1) &
PTHR11709//PTHR11709:SF78 - MULTI-COPPER OXIDASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.L007343Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37178902 transcript=Phvul.L007343.1 locus=Phvul.L007343 ID=Phvul.L007343.1.v2.1 annot-version=v2.1) &
PTHR31471:SF13 - REMORIN-LIKE PROTEIN (1 of 1)Phvul.001G022700not assigned.not annotated no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
PTHR31471:SF13 - REMORIN-LIKE PROTEIN (1 of 1)Phvul.001G022700not assigned.not annotated no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
3.2.1.153 - Fructan beta-(2,1)-fructosidase / Inulinase (1 of 3)Phvul.001G036800Carbohydrate metabolism.sucrose metabolism.degradation.invertase activities.acid beta-fructofuranosidase (CWIN)acid beta-fructofuranosidase (CWIN) (original description: pacid=37171142 transcript=Phvul.001G036800.1 locus=Phvul.001G036800 ID=Phvul.001G036800.1.v2.1 annot-version=v2.1) &
K13157 - U11/U12 small nuclear ribonucleoprotein 65 kDa protein (RNPC3)  (1 of 2)Phvul.001G100700RNA processing.pre-mRNA splicing.U12-type-intron-specific minor spliceosome.U11/U12 small nuclear ribonucleoprotein particle (snRNP).protein factor (U11/U12-65K)protein factor U11/U12-65K of U11/U12 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37171024 transcript=Phvul.001G100700.2 locus=Phvul.001G100700 ID=Phvul.001G100700.2.v2.1 annot-version=v2.1) &
K13157 - U11/U12 small nuclear ribonucleoprotein 65 kDa protein (RNPC3)  (1 of 2)Phvul.001G100700RNA processing.pre-mRNA splicing.U12-type-intron-specific minor spliceosome.U11/U12 small nuclear ribonucleoprotein particle (snRNP).protein factor (U11/U12-65K)protein factor U11/U12-65K of U11/U12 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37171024 transcript=Phvul.001G100700.2 locus=Phvul.001G100700 ID=Phvul.001G100700.2.v2.1 annot-version=v2.1) &
PF14368 - Probable lipid transfer (LTP_2)  (1 of 66)Phvul.001G153600not assigned.not annotated no hits & (original description: pacid=37169901 transcript=Phvul.001G153600.2 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1)
PF14368 - Probable lipid transfer (LTP_2)  (1 of 66)Phvul.001G153600not assigned.not annotated no hits & (original description: pacid=37169901 transcript=Phvul.001G153600.2 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1)
PF14368 - Probable lipid transfer (LTP_2)  (1 of 66)Phvul.001G153600not assigned.not annotated no hits & (original description: pacid=37169901 transcript=Phvul.001G153600.2 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1)
PF14368 - Probable lipid transfer (LTP_2)  (1 of 66)Phvul.001G153600not assigned.not annotated no hits & (original description: pacid=37169901 transcript=Phvul.001G153600.2 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1)
PTHR18866//PTHR18866:SF99 - CARBOXYLASE:PYRUVATE/ACETYL-COA/PROPIONYL-COA CARBOXYLASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.001G247000Lipid metabolism.fatty acid biosynthesis.acetyl-CoA carboxylation.acetyl-CoA carboxylase regulator (BADC)acetyl-CoA carboxylase regulator (BADC) (original description: pacid=37170160 transcript=Phvul.001G247000.1 locus=Phvul.001G247000 ID=Phvul.001G247000.1.v2.1 annot-version=v2.1) &
PF01357//PF03330 - Pollen allergen (Pollen_allerg_1)  // Rare lipoprotein A (RlpA)-like double-psi beta-barrel (DPBB_1)  (1 of 37)Phvul.002G004100Cell wall organisation.cell wall proteins.expansin activities.beta-like-class expansinbeta-like-class expansin (original description: pacid=37175333 transcript=Phvul.002G004100.1 locus=Phvul.002G004100 ID=Phvul.002G004100.1.v2.1 annot-version=v2.1) &
PTHR23083//PTHR23083:SF443 - TETRATRICOPEPTIDE REPEAT PROTEIN, TPR // SUBFAMILY NOT NAMED (1 of 3)Phvul.002G013866not assigned.annotated (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
PTHR23083//PTHR23083:SF443 - TETRATRICOPEPTIDE REPEAT PROTEIN, TPR // SUBFAMILY NOT NAMED (1 of 3)Phvul.002G013866not assigned.annotated (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
K17619 - magnesium-dependent phosphatase 1 [EC:3.1.3.48 3.1.3.-] (MDP1)  (1 of 2)Phvul.002G212900not assigned.not annotated no hits & (original description: pacid=37177891 transcript=Phvul.002G212900.1 locus=Phvul.002G212900 ID=Phvul.002G212900.1.v2.1 annot-version=v2.1)
PTHR22870:SF24 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MPE11 (1 of 2)Phvul.002G253200not assigned.annotated (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
PTHR22870:SF24 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MPE11 (1 of 2)Phvul.002G253200not assigned.annotated (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
K03456 - serine/threonine-protein phosphatase 2A regulatory subunit A (PPP2R1)  (1 of 3)Phvul.003G029000Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PP2A-class  phosphatase complexes.scaffold component Ascaffold component A of PP2A phosphatase complexes (original description: pacid=37147648 transcript=Phvul.003G029000.2 locus=Phvul.003G029000 ID=Phvul.003G029000.2.v2.1 annot-version=v2.1) &
K03456 - serine/threonine-protein phosphatase 2A regulatory subunit A (PPP2R1)  (1 of 3)Phvul.003G029000Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PP2A-class  phosphatase complexes.scaffold component Ascaffold component A of PP2A phosphatase complexes (original description: pacid=37147648 transcript=Phvul.003G029000.2 locus=Phvul.003G029000 ID=Phvul.003G029000.2.v2.1 annot-version=v2.1) &
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Do not distribute

K00626 - acetyl-CoA C-acetyltransferase (E2.3.1.9, atoB)  (1 of 2)Phvul.003G087600Secondary metabolism.terpenoids.mevalonate pathway.acetyl-CoA C-acyltransferaseacetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
K00626 - acetyl-CoA C-acetyltransferase (E2.3.1.9, atoB)  (1 of 2)Phvul.003G087600Secondary metabolism.terpenoids.mevalonate pathway.acetyl-CoA C-acyltransferaseacetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
K00626 - acetyl-CoA C-acetyltransferase (E2.3.1.9, atoB)  (1 of 2)Phvul.003G087600Secondary metabolism.terpenoids.mevalonate pathway.acetyl-CoA C-acyltransferaseacetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
K00626 - acetyl-CoA C-acetyltransferase (E2.3.1.9, atoB)  (1 of 2)Phvul.003G087600Secondary metabolism.terpenoids.mevalonate pathway.acetyl-CoA C-acyltransferaseacetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
K00626 - acetyl-CoA C-acetyltransferase (E2.3.1.9, atoB)  (1 of 2)Phvul.003G087600Secondary metabolism.terpenoids.mevalonate pathway.acetyl-CoA C-acyltransferaseacetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
K00626 - acetyl-CoA C-acetyltransferase (E2.3.1.9, atoB)  (1 of 2)Phvul.003G087600Secondary metabolism.terpenoids.mevalonate pathway.acetyl-CoA C-acyltransferaseacetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
K00626 - acetyl-CoA C-acetyltransferase (E2.3.1.9, atoB)  (1 of 2)Phvul.003G087600Secondary metabolism.terpenoids.mevalonate pathway.acetyl-CoA C-acyltransferaseacetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
K00626 - acetyl-CoA C-acetyltransferase (E2.3.1.9, atoB)  (1 of 2)Phvul.003G087600Secondary metabolism.terpenoids.mevalonate pathway.acetyl-CoA C-acyltransferaseacetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
K15108 - solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19 (SLC25A19, DNC, TPC1)  (1 of 2)Phvul.003G104200Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
K15108 - solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19 (SLC25A19, DNC, TPC1)  (1 of 2)Phvul.003G104200Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
PTHR22957:SF28 - TBC1 DOMAIN FAMILY MEMBER 5 (1 of 1)Phvul.003G141700Vesicle trafficking.regulation of membrane tethering and fusion.RAB-GTPase-activating protein (RAB-GAP)RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37147484 transcript=Phvul.003G141700.1 locus=Phvul.003G141700 ID=Phvul.003G141700.1.v2.1 annot-version=v2.1) &
PTHR22957:SF28 - TBC1 DOMAIN FAMILY MEMBER 5 (1 of 1)Phvul.003G141700Vesicle trafficking.regulation of membrane tethering and fusion.RAB-GTPase-activating protein (RAB-GAP)RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37147484 transcript=Phvul.003G141700.1 locus=Phvul.003G141700 ID=Phvul.003G141700.1.v2.1 annot-version=v2.1) &
K07374 - tubulin alpha (TUBA)  (1 of 7)Phvul.003G231500Cytoskeleton organisation.microtubular network.alpha-beta-Tubulin heterodimer.component alpha-Tubulincomponent alpha-Tubulin of alpha-beta-Tubulin heterodimer (original description: pacid=37147450 transcript=Phvul.003G231500.1 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1) &
K07374 - tubulin alpha (TUBA)  (1 of 7)Phvul.003G231500Cytoskeleton organisation.microtubular network.alpha-beta-Tubulin heterodimer.component alpha-Tubulincomponent alpha-Tubulin of alpha-beta-Tubulin heterodimer (original description: pacid=37147450 transcript=Phvul.003G231500.1 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1) &
K07374 - tubulin alpha (TUBA)  (1 of 7)Phvul.003G231500Cytoskeleton organisation.microtubular network.alpha-beta-Tubulin heterodimer.component alpha-Tubulincomponent alpha-Tubulin of alpha-beta-Tubulin heterodimer (original description: pacid=37147450 transcript=Phvul.003G231500.1 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1) &
K07374 - tubulin alpha (TUBA)  (1 of 7)Phvul.003G231500Cytoskeleton organisation.microtubular network.alpha-beta-Tubulin heterodimer.component alpha-Tubulincomponent alpha-Tubulin of alpha-beta-Tubulin heterodimer (original description: pacid=37147450 transcript=Phvul.003G231500.1 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1) &
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294601not assigned.annotated (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294800RNA processing.mRNA sequestration.mRNA-binding regulatory factor (RBP45/47)mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294800RNA processing.mRNA sequestration.mRNA-binding regulatory factor (RBP45/47)mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
PTHR32212:SF126 - EMB (1 of 24)Phvul.004G015500not assigned.not annotated no hits & (original description: pacid=37163167 transcript=Phvul.004G015500.1 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1)
PTHR32212:SF126 - EMB (1 of 24)Phvul.004G015500not assigned.not annotated no hits & (original description: pacid=37163167 transcript=Phvul.004G015500.1 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1)
PTHR32212:SF126 - EMB (1 of 24)Phvul.004G015500not assigned.not annotated no hits & (original description: pacid=37163167 transcript=Phvul.004G015500.1 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1)
PTHR32212:SF126 - EMB (1 of 24)Phvul.004G015500not assigned.not annotated no hits & (original description: pacid=37163167 transcript=Phvul.004G015500.1 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1)

0 Phvul.004G032100not assigned.not annotated no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)
PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G044900not assigned.annotated (original description: pacid=37161946 transcript=Phvul.004G044900.1 locus=Phvul.004G044900 ID=Phvul.004G044900.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 499.0)
PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G044900not assigned.annotated (original description: pacid=37161946 transcript=Phvul.004G044900.1 locus=Phvul.004G044900 ID=Phvul.004G044900.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 499.0)
K10393 - kinesin family member 2/24 (KIF2_24, MCAK)  (1 of 5)Phvul.004G163200Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-13)motor protein (Kinesin-13) (original description: pacid=37162349 transcript=Phvul.004G163200.1 locus=Phvul.004G163200 ID=Phvul.004G163200.1.v2.1 annot-version=v2.1) &
K11308 - histone acetyltransferase MYST1 [EC:2.3.1.48] (MYST1, MOF, KAT8)  (1 of 2)Phvul.005G010700Chromatin organisation.chromatin remodeling complexes.NuA4 histone acetyltransferase complex.acetyltransferase component HAMacetyltransferase component HAM of NuA4 histone acetyltransferase complex (original description: pacid=37154558 transcript=Phvul.005G010700.2 locus=Phvul.005G010700 ID=Phvul.005G010700.2.v2.1 annot-version=v2.1) &
1.14.13.37 - Methyltetrahydroprotoberberine 14-monooxygenase / Methyltetrahydroprotoberberine 14-hydroxylase (1 of 1)Phvul.005G015800Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
1.14.13.37 - Methyltetrahydroprotoberberine 14-monooxygenase / Methyltetrahydroprotoberberine 14-hydroxylase (1 of 1)Phvul.005G015800Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
1.14.13.37 - Methyltetrahydroprotoberberine 14-monooxygenase / Methyltetrahydroprotoberberine 14-hydroxylase (1 of 1)Phvul.005G015800Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
1.14.13.37 - Methyltetrahydroprotoberberine 14-monooxygenase / Methyltetrahydroprotoberberine 14-hydroxylase (1 of 1)Phvul.005G015800Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
1.14.13.37 - Methyltetrahydroprotoberberine 14-monooxygenase / Methyltetrahydroprotoberberine 14-hydroxylase (1 of 1)Phvul.005G015800Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
1.14.13.37 - Methyltetrahydroprotoberberine 14-monooxygenase / Methyltetrahydroprotoberberine 14-hydroxylase (1 of 1)Phvul.005G015800Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
1.14.13.37 - Methyltetrahydroprotoberberine 14-monooxygenase / Methyltetrahydroprotoberberine 14-hydroxylase (1 of 1)Phvul.005G015800Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
1.14.13.37 - Methyltetrahydroprotoberberine 14-monooxygenase / Methyltetrahydroprotoberberine 14-hydroxylase (1 of 1)Phvul.005G015800Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
2.4.1.132 - GDP-Man:Man(1)GlcNAc(2)-PP-dolichol alpha-1,3-mannosyltransferase / Mannosyltransferase II (1 of 1)Phvul.005G081600Protein modification.glycosylation.N-linked glycosylation.dolichol-phosphate-linked oligosaccharide precursor assembly.alpha-1,3/1,6-mannosyltransferase (ALG2)alpha-1,3/1,6-mannosyltransferase (ALG2) (original description: pacid=37152284 transcript=Phvul.005G081600.1 locus=Phvul.005G081600 ID=Phvul.005G081600.1.v2.1 annot-version=v2.1) &
2.4.1.132 - GDP-Man:Man(1)GlcNAc(2)-PP-dolichol alpha-1,3-mannosyltransferase / Mannosyltransferase II (1 of 1)Phvul.005G081600Protein modification.glycosylation.N-linked glycosylation.dolichol-phosphate-linked oligosaccharide precursor assembly.alpha-1,3/1,6-mannosyltransferase (ALG2)alpha-1,3/1,6-mannosyltransferase (ALG2) (original description: pacid=37152284 transcript=Phvul.005G081600.1 locus=Phvul.005G081600 ID=Phvul.005G081600.1.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
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Do not distribute

PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
0 Phvul.006G062000not assigned.not annotated no hits & (original description: pacid=37172254 transcript=Phvul.006G062000.1 locus=Phvul.006G062000 ID=Phvul.006G062000.1.v2.1 annot-version=v2.1)
0 Phvul.006G062000not assigned.not annotated no hits & (original description: pacid=37172254 transcript=Phvul.006G062000.1 locus=Phvul.006G062000 ID=Phvul.006G062000.1.v2.1 annot-version=v2.1)

4.1.1.28 - Aromatic-L-amino-acid decarboxylase / Tryptophan decarboxylase (1 of 1)Phvul.006G130611Secondary metabolism.alkaloids.indole alkaloid biosynthesis.aromatic L-amino acid decarboxylasearomatic L-amino acid decarboxylase (original description: pacid=37171400 transcript=Phvul.006G130611.1 locus=Phvul.006G130611 ID=Phvul.006G130611.1.v2.1 annot-version=v2.1) &
4.1.1.28 - Aromatic-L-amino-acid decarboxylase / Tryptophan decarboxylase (1 of 1)Phvul.006G130611Secondary metabolism.alkaloids.indole alkaloid biosynthesis.aromatic L-amino acid decarboxylasearomatic L-amino acid decarboxylase (original description: pacid=37171400 transcript=Phvul.006G130611.1 locus=Phvul.006G130611 ID=Phvul.006G130611.1.v2.1 annot-version=v2.1) &
K15047 - heterogeneous nuclear ribonucleoprotein U-like protein 1 (HNRNPUL1, E1BAP5)  (1 of 1)Phvul.006G192200not assigned.not annotated no hits & (original description: pacid=37171957 transcript=Phvul.006G192200.4 locus=Phvul.006G192200 ID=Phvul.006G192200.4.v2.1 annot-version=v2.1)
K15047 - heterogeneous nuclear ribonucleoprotein U-like protein 1 (HNRNPUL1, E1BAP5)  (1 of 1)Phvul.006G192200not assigned.not annotated no hits & (original description: pacid=37171957 transcript=Phvul.006G192200.4 locus=Phvul.006G192200 ID=Phvul.006G192200.4.v2.1 annot-version=v2.1)
K15047 - heterogeneous nuclear ribonucleoprotein U-like protein 1 (HNRNPUL1, E1BAP5)  (1 of 1)Phvul.006G192200not assigned.not annotated no hits & (original description: pacid=37171957 transcript=Phvul.006G192200.4 locus=Phvul.006G192200 ID=Phvul.006G192200.4.v2.1 annot-version=v2.1)
K15047 - heterogeneous nuclear ribonucleoprotein U-like protein 1 (HNRNPUL1, E1BAP5)  (1 of 1)Phvul.006G192200not assigned.not annotated no hits & (original description: pacid=37171957 transcript=Phvul.006G192200.4 locus=Phvul.006G192200 ID=Phvul.006G192200.4.v2.1 annot-version=v2.1)
PF04570 - zinc-finger of the FCS-type, C2-C2 (zf-FLZ)  (1 of 19)Phvul.007G058400Multi-process regulation.SnRK1-kinase regulatory system.SnRK1-interacting factor (FLZ)SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
PF04570 - zinc-finger of the FCS-type, C2-C2 (zf-FLZ)  (1 of 19)Phvul.007G058400Multi-process regulation.SnRK1-kinase regulatory system.SnRK1-interacting factor (FLZ)SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
PTHR23024:SF219 - CARBOXYLESTERASE 120-RELATED (1 of 1)Phvul.007G064700not assigned.annotated (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
PTHR23024:SF219 - CARBOXYLESTERASE 120-RELATED (1 of 1)Phvul.007G064700not assigned.annotated (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
PTHR37764:SF1 - MOG1/PSBP/DUF1795-LIKE PHOTOSYSTEM II REACTION CENTER PSBP FAMILY PROTEIN (1 of 1)Phvul.007G182300not assigned.not annotated no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)
PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.007G198500not assigned.not annotated no hits & (original description: pacid=37165459 transcript=Phvul.007G198500.1 locus=Phvul.007G198500 ID=Phvul.007G198500.1.v2.1 annot-version=v2.1)
PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.007G198500not assigned.not annotated no hits & (original description: pacid=37165459 transcript=Phvul.007G198500.1 locus=Phvul.007G198500 ID=Phvul.007G198500.1.v2.1 annot-version=v2.1)

0 Phvul.007G233800Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).nuclear basket.nucleoporin (NUP1/NUP136)NUP1/NUP136 nucleoporin of nuclear pore complex (original description: pacid=37164911 transcript=Phvul.007G233800.2 locus=Phvul.007G233800 ID=Phvul.007G233800.2.v2.1 annot-version=v2.1) &
0 Phvul.007G233800Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).nuclear basket.nucleoporin (NUP1/NUP136)NUP1/NUP136 nucleoporin of nuclear pore complex (original description: pacid=37164911 transcript=Phvul.007G233800.2 locus=Phvul.007G233800 ID=Phvul.007G233800.2.v2.1 annot-version=v2.1) &
0 Phvul.007G233800Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).nuclear basket.nucleoporin (NUP1/NUP136)NUP1/NUP136 nucleoporin of nuclear pore complex (original description: pacid=37164911 transcript=Phvul.007G233800.2 locus=Phvul.007G233800 ID=Phvul.007G233800.2.v2.1 annot-version=v2.1) &
0 Phvul.007G233800Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).nuclear basket.nucleoporin (NUP1/NUP136)NUP1/NUP136 nucleoporin of nuclear pore complex (original description: pacid=37164911 transcript=Phvul.007G233800.2 locus=Phvul.007G233800 ID=Phvul.007G233800.2.v2.1 annot-version=v2.1) &

KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
PTHR23240//PTHR23240:SF12 - DNA CROSS-LINK REPAIR PROTEIN PSO2/SNM1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.008G009200DNA damage response.nonhomologous end-joining (NHEJ) repair.DNA ligase (LIG6)DNA ligase (LIG6) (original description: pacid=37159578 transcript=Phvul.008G009200.2 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1) &
PTHR23240//PTHR23240:SF12 - DNA CROSS-LINK REPAIR PROTEIN PSO2/SNM1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.008G009200DNA damage response.nonhomologous end-joining (NHEJ) repair.DNA ligase (LIG6)DNA ligase (LIG6) (original description: pacid=37159578 transcript=Phvul.008G009200.2 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1) &
PTHR23240//PTHR23240:SF12 - DNA CROSS-LINK REPAIR PROTEIN PSO2/SNM1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.008G009200DNA damage response.nonhomologous end-joining (NHEJ) repair.DNA ligase (LIG6)DNA ligase (LIG6) (original description: pacid=37159578 transcript=Phvul.008G009200.2 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1) &
PTHR23240//PTHR23240:SF12 - DNA CROSS-LINK REPAIR PROTEIN PSO2/SNM1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.008G009200DNA damage response.nonhomologous end-joining (NHEJ) repair.DNA ligase (LIG6)DNA ligase (LIG6) (original description: pacid=37159578 transcript=Phvul.008G009200.2 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1) &
PTHR10783:SF43 - PHOSPHATE TRANSPORTER PHO1 HOMOLOG 2-RELATED (1 of 3)Phvul.008G038300Nutrient uptake.phosphorus assimilation.phosphate uptake.phosphate transporter (PHO1)phosphate transporter (PHO1) (original description: pacid=37159912 transcript=Phvul.008G038300.1 locus=Phvul.008G038300 ID=Phvul.008G038300.1.v2.1 annot-version=v2.1) &
PTHR10783:SF43 - PHOSPHATE TRANSPORTER PHO1 HOMOLOG 2-RELATED (1 of 3)Phvul.008G038300Nutrient uptake.phosphorus assimilation.phosphate uptake.phosphate transporter (PHO1)phosphate transporter (PHO1) (original description: pacid=37159912 transcript=Phvul.008G038300.1 locus=Phvul.008G038300 ID=Phvul.008G038300.1.v2.1 annot-version=v2.1) &
PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
K15685 - E3 ubiquitin-protein ligase Hakai [EC:6.3.2.19] (CBLL1)  (1 of 1)Phvul.008G108800RNA processing.mRNA modification.adenosine N6-methylation.E3 ubiquitin ligase (HAKAI)E3 ubiquitin ligase (HAKAI) (original description: pacid=37158726 transcript=Phvul.008G108800.2 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1) &
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K15685 - E3 ubiquitin-protein ligase Hakai [EC:6.3.2.19] (CBLL1)  (1 of 1)Phvul.008G108800RNA processing.mRNA modification.adenosine N6-methylation.E3 ubiquitin ligase (HAKAI)E3 ubiquitin ligase (HAKAI) (original description: pacid=37158726 transcript=Phvul.008G108800.2 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1) &
K15685 - E3 ubiquitin-protein ligase Hakai [EC:6.3.2.19] (CBLL1)  (1 of 1)Phvul.008G108800RNA processing.mRNA modification.adenosine N6-methylation.E3 ubiquitin ligase (HAKAI)E3 ubiquitin ligase (HAKAI) (original description: pacid=37158726 transcript=Phvul.008G108800.2 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1) &
K15685 - E3 ubiquitin-protein ligase Hakai [EC:6.3.2.19] (CBLL1)  (1 of 1)Phvul.008G108800RNA processing.mRNA modification.adenosine N6-methylation.E3 ubiquitin ligase (HAKAI)E3 ubiquitin ligase (HAKAI) (original description: pacid=37158726 transcript=Phvul.008G108800.2 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1) &
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110000not assigned.not annotated no hits & (original description: pacid=37158099 transcript=Phvul.008G110000.1 locus=Phvul.008G110000 ID=Phvul.008G110000.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110200not assigned.not annotated no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110200not assigned.not annotated no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110400not assigned.not annotated no hits & (original description: pacid=37161383 transcript=Phvul.008G110400.1 locus=Phvul.008G110400 ID=Phvul.008G110400.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110500not assigned.not annotated no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110500not assigned.not annotated no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
PTHR13343:SF18 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN-LIKE PROTEIN (1 of 1)Phvul.008G199500not assigned.annotated (original description: pacid=37158415 transcript=Phvul.008G199500.1 locus=Phvul.008G199500 ID=Phvul.008G199500.1.v2.1 annot-version=v2.1) & Uncharacterized protein At3g49140 OS=Arabidopsis thaliana (sp|q0wmn5|y3913_arath : 104.0)
PTHR11926:SF374 - UDP-GLYCOSYLTRANSFERASE 71C4 (1 of 4)Phvul.008G290300Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseUDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
PTHR11926:SF374 - UDP-GLYCOSYLTRANSFERASE 71C4 (1 of 4)Phvul.008G290300Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseUDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
PTHR11926:SF374 - UDP-GLYCOSYLTRANSFERASE 71C4 (1 of 4)Phvul.008G290300Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseUDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
PTHR11926:SF374 - UDP-GLYCOSYLTRANSFERASE 71C4 (1 of 4)Phvul.008G290300Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseUDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
PTHR31384:SF19 - AUXIN RESPONSE FACTOR 17 (1 of 2)Phvul.009G026200RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37151925 transcript=Phvul.009G026200.1 locus=Phvul.009G026200 ID=Phvul.009G026200.1.v2.1 annot-version=v2.1) &
PTHR31384:SF19 - AUXIN RESPONSE FACTOR 17 (1 of 2)Phvul.009G026200RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37151925 transcript=Phvul.009G026200.1 locus=Phvul.009G026200 ID=Phvul.009G026200.1.v2.1 annot-version=v2.1) &
PTHR31851:SF16 - MEMBRANE PROTEIN OF ER BODY 2 (1 of 4)Phvul.009G040800Solute transport.carrier-mediated transport.VIT family.metal cation transporter (MEB)metal cation transporter (MEB) (original description: pacid=37150990 transcript=Phvul.009G040800.3 locus=Phvul.009G040800 ID=Phvul.009G040800.3.v2.1 annot-version=v2.1) &
PTHR31851:SF16 - MEMBRANE PROTEIN OF ER BODY 2 (1 of 4)Phvul.009G040800Solute transport.carrier-mediated transport.VIT family.metal cation transporter (MEB)metal cation transporter (MEB) (original description: pacid=37150990 transcript=Phvul.009G040800.3 locus=Phvul.009G040800 ID=Phvul.009G040800.3.v2.1 annot-version=v2.1) &
PTHR31851:SF16 - MEMBRANE PROTEIN OF ER BODY 2 (1 of 4)Phvul.009G040800Solute transport.carrier-mediated transport.VIT family.metal cation transporter (MEB)metal cation transporter (MEB) (original description: pacid=37150990 transcript=Phvul.009G040800.3 locus=Phvul.009G040800 ID=Phvul.009G040800.3.v2.1 annot-version=v2.1) &
PTHR10972:SF67 - OXYSTEROL-BINDING PROTEIN-RELATED PROTEIN 1D (1 of 3)Phvul.009G121300not assigned.annotated (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
PTHR10972:SF67 - OXYSTEROL-BINDING PROTEIN-RELATED PROTEIN 1D (1 of 3)Phvul.009G121300not assigned.annotated (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
PTHR10972:SF67 - OXYSTEROL-BINDING PROTEIN-RELATED PROTEIN 1D (1 of 3)Phvul.009G121300not assigned.annotated (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
PTHR10972:SF67 - OXYSTEROL-BINDING PROTEIN-RELATED PROTEIN 1D (1 of 3)Phvul.009G121300not assigned.annotated (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
PTHR10972:SF67 - OXYSTEROL-BINDING PROTEIN-RELATED PROTEIN 1D (1 of 3)Phvul.009G121300not assigned.annotated (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
PTHR10972:SF67 - OXYSTEROL-BINDING PROTEIN-RELATED PROTEIN 1D (1 of 3)Phvul.009G121300not assigned.annotated (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
PTHR10972:SF67 - OXYSTEROL-BINDING PROTEIN-RELATED PROTEIN 1D (1 of 3)Phvul.009G121300not assigned.annotated (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
PTHR10972:SF67 - OXYSTEROL-BINDING PROTEIN-RELATED PROTEIN 1D (1 of 3)Phvul.009G121300not assigned.annotated (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
K15108 - solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19 (SLC25A19, DNC, TPC1)  (1 of 2)Phvul.009G246900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
K15108 - solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19 (SLC25A19, DNC, TPC1)  (1 of 2)Phvul.009G246900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
K15108 - solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19 (SLC25A19, DNC, TPC1)  (1 of 2)Phvul.009G246900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
K15108 - solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19 (SLC25A19, DNC, TPC1)  (1 of 2)Phvul.009G246900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
K15108 - solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19 (SLC25A19, DNC, TPC1)  (1 of 2)Phvul.009G246900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
K15108 - solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19 (SLC25A19, DNC, TPC1)  (1 of 2)Phvul.009G246900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
K15108 - solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19 (SLC25A19, DNC, TPC1)  (1 of 2)Phvul.009G246900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
K15108 - solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19 (SLC25A19, DNC, TPC1)  (1 of 2)Phvul.009G246900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
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PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
PTHR22849//PTHR22849:SF37 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G116400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
PTHR22849//PTHR22849:SF37 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G116400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
PTHR22849//PTHR22849:SF37 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G116400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
PTHR22849//PTHR22849:SF37 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G116400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
PTHR24009:SF3 - RNA RECOGNITION MOTIF-CONTAINING PROTEIN-RELATED (1 of 2)Phvul.011G013800RNA biosynthesis.transcriptional regulation.transcription factor (C3H-ZF)C3H zinc finger transcription factor (original description: pacid=37155198 transcript=Phvul.011G013800.1 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1) &
PTHR24009:SF3 - RNA RECOGNITION MOTIF-CONTAINING PROTEIN-RELATED (1 of 2)Phvul.011G013800RNA biosynthesis.transcriptional regulation.transcription factor (C3H-ZF)C3H zinc finger transcription factor (original description: pacid=37155198 transcript=Phvul.011G013800.1 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1) &
PTHR24009:SF3 - RNA RECOGNITION MOTIF-CONTAINING PROTEIN-RELATED (1 of 2)Phvul.011G013800RNA biosynthesis.transcriptional regulation.transcription factor (C3H-ZF)C3H zinc finger transcription factor (original description: pacid=37155198 transcript=Phvul.011G013800.1 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1) &
PTHR24009:SF3 - RNA RECOGNITION MOTIF-CONTAINING PROTEIN-RELATED (1 of 2)Phvul.011G013800RNA biosynthesis.transcriptional regulation.transcription factor (C3H-ZF)C3H zinc finger transcription factor (original description: pacid=37155198 transcript=Phvul.011G013800.1 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1) &

0 Phvul.011G123701not assigned.not annotated no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
0 Phvul.011G123701not assigned.not annotated no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
0 Phvul.011G123701not assigned.not annotated no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
0 Phvul.011G123701not assigned.not annotated no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)

3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
PTHR10173:SF38 - PEPTIDE METHIONINE SULFOXIDE REDUCTASE B1, CHLOROPLASTIC (1 of 1)Phvul.011G173000not assigned.annotated (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
PTHR10173:SF38 - PEPTIDE METHIONINE SULFOXIDE REDUCTASE B1, CHLOROPLASTIC (1 of 1)Phvul.011G173000not assigned.annotated (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
PTHR10173:SF38 - PEPTIDE METHIONINE SULFOXIDE REDUCTASE B1, CHLOROPLASTIC (1 of 1)Phvul.011G173000not assigned.annotated (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
PTHR10173:SF38 - PEPTIDE METHIONINE SULFOXIDE REDUCTASE B1, CHLOROPLASTIC (1 of 1)Phvul.011G173000not assigned.annotated (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
PTHR22884:SF383 - HISTONE-LYSINE N-METHYLTRANSFERASE, H3 LYSINE-9 SPECIFIC SUVH1-RELATED (1 of 2)Phvul.011G190200Chromatin organisation.DNA methylation.RNA-directed DNA methylation (RdDM) pathway.downstream SUVH-DNAJ methylation reader complex.methylated DNA binding component SUVH1/3methylated DNA binding component SUVH1/3 of SUVH-DNAJ methylation reader complex (original description: pacid=37154996 transcript=Phvul.011G190200.3 locus=Phvul.011G190200 ID=Phvul.011G190200.3.v2.1 annot-version=v2.1) &
PTHR22884:SF383 - HISTONE-LYSINE N-METHYLTRANSFERASE, H3 LYSINE-9 SPECIFIC SUVH1-RELATED (1 of 2)Phvul.011G190200Chromatin organisation.DNA methylation.RNA-directed DNA methylation (RdDM) pathway.downstream SUVH-DNAJ methylation reader complex.methylated DNA binding component SUVH1/3methylated DNA binding component SUVH1/3 of SUVH-DNAJ methylation reader complex (original description: pacid=37154996 transcript=Phvul.011G190200.3 locus=Phvul.011G190200 ID=Phvul.011G190200.3.v2.1 annot-version=v2.1) &
PF05553 - Cotton fibre expressed protein (DUF761)  (1 of 36)Phvul.001G098600not assigned.not annotated no hits & (original description: pacid=37170071 transcript=Phvul.001G098600.1 locus=Phvul.001G098600 ID=Phvul.001G098600.1.v2.1 annot-version=v2.1)
PF05553 - Cotton fibre expressed protein (DUF761)  (1 of 36)Phvul.001G098600not assigned.not annotated no hits & (original description: pacid=37170071 transcript=Phvul.001G098600.1 locus=Phvul.001G098600 ID=Phvul.001G098600.1.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
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Do not distribute

K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
K15559 - regulator of Ty1 transposition protein 103 (RTT103)  (1 of 3)Phvul.001G102901not assigned.not annotated no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
PTHR31447:SF2 - OXIDOREDUCTASE, 2OG-FE(II) OXYGENASE FAMILY PROTEIN (1 of 2)Phvul.001G147800RNA processing.mRNA modification.N6-methyladenosine demethylation.demethylase (ALKBH10)N6-methyladenosine demethylase (ALKBH10) (original description: pacid=37168948 transcript=Phvul.001G147800.2 locus=Phvul.001G147800 ID=Phvul.001G147800.2.v2.1 annot-version=v2.1) &
PTHR28630:SF5 - THIOREDOXIN-LIKE PROTEIN AAED1, CHLOROPLASTIC (1 of 1)Phvul.001G173900not assigned.annotated (original description: pacid=37168987 transcript=Phvul.001G173900.1 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1) & no description available(sp|q9zuu2|pxl2c_arath : 319.0)
PTHR28630:SF5 - THIOREDOXIN-LIKE PROTEIN AAED1, CHLOROPLASTIC (1 of 1)Phvul.001G173900not assigned.annotated (original description: pacid=37168987 transcript=Phvul.001G173900.1 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1) & no description available(sp|q9zuu2|pxl2c_arath : 319.0)
PTHR28630:SF5 - THIOREDOXIN-LIKE PROTEIN AAED1, CHLOROPLASTIC (1 of 1)Phvul.001G173900not assigned.annotated (original description: pacid=37168987 transcript=Phvul.001G173900.1 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1) & no description available(sp|q9zuu2|pxl2c_arath : 319.0)
PTHR28630:SF5 - THIOREDOXIN-LIKE PROTEIN AAED1, CHLOROPLASTIC (1 of 1)Phvul.001G173900not assigned.annotated (original description: pacid=37168987 transcript=Phvul.001G173900.1 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1) & no description available(sp|q9zuu2|pxl2c_arath : 319.0)
2.7.7.2 - FAD synthetase / FMN adenylyltransferase (1 of 2)Phvul.001G179700not assigned.not annotated no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
2.7.7.2 - FAD synthetase / FMN adenylyltransferase (1 of 2)Phvul.001G179700not assigned.not annotated no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
K12603 - CCR4-NOT transcription complex subunit 6 (CNOT6, CCR4)  (1 of 3)Phvul.001G200700RNA processing.RNA surveillance.mRNA deadenylation-dependent decay.mRNA deadenylation.CCR4-NOT complex.deadenylase component CCR4deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
K12603 - CCR4-NOT transcription complex subunit 6 (CNOT6, CCR4)  (1 of 3)Phvul.001G200700RNA processing.RNA surveillance.mRNA deadenylation-dependent decay.mRNA deadenylation.CCR4-NOT complex.deadenylase component CCR4deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
K12603 - CCR4-NOT transcription complex subunit 6 (CNOT6, CCR4)  (1 of 3)Phvul.001G200700RNA processing.RNA surveillance.mRNA deadenylation-dependent decay.mRNA deadenylation.CCR4-NOT complex.deadenylase component CCR4deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
K12603 - CCR4-NOT transcription complex subunit 6 (CNOT6, CCR4)  (1 of 3)Phvul.001G200700RNA processing.RNA surveillance.mRNA deadenylation-dependent decay.mRNA deadenylation.CCR4-NOT complex.deadenylase component CCR4deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
K12603 - CCR4-NOT transcription complex subunit 6 (CNOT6, CCR4)  (1 of 3)Phvul.001G200700RNA processing.RNA surveillance.mRNA deadenylation-dependent decay.mRNA deadenylation.CCR4-NOT complex.deadenylase component CCR4deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
K12603 - CCR4-NOT transcription complex subunit 6 (CNOT6, CCR4)  (1 of 3)Phvul.001G200700RNA processing.RNA surveillance.mRNA deadenylation-dependent decay.mRNA deadenylation.CCR4-NOT complex.deadenylase component CCR4deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
K12603 - CCR4-NOT transcription complex subunit 6 (CNOT6, CCR4)  (1 of 3)Phvul.001G200700RNA processing.RNA surveillance.mRNA deadenylation-dependent decay.mRNA deadenylation.CCR4-NOT complex.deadenylase component CCR4deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
K12603 - CCR4-NOT transcription complex subunit 6 (CNOT6, CCR4)  (1 of 3)Phvul.001G200700RNA processing.RNA surveillance.mRNA deadenylation-dependent decay.mRNA deadenylation.CCR4-NOT complex.deadenylase component CCR4deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
PTHR22849:SF8 - U-BOX DOMAIN-CONTAINING PROTEIN 45-RELATED (1 of 2)Phvul.001G260300not assigned.annotated (original description: pacid=37168993 transcript=Phvul.001G260300.1 locus=Phvul.001G260300 ID=Phvul.001G260300.1.v2.1 annot-version=v2.1) & U-box domain-containing protein 6 OS=Arabidopsis thaliana (sp|o48700|pub6_arath : 901.0)
PTHR11746:SF98 - O-METHYLTRANSFERASE FAMILY PROTEIN (1 of 1)Phvul.001G268700Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon groupAcetylserotonin O-methyltransferase OS=Arabidopsis thaliana (sp|q9t003|asmt_arath : 299.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 212.4) (original description: pacid=37169062 transcript=Phvul.001G268700.1 locus=Phvul.001G268700 ID=Phvul.001G268700.1.v2.1 annot-version=v2.1) &
PTHR11746:SF98 - O-METHYLTRANSFERASE FAMILY PROTEIN (1 of 1)Phvul.001G268700Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon groupAcetylserotonin O-methyltransferase OS=Arabidopsis thaliana (sp|q9t003|asmt_arath : 299.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 212.4) (original description: pacid=37169062 transcript=Phvul.001G268700.1 locus=Phvul.001G268700 ID=Phvul.001G268700.1.v2.1 annot-version=v2.1) &
PF13912 - C2H2-type zinc finger (zf-C2H2_6)  (1 of 42)Phvul.002G058900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37175569 transcript=Phvul.002G058900.1 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1) &
PF13912 - C2H2-type zinc finger (zf-C2H2_6)  (1 of 42)Phvul.002G058900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37175569 transcript=Phvul.002G058900.1 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1) &
PTHR10438:SF278 - THIOREDOXIN H7-RELATED (1 of 4)Phvul.002G068200Redox homeostasis.cytosol/mitochondrion/nucleus redox homeostasis.H-type thioredoxinH-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
PTHR10438:SF278 - THIOREDOXIN H7-RELATED (1 of 4)Phvul.002G068200Redox homeostasis.cytosol/mitochondrion/nucleus redox homeostasis.H-type thioredoxinH-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
PTHR10438:SF278 - THIOREDOXIN H7-RELATED (1 of 4)Phvul.002G068200Redox homeostasis.cytosol/mitochondrion/nucleus redox homeostasis.H-type thioredoxinH-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
PTHR10438:SF278 - THIOREDOXIN H7-RELATED (1 of 4)Phvul.002G068200Redox homeostasis.cytosol/mitochondrion/nucleus redox homeostasis.H-type thioredoxinH-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
PF03106 - WRKY DNA -binding domain (WRKY)  (1 of 91)Phvul.002G163400RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)transcription factor (WRKY) (original description: pacid=37176681 transcript=Phvul.002G163400.1 locus=Phvul.002G163400 ID=Phvul.002G163400.1.v2.1 annot-version=v2.1) &
PF03106 - WRKY DNA -binding domain (WRKY)  (1 of 91)Phvul.002G163400RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)transcription factor (WRKY) (original description: pacid=37176681 transcript=Phvul.002G163400.1 locus=Phvul.002G163400 ID=Phvul.002G163400.1.v2.1 annot-version=v2.1) &
PTHR12953 - MEMBRANE PROTEIN CH1 RELATED (1 of 3)Phvul.002G165300Cytoskeleton organisation.nuclear dynamics.nuclear shape determination.regulatory factor (SUN3/4/5)regulatory factor (SUN3/4/5) nuclear shape determination (original description: pacid=37174412 transcript=Phvul.002G165300.1 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1) &
PTHR12953 - MEMBRANE PROTEIN CH1 RELATED (1 of 3)Phvul.002G165300Cytoskeleton organisation.nuclear dynamics.nuclear shape determination.regulatory factor (SUN3/4/5)regulatory factor (SUN3/4/5) nuclear shape determination (original description: pacid=37174412 transcript=Phvul.002G165300.1 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1) &
PTHR12953 - MEMBRANE PROTEIN CH1 RELATED (1 of 3)Phvul.002G165300Cytoskeleton organisation.nuclear dynamics.nuclear shape determination.regulatory factor (SUN3/4/5)regulatory factor (SUN3/4/5) nuclear shape determination (original description: pacid=37174412 transcript=Phvul.002G165300.1 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1) &
PTHR12953 - MEMBRANE PROTEIN CH1 RELATED (1 of 3)Phvul.002G165300Cytoskeleton organisation.nuclear dynamics.nuclear shape determination.regulatory factor (SUN3/4/5)regulatory factor (SUN3/4/5) nuclear shape determination (original description: pacid=37174412 transcript=Phvul.002G165300.1 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1) &
PTHR23042:SF61 - TRANSCRIPTION FACTOR BHLH18-RELATED (1 of 3)Phvul.002G216700Nutrient uptake.iron uptake.regulation.bHLH-IVa-class iron homeostasis regulatorbHLH-IVa-class iron homeostasis regulator (original description: pacid=37175361 transcript=Phvul.002G216700.3 locus=Phvul.002G216700 ID=Phvul.002G216700.3.v2.1 annot-version=v2.1) &
PTHR23042:SF61 - TRANSCRIPTION FACTOR BHLH18-RELATED (1 of 3)Phvul.002G216700Nutrient uptake.iron uptake.regulation.bHLH-IVa-class iron homeostasis regulatorbHLH-IVa-class iron homeostasis regulator (original description: pacid=37175361 transcript=Phvul.002G216700.3 locus=Phvul.002G216700 ID=Phvul.002G216700.3.v2.1 annot-version=v2.1) &
PTHR23042:SF61 - TRANSCRIPTION FACTOR BHLH18-RELATED (1 of 3)Phvul.002G216700Nutrient uptake.iron uptake.regulation.bHLH-IVa-class iron homeostasis regulatorbHLH-IVa-class iron homeostasis regulator (original description: pacid=37175361 transcript=Phvul.002G216700.3 locus=Phvul.002G216700 ID=Phvul.002G216700.3.v2.1 annot-version=v2.1) &
PTHR23042:SF61 - TRANSCRIPTION FACTOR BHLH18-RELATED (1 of 3)Phvul.002G216700Nutrient uptake.iron uptake.regulation.bHLH-IVa-class iron homeostasis regulatorbHLH-IVa-class iron homeostasis regulator (original description: pacid=37175361 transcript=Phvul.002G216700.3 locus=Phvul.002G216700 ID=Phvul.002G216700.3.v2.1 annot-version=v2.1) &
PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.002G243300not assigned.annotated (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.002G243300not assigned.annotated (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
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Do not distribute

PTHR22870:SF24 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MPE11 (1 of 2)Phvul.002G253200not assigned.annotated (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
PTHR22870:SF24 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MPE11 (1 of 2)Phvul.002G253200not assigned.annotated (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
PTHR22870:SF24 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MPE11 (1 of 2)Phvul.002G253200not assigned.annotated (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
PTHR22870:SF24 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MPE11 (1 of 2)Phvul.002G253200not assigned.annotated (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
PTHR10791:SF22 - BIDIRECTIONAL SUGAR TRANSPORTER SWEET10 (1 of 5)Phvul.002G283800Solute transport.carrier-mediated transport.TOC superfamily.sugar efflux transporter (SWEET)sugar efflux transporter (SWEET) (original description: pacid=37177385 transcript=Phvul.002G283800.1 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1) &
PTHR10791:SF22 - BIDIRECTIONAL SUGAR TRANSPORTER SWEET10 (1 of 5)Phvul.002G283800Solute transport.carrier-mediated transport.TOC superfamily.sugar efflux transporter (SWEET)sugar efflux transporter (SWEET) (original description: pacid=37177385 transcript=Phvul.002G283800.1 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1) &
PTHR10791:SF22 - BIDIRECTIONAL SUGAR TRANSPORTER SWEET10 (1 of 5)Phvul.002G283800Solute transport.carrier-mediated transport.TOC superfamily.sugar efflux transporter (SWEET)sugar efflux transporter (SWEET) (original description: pacid=37177385 transcript=Phvul.002G283800.1 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1) &
PTHR10791:SF22 - BIDIRECTIONAL SUGAR TRANSPORTER SWEET10 (1 of 5)Phvul.002G283800Solute transport.carrier-mediated transport.TOC superfamily.sugar efflux transporter (SWEET)sugar efflux transporter (SWEET) (original description: pacid=37177385 transcript=Phvul.002G283800.1 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1) &
3.4.11.14 - Cytosol alanyl aminopeptidase / Soluble alanyl aminopeptidase (1 of 2)Phvul.002G290904not assigned.annotated (original description: pacid=37176433 transcript=Phvul.002G290904.1 locus=Phvul.002G290904 ID=Phvul.002G290904.1.v2.1 annot-version=v2.1) & Puromycin-sensitive aminopeptidase OS=Arabidopsis thaliana (sp|q8h0s9|psa_arath : 805.0)
3.4.11.14 - Cytosol alanyl aminopeptidase / Soluble alanyl aminopeptidase (1 of 2)Phvul.002G290904not assigned.annotated (original description: pacid=37176433 transcript=Phvul.002G290904.1 locus=Phvul.002G290904 ID=Phvul.002G290904.1.v2.1 annot-version=v2.1) & Puromycin-sensitive aminopeptidase OS=Arabidopsis thaliana (sp|q8h0s9|psa_arath : 805.0)
PTHR13832//PTHR13832:SF357 - PROTEIN PHOSPHATASE 2C // SUBFAMILY NOT NAMED (1 of 1)Phvul.002G309100Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPM/PP2C Mn/Mg-dependent phosphatase families.clade A phosphataseclade A phosphatase (original description: pacid=37175200 transcript=Phvul.002G309100.1 locus=Phvul.002G309100 ID=Phvul.002G309100.1.v2.1 annot-version=v2.1) &
PTHR13832//PTHR13832:SF357 - PROTEIN PHOSPHATASE 2C // SUBFAMILY NOT NAMED (1 of 1)Phvul.002G309100Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPM/PP2C Mn/Mg-dependent phosphatase families.clade A phosphataseclade A phosphatase (original description: pacid=37175200 transcript=Phvul.002G309100.1 locus=Phvul.002G309100 ID=Phvul.002G309100.1.v2.1 annot-version=v2.1) &
K14016 - ubiquitin fusion degradation protein 1 (UFD1)  (1 of 4)Phvul.002G320900Protein homeostasis.ubiquitin-proteasome system.ER-associated protein degradation (ERAD).substrate extraction.NPL4-UFD1 CDC48-cofactor heterodimer.component UFD1component UFD1 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37176242 transcript=Phvul.002G320900.1 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1) &
K14016 - ubiquitin fusion degradation protein 1 (UFD1)  (1 of 4)Phvul.002G320900Protein homeostasis.ubiquitin-proteasome system.ER-associated protein degradation (ERAD).substrate extraction.NPL4-UFD1 CDC48-cofactor heterodimer.component UFD1component UFD1 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37176242 transcript=Phvul.002G320900.1 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1) &
K14016 - ubiquitin fusion degradation protein 1 (UFD1)  (1 of 4)Phvul.002G320900Protein homeostasis.ubiquitin-proteasome system.ER-associated protein degradation (ERAD).substrate extraction.NPL4-UFD1 CDC48-cofactor heterodimer.component UFD1component UFD1 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37176242 transcript=Phvul.002G320900.1 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1) &
K14016 - ubiquitin fusion degradation protein 1 (UFD1)  (1 of 4)Phvul.002G320900Protein homeostasis.ubiquitin-proteasome system.ER-associated protein degradation (ERAD).substrate extraction.NPL4-UFD1 CDC48-cofactor heterodimer.component UFD1component UFD1 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37176242 transcript=Phvul.002G320900.1 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1) &
K05863 - solute carrier family 25 (mitochondrial adenine nucleotide translocator), member 4/5/6/31 (SLC25A4S, ANT)  (1 of 7)Phvul.002G329900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
K05863 - solute carrier family 25 (mitochondrial adenine nucleotide translocator), member 4/5/6/31 (SLC25A4S, ANT)  (1 of 7)Phvul.002G329900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
K05863 - solute carrier family 25 (mitochondrial adenine nucleotide translocator), member 4/5/6/31 (SLC25A4S, ANT)  (1 of 7)Phvul.002G329900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
K05863 - solute carrier family 25 (mitochondrial adenine nucleotide translocator), member 4/5/6/31 (SLC25A4S, ANT)  (1 of 7)Phvul.002G329900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
K05863 - solute carrier family 25 (mitochondrial adenine nucleotide translocator), member 4/5/6/31 (SLC25A4S, ANT)  (1 of 7)Phvul.002G329900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
K05863 - solute carrier family 25 (mitochondrial adenine nucleotide translocator), member 4/5/6/31 (SLC25A4S, ANT)  (1 of 7)Phvul.002G329900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
K05863 - solute carrier family 25 (mitochondrial adenine nucleotide translocator), member 4/5/6/31 (SLC25A4S, ANT)  (1 of 7)Phvul.002G329900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
K05863 - solute carrier family 25 (mitochondrial adenine nucleotide translocator), member 4/5/6/31 (SLC25A4S, ANT)  (1 of 7)Phvul.002G329900Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
PTHR10359:SF22 - DEMETER-LIKE PROTEIN 2-RELATED (1 of 3)Phvul.003G032300Chromatin organisation.DNA methylation.ROS1-mediated DNA demethylation.methylcytosine-specific DNA glycosylase (ROS1)methylcytosine-specific DNA glycosylase (ROS1) (original description: pacid=37144552 transcript=Phvul.003G032300.1 locus=Phvul.003G032300 ID=Phvul.003G032300.1.v2.1 annot-version=v2.1) &
PTHR10359:SF22 - DEMETER-LIKE PROTEIN 2-RELATED (1 of 3)Phvul.003G032300Chromatin organisation.DNA methylation.ROS1-mediated DNA demethylation.methylcytosine-specific DNA glycosylase (ROS1)methylcytosine-specific DNA glycosylase (ROS1) (original description: pacid=37144552 transcript=Phvul.003G032300.1 locus=Phvul.003G032300 ID=Phvul.003G032300.1.v2.1 annot-version=v2.1) &
K00721 - dolichol-phosphate mannosyltransferase (DPM1)  (1 of 1)Phvul.003G057700Protein modification.glycosylation.N-linked glycosylation.DPMS dolichol-phosphate-mannose synthase complex.catalytic component DPMS1catalytic component DPMS1 of DPMS dolichol-phosphate-mannose synthase complex (original description: pacid=37145473 transcript=Phvul.003G057700.1 locus=Phvul.003G057700 ID=Phvul.003G057700.1.v2.1 annot-version=v2.1) &
K00721 - dolichol-phosphate mannosyltransferase (DPM1)  (1 of 1)Phvul.003G057700Protein modification.glycosylation.N-linked glycosylation.DPMS dolichol-phosphate-mannose synthase complex.catalytic component DPMS1catalytic component DPMS1 of DPMS dolichol-phosphate-mannose synthase complex (original description: pacid=37145473 transcript=Phvul.003G057700.1 locus=Phvul.003G057700 ID=Phvul.003G057700.1.v2.1 annot-version=v2.1) &

0 Phvul.003G078900not assigned.not annotated no hits & (original description: pacid=37147041 transcript=Phvul.003G078900.1 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1)
0 Phvul.003G078900not assigned.not annotated no hits & (original description: pacid=37147041 transcript=Phvul.003G078900.1 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1)
0 Phvul.003G078900not assigned.not annotated no hits & (original description: pacid=37147041 transcript=Phvul.003G078900.1 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1)
0 Phvul.003G078900not assigned.not annotated no hits & (original description: pacid=37147041 transcript=Phvul.003G078900.1 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1)

PTHR23421:SF74 - BETA-GALACTOSIDASE 1 (1 of 4)Phvul.003G137000Cell wall organisation.pectin.rhamnogalacturonan I.modification and degradation.beta-galactosidase (BGAL)beta-galactosidase (BGAL) (original description: pacid=37145378 transcript=Phvul.003G137000.1 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1) &
PTHR23421:SF74 - BETA-GALACTOSIDASE 1 (1 of 4)Phvul.003G137000Cell wall organisation.pectin.rhamnogalacturonan I.modification and degradation.beta-galactosidase (BGAL)beta-galactosidase (BGAL) (original description: pacid=37145378 transcript=Phvul.003G137000.1 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1) &
PTHR23421:SF74 - BETA-GALACTOSIDASE 1 (1 of 4)Phvul.003G137000Cell wall organisation.pectin.rhamnogalacturonan I.modification and degradation.beta-galactosidase (BGAL)beta-galactosidase (BGAL) (original description: pacid=37145378 transcript=Phvul.003G137000.1 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1) &
PTHR23421:SF74 - BETA-GALACTOSIDASE 1 (1 of 4)Phvul.003G137000Cell wall organisation.pectin.rhamnogalacturonan I.modification and degradation.beta-galactosidase (BGAL)beta-galactosidase (BGAL) (original description: pacid=37145378 transcript=Phvul.003G137000.1 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1) &
PTHR23155//PTHR23155:SF543 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 10)Phvul.003G247200not assigned.annotated (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
PTHR23155//PTHR23155:SF543 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 10)Phvul.003G247200not assigned.annotated (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
PTHR23155//PTHR23155:SF543 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 10)Phvul.003G247200not assigned.annotated (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
PTHR23155//PTHR23155:SF543 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 10)Phvul.003G247200not assigned.annotated (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
PTHR23155//PTHR23155:SF543 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 10)Phvul.003G247200not assigned.annotated (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
PTHR23155//PTHR23155:SF543 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 10)Phvul.003G247200not assigned.annotated (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
PTHR23155//PTHR23155:SF543 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 10)Phvul.003G247200not assigned.annotated (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
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PTHR23155//PTHR23155:SF543 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 10)Phvul.003G247200not assigned.annotated (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
PTHR10108:SF907 - METHYLTRANSFERASE PMT20-RELATED (1 of 2)Phvul.003G280100not assigned.annotated (original description: pacid=37146681 transcript=Phvul.003G280100.2 locus=Phvul.003G280100 ID=Phvul.003G280100.2.v2.1 annot-version=v2.1) & Probable methyltransferase PMT20 OS=Arabidopsis thaliana (sp|q9c6s7|pmtk_arath : 983.0)
PTHR10108:SF907 - METHYLTRANSFERASE PMT20-RELATED (1 of 2)Phvul.003G280100not assigned.annotated (original description: pacid=37146681 transcript=Phvul.003G280100.2 locus=Phvul.003G280100 ID=Phvul.003G280100.2.v2.1 annot-version=v2.1) & Probable methyltransferase PMT20 OS=Arabidopsis thaliana (sp|q9c6s7|pmtk_arath : 983.0)
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294601not assigned.annotated (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294601not assigned.annotated (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294601not assigned.annotated (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294601not assigned.annotated (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294800RNA processing.mRNA sequestration.mRNA-binding regulatory factor (RBP45/47)mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294800RNA processing.mRNA sequestration.mRNA-binding regulatory factor (RBP45/47)mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294800RNA processing.mRNA sequestration.mRNA-binding regulatory factor (RBP45/47)mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294800RNA processing.mRNA sequestration.mRNA-binding regulatory factor (RBP45/47)mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294800RNA processing.mRNA sequestration.mRNA-binding regulatory factor (RBP45/47)mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294800RNA processing.mRNA sequestration.mRNA-binding regulatory factor (RBP45/47)mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294800RNA processing.mRNA sequestration.mRNA-binding regulatory factor (RBP45/47)mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
PTHR24012:SF403 - POLYADENYLATE-BINDING PROTEIN RBP47A (1 of 4)Phvul.003G294800RNA processing.mRNA sequestration.mRNA-binding regulatory factor (RBP45/47)mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &

0 Phvul.004G032100not assigned.not annotated no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)
0 Phvul.004G032100not assigned.not annotated no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)
0 Phvul.004G032100not assigned.not annotated no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)
0 Phvul.004G032100not assigned.not annotated no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)

PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G044800not assigned.annotated (original description: pacid=37161823 transcript=Phvul.004G044800.1 locus=Phvul.004G044800 ID=Phvul.004G044800.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 539.0)
PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G044800not assigned.annotated (original description: pacid=37161823 transcript=Phvul.004G044800.1 locus=Phvul.004G044800 ID=Phvul.004G044800.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 539.0)
PF13650 - Aspartyl protease (Asp_protease_2)  (1 of 2)Phvul.004G050550not assigned.not annotated no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
PF13650 - Aspartyl protease (Asp_protease_2)  (1 of 2)Phvul.004G050550not assigned.not annotated no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
PF13650 - Aspartyl protease (Asp_protease_2)  (1 of 2)Phvul.004G050550not assigned.not annotated no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
PF13650 - Aspartyl protease (Asp_protease_2)  (1 of 2)Phvul.004G050550not assigned.not annotated no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
PF06376 - Protein of unknown function (DUF1070) (DUF1070)  (1 of 7)Phvul.004G173101not assigned.not annotated no hits & (original description: pacid=37162464 transcript=Phvul.004G173101.1 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1)
PF06376 - Protein of unknown function (DUF1070) (DUF1070)  (1 of 7)Phvul.004G173101not assigned.not annotated no hits & (original description: pacid=37162464 transcript=Phvul.004G173101.1 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1)
PF06376 - Protein of unknown function (DUF1070) (DUF1070)  (1 of 7)Phvul.004G173101not assigned.not annotated no hits & (original description: pacid=37162464 transcript=Phvul.004G173101.1 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1)
PF06376 - Protein of unknown function (DUF1070) (DUF1070)  (1 of 7)Phvul.004G173101not assigned.not annotated no hits & (original description: pacid=37162464 transcript=Phvul.004G173101.1 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1)
PTHR24193//PTHR24193:SF88 - ANKYRIN REPEAT PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G006400Protein translocation.chloroplast.outer envelope insertion system.chaperone (AKR2)chaperone (AKR2) (original description: pacid=37154384 transcript=Phvul.005G006400.1 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1) &
PTHR24193//PTHR24193:SF88 - ANKYRIN REPEAT PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G006400Protein translocation.chloroplast.outer envelope insertion system.chaperone (AKR2)chaperone (AKR2) (original description: pacid=37154384 transcript=Phvul.005G006400.1 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1) &
PTHR24193//PTHR24193:SF88 - ANKYRIN REPEAT PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G006400Protein translocation.chloroplast.outer envelope insertion system.chaperone (AKR2)chaperone (AKR2) (original description: pacid=37154384 transcript=Phvul.005G006400.1 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1) &
PTHR24193//PTHR24193:SF88 - ANKYRIN REPEAT PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G006400Protein translocation.chloroplast.outer envelope insertion system.chaperone (AKR2)chaperone (AKR2) (original description: pacid=37154384 transcript=Phvul.005G006400.1 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1) &
PTHR10252//PTHR10252:SF40 - HISTONE-LIKE TRANSCRIPTION FACTOR CCAAT-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G014300RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TATA box-binding protein (TBP) regulation.NC2 regulator heterodimer.component alphacomponent alpha of TATA box-binding protein NC2 regulator complex (original description: pacid=37153872 transcript=Phvul.005G014300.2 locus=Phvul.005G014300 ID=Phvul.005G014300.2.v2.1 annot-version=v2.1) &
PF00651 - BTB/POZ domain (BTB)  (1 of 51)Phvul.005G056400not assigned.annotated (original description: pacid=37154040 transcript=Phvul.005G056400.1 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At1g04390 OS=Arabidopsis thaliana (sp|p93820|y1439_arath : 760.0)
K01595 - phosphoenolpyruvate carboxylase (ppc)  (1 of 6)Phvul.005G095300Photosynthesis.CAM/C4 photosynthesis.phosphoenolpyruvate (PEP) carboxylase activity.PEP carboxylasePEP carboxylase (original description: pacid=37154500 transcript=Phvul.005G095300.1 locus=Phvul.005G095300 ID=Phvul.005G095300.1.v2.1 annot-version=v2.1) &
PTHR31973:SF4 - MUDR FAMILY TRANSPOSASE (1 of 2)Phvul.005G100300not assigned.not annotated no hits & (original description: pacid=37152872 transcript=Phvul.005G100300.1 locus=Phvul.005G100300 ID=Phvul.005G100300.1.v2.1 annot-version=v2.1)
K01061 - carboxymethylenebutenolidase (E3.1.1.45)  (1 of 3)Phvul.005G116100not assigned.not annotated no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
K01061 - carboxymethylenebutenolidase (E3.1.1.45)  (1 of 3)Phvul.005G116100not assigned.not annotated no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
K01061 - carboxymethylenebutenolidase (E3.1.1.45)  (1 of 3)Phvul.005G116100not assigned.not annotated no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
K01061 - carboxymethylenebutenolidase (E3.1.1.45)  (1 of 3)Phvul.005G116100not assigned.not annotated no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
K01061 - carboxymethylenebutenolidase (E3.1.1.45)  (1 of 3)Phvul.005G116100not assigned.not annotated no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
K01061 - carboxymethylenebutenolidase (E3.1.1.45)  (1 of 3)Phvul.005G116100not assigned.not annotated no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
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K01061 - carboxymethylenebutenolidase (E3.1.1.45)  (1 of 3)Phvul.005G116100not assigned.not annotated no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
K01061 - carboxymethylenebutenolidase (E3.1.1.45)  (1 of 3)Phvul.005G116100not assigned.not annotated no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.005G130100RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.005G130100RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
K11583 - serine/threonine-protein phosphatase 2A regulatory subunit B'' (PPP2R3)  (1 of 4)Phvul.006G105800Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PP2A-class  phosphatase complexes.regulatory component B2regulatory component B2 of PP2A phosphatase complexes (original description: pacid=37174174 transcript=Phvul.006G105800.1 locus=Phvul.006G105800 ID=Phvul.006G105800.1.v2.1 annot-version=v2.1) &
PTHR13215:SF6 - RNA POLYMERASE II TRANSCRIPTIONAL COACTIVATOR KELP (1 of 2)Phvul.006G113800not assigned.annotated (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
PTHR13215:SF6 - RNA POLYMERASE II TRANSCRIPTIONAL COACTIVATOR KELP (1 of 2)Phvul.006G113800not assigned.annotated (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
PTHR13215:SF6 - RNA POLYMERASE II TRANSCRIPTIONAL COACTIVATOR KELP (1 of 2)Phvul.006G113800not assigned.annotated (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
PTHR13215:SF6 - RNA POLYMERASE II TRANSCRIPTIONAL COACTIVATOR KELP (1 of 2)Phvul.006G113800not assigned.annotated (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
PTHR13215:SF6 - RNA POLYMERASE II TRANSCRIPTIONAL COACTIVATOR KELP (1 of 2)Phvul.006G113800not assigned.annotated (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
PTHR13215:SF6 - RNA POLYMERASE II TRANSCRIPTIONAL COACTIVATOR KELP (1 of 2)Phvul.006G113800not assigned.annotated (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
PTHR13215:SF6 - RNA POLYMERASE II TRANSCRIPTIONAL COACTIVATOR KELP (1 of 2)Phvul.006G113800not assigned.annotated (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
PTHR13215:SF6 - RNA POLYMERASE II TRANSCRIPTIONAL COACTIVATOR KELP (1 of 2)Phvul.006G113800not assigned.annotated (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
PTHR11453:SF44 - BORON TRANSPORTER 1-RELATED (1 of 2)Phvul.006G121500Solute transport.carrier-mediated transport.APC superfamily.borate transporter (BOR)borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
PTHR11453:SF44 - BORON TRANSPORTER 1-RELATED (1 of 2)Phvul.006G121500Solute transport.carrier-mediated transport.APC superfamily.borate transporter (BOR)borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
PTHR11453:SF44 - BORON TRANSPORTER 1-RELATED (1 of 2)Phvul.006G121500Solute transport.carrier-mediated transport.APC superfamily.borate transporter (BOR)borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
PTHR11453:SF44 - BORON TRANSPORTER 1-RELATED (1 of 2)Phvul.006G121500Solute transport.carrier-mediated transport.APC superfamily.borate transporter (BOR)borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
PTHR11453:SF44 - BORON TRANSPORTER 1-RELATED (1 of 2)Phvul.006G121500Solute transport.carrier-mediated transport.APC superfamily.borate transporter (BOR)borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
PTHR11453:SF44 - BORON TRANSPORTER 1-RELATED (1 of 2)Phvul.006G121500Solute transport.carrier-mediated transport.APC superfamily.borate transporter (BOR)borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
PTHR11453:SF44 - BORON TRANSPORTER 1-RELATED (1 of 2)Phvul.006G121500Solute transport.carrier-mediated transport.APC superfamily.borate transporter (BOR)borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
PTHR11453:SF44 - BORON TRANSPORTER 1-RELATED (1 of 2)Phvul.006G121500Solute transport.carrier-mediated transport.APC superfamily.borate transporter (BOR)borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
PF15365 - Proline-rich nuclear receptor coactivator (PNRC)  (1 of 5)Phvul.006G158900not assigned.not annotated no hits & (original description: pacid=37174157 transcript=Phvul.006G158900.1 locus=Phvul.006G158900 ID=Phvul.006G158900.1.v2.1 annot-version=v2.1)
PTHR11802:SF29 - SERINE CARBOXYPEPTIDASE-LIKE 1-RELATED (1 of 6)Phvul.006G168154Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37173338 transcript=Phvul.006G168154.2 locus=Phvul.006G168154 ID=Phvul.006G168154.2.v2.1 annot-version=v2.1) &
PTHR11802:SF29 - SERINE CARBOXYPEPTIDASE-LIKE 1-RELATED (1 of 6)Phvul.006G168154Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37173338 transcript=Phvul.006G168154.2 locus=Phvul.006G168154 ID=Phvul.006G168154.2.v2.1 annot-version=v2.1) &
PTHR11802:SF29 - SERINE CARBOXYPEPTIDASE-LIKE 1-RELATED (1 of 6)Phvul.006G168154Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37173338 transcript=Phvul.006G168154.2 locus=Phvul.006G168154 ID=Phvul.006G168154.2.v2.1 annot-version=v2.1) &
PTHR11802:SF29 - SERINE CARBOXYPEPTIDASE-LIKE 1-RELATED (1 of 6)Phvul.006G168154Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37173338 transcript=Phvul.006G168154.2 locus=Phvul.006G168154 ID=Phvul.006G168154.2.v2.1 annot-version=v2.1) &
K13125 - nitric oxide synthase-interacting protein (NOSIP)  (1 of 1)Phvul.006G193700not assigned.annotated (original description: pacid=37172724 transcript=Phvul.006G193700.1 locus=Phvul.006G193700 ID=Phvul.006G193700.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase CSU1 OS=Arabidopsis thaliana (sp|q9sy88|csu1_arath : 419.0)
K13125 - nitric oxide synthase-interacting protein (NOSIP)  (1 of 1)Phvul.006G193700not assigned.annotated (original description: pacid=37172724 transcript=Phvul.006G193700.1 locus=Phvul.006G193700 ID=Phvul.006G193700.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase CSU1 OS=Arabidopsis thaliana (sp|q9sy88|csu1_arath : 419.0)
K01354 - oligopeptidase B (ptrB)  (1 of 1)Phvul.007G012500not assigned.not annotated no hits & (original description: pacid=37164997 transcript=Phvul.007G012500.1 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1)
K01354 - oligopeptidase B (ptrB)  (1 of 1)Phvul.007G012500not assigned.not annotated no hits & (original description: pacid=37164997 transcript=Phvul.007G012500.1 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1)
K01354 - oligopeptidase B (ptrB)  (1 of 1)Phvul.007G012500not assigned.not annotated no hits & (original description: pacid=37164997 transcript=Phvul.007G012500.1 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1)
K01354 - oligopeptidase B (ptrB)  (1 of 1)Phvul.007G012500not assigned.not annotated no hits & (original description: pacid=37164997 transcript=Phvul.007G012500.1 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1)
PTHR31072:SF7 - TRANSCRIPTION FACTOR TCP21-RELATED (1 of 3)Phvul.007G015000Multi-process regulation.circadian clock system.morning element regulation.repression factor (CHE)CHE circadian clock repression factor (original description: pacid=37166457 transcript=Phvul.007G015000.1 locus=Phvul.007G015000 ID=Phvul.007G015000.1.v2.1 annot-version=v2.1) &
PTHR31072:SF7 - TRANSCRIPTION FACTOR TCP21-RELATED (1 of 3)Phvul.007G015000Multi-process regulation.circadian clock system.morning element regulation.repression factor (CHE)CHE circadian clock repression factor (original description: pacid=37166457 transcript=Phvul.007G015000.1 locus=Phvul.007G015000 ID=Phvul.007G015000.1.v2.1 annot-version=v2.1) &
2.7.8.8 - CDP-diacylglycerol--serine O-phosphatidyltransferase / Phosphatidylserine synthase (1 of 1)Phvul.007G034000Lipid metabolism.glycerolipid biosynthesis.phosphatidylserine.base-exchange pathway.base-exchange-type phosphatidylserine synthasebase-exchange-type phosphatidylserine synthase (original description: pacid=37167617 transcript=Phvul.007G034000.2 locus=Phvul.007G034000 ID=Phvul.007G034000.2.v2.1 annot-version=v2.1) &
2.7.10.2 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase (1 of 47)Phvul.007G051100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37166526 transcript=Phvul.007G051100.1 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1) &
2.7.10.2 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase (1 of 47)Phvul.007G051100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37166526 transcript=Phvul.007G051100.1 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1) &
2.7.10.2 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase (1 of 47)Phvul.007G051100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37166526 transcript=Phvul.007G051100.1 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1) &
2.7.10.2 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase (1 of 47)Phvul.007G051100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37166526 transcript=Phvul.007G051100.1 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1) &
PTHR10638:SF40 - AMINE OXIDASE (1 of 1)Phvul.007G056600Polyamine metabolism.polyamine degradation.copper-containing amine oxidase (CuAO)copper-containing amine oxidase (CuAO) (original description: pacid=37166437 transcript=Phvul.007G056600.1 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1) &
PTHR10638:SF40 - AMINE OXIDASE (1 of 1)Phvul.007G056600Polyamine metabolism.polyamine degradation.copper-containing amine oxidase (CuAO)copper-containing amine oxidase (CuAO) (original description: pacid=37166437 transcript=Phvul.007G056600.1 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1) &
PTHR10638:SF40 - AMINE OXIDASE (1 of 1)Phvul.007G056600Polyamine metabolism.polyamine degradation.copper-containing amine oxidase (CuAO)copper-containing amine oxidase (CuAO) (original description: pacid=37166437 transcript=Phvul.007G056600.1 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1) &
PTHR10638:SF40 - AMINE OXIDASE (1 of 1)Phvul.007G056600Polyamine metabolism.polyamine degradation.copper-containing amine oxidase (CuAO)copper-containing amine oxidase (CuAO) (original description: pacid=37166437 transcript=Phvul.007G056600.1 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1) &
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Do not distribute

PF04570 - zinc-finger of the FCS-type, C2-C2 (zf-FLZ)  (1 of 19)Phvul.007G058400Multi-process regulation.SnRK1-kinase regulatory system.SnRK1-interacting factor (FLZ)SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
PF04570 - zinc-finger of the FCS-type, C2-C2 (zf-FLZ)  (1 of 19)Phvul.007G058400Multi-process regulation.SnRK1-kinase regulatory system.SnRK1-interacting factor (FLZ)SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
PF04570 - zinc-finger of the FCS-type, C2-C2 (zf-FLZ)  (1 of 19)Phvul.007G058400Multi-process regulation.SnRK1-kinase regulatory system.SnRK1-interacting factor (FLZ)SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
PF04570 - zinc-finger of the FCS-type, C2-C2 (zf-FLZ)  (1 of 19)Phvul.007G058400Multi-process regulation.SnRK1-kinase regulatory system.SnRK1-interacting factor (FLZ)SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
PF04570 - zinc-finger of the FCS-type, C2-C2 (zf-FLZ)  (1 of 19)Phvul.007G058400Multi-process regulation.SnRK1-kinase regulatory system.SnRK1-interacting factor (FLZ)SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
PF04570 - zinc-finger of the FCS-type, C2-C2 (zf-FLZ)  (1 of 19)Phvul.007G058400Multi-process regulation.SnRK1-kinase regulatory system.SnRK1-interacting factor (FLZ)SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
PF04570 - zinc-finger of the FCS-type, C2-C2 (zf-FLZ)  (1 of 19)Phvul.007G058400Multi-process regulation.SnRK1-kinase regulatory system.SnRK1-interacting factor (FLZ)SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
PF04570 - zinc-finger of the FCS-type, C2-C2 (zf-FLZ)  (1 of 19)Phvul.007G058400Multi-process regulation.SnRK1-kinase regulatory system.SnRK1-interacting factor (FLZ)SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
PTHR23024:SF219 - CARBOXYLESTERASE 120-RELATED (1 of 1)Phvul.007G064700not assigned.annotated (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
PTHR23024:SF219 - CARBOXYLESTERASE 120-RELATED (1 of 1)Phvul.007G064700not assigned.annotated (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
PTHR23024:SF219 - CARBOXYLESTERASE 120-RELATED (1 of 1)Phvul.007G064700not assigned.annotated (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
PTHR23024:SF219 - CARBOXYLESTERASE 120-RELATED (1 of 1)Phvul.007G064700not assigned.annotated (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
PTHR23024:SF219 - CARBOXYLESTERASE 120-RELATED (1 of 1)Phvul.007G064700not assigned.annotated (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
PTHR11972//PTHR11972:SF79 - NADPH OXIDASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G073800Nutrient uptake.copper uptake.reduction-based uptake.metal ion-chelate reductase (FRO)metal ion-chelate reductase (FRO) (original description: pacid=37165410 transcript=Phvul.007G073800.1 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1) &
PTHR11972//PTHR11972:SF79 - NADPH OXIDASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G073800Nutrient uptake.copper uptake.reduction-based uptake.metal ion-chelate reductase (FRO)metal ion-chelate reductase (FRO) (original description: pacid=37165410 transcript=Phvul.007G073800.1 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1) &
PTHR11972//PTHR11972:SF79 - NADPH OXIDASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G073800Nutrient uptake.copper uptake.reduction-based uptake.metal ion-chelate reductase (FRO)metal ion-chelate reductase (FRO) (original description: pacid=37165410 transcript=Phvul.007G073800.1 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1) &
PTHR11972//PTHR11972:SF79 - NADPH OXIDASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G073800Nutrient uptake.copper uptake.reduction-based uptake.metal ion-chelate reductase (FRO)metal ion-chelate reductase (FRO) (original description: pacid=37165410 transcript=Phvul.007G073800.1 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1) &
PF12646 - Domain of unknown function (DUF3783) (DUF3783)  (1 of 1)Phvul.007G099300not assigned.not annotated no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
PF12646 - Domain of unknown function (DUF3783) (DUF3783)  (1 of 1)Phvul.007G099300not assigned.not annotated no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
PF12646 - Domain of unknown function (DUF3783) (DUF3783)  (1 of 1)Phvul.007G099300not assigned.not annotated no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
PF12646 - Domain of unknown function (DUF3783) (DUF3783)  (1 of 1)Phvul.007G099300not assigned.not annotated no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
PTHR11260:SF201 - GLUTATHIONE S-TRANSFERASE F14-RELATED (1 of 1)Phvul.007G107200Protein modification.S-glutathionylation.glutathione S-transferase activities.class phi glutathione S-transferaseclass phi glutathione S-transferase (original description: pacid=37166653 transcript=Phvul.007G107200.1 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1) &
PTHR11260:SF201 - GLUTATHIONE S-TRANSFERASE F14-RELATED (1 of 1)Phvul.007G107200Protein modification.S-glutathionylation.glutathione S-transferase activities.class phi glutathione S-transferaseclass phi glutathione S-transferase (original description: pacid=37166653 transcript=Phvul.007G107200.1 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1) &
PTHR11260:SF201 - GLUTATHIONE S-TRANSFERASE F14-RELATED (1 of 1)Phvul.007G107200Protein modification.S-glutathionylation.glutathione S-transferase activities.class phi glutathione S-transferaseclass phi glutathione S-transferase (original description: pacid=37166653 transcript=Phvul.007G107200.1 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1) &
PTHR11260:SF201 - GLUTATHIONE S-TRANSFERASE F14-RELATED (1 of 1)Phvul.007G107200Protein modification.S-glutathionylation.glutathione S-transferase activities.class phi glutathione S-transferaseclass phi glutathione S-transferase (original description: pacid=37166653 transcript=Phvul.007G107200.1 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1) &
PTHR37764:SF1 - MOG1/PSBP/DUF1795-LIKE PHOTOSYSTEM II REACTION CENTER PSBP FAMILY PROTEIN (1 of 1)Phvul.007G182300not assigned.not annotated no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)
PTHR37764:SF1 - MOG1/PSBP/DUF1795-LIKE PHOTOSYSTEM II REACTION CENTER PSBP FAMILY PROTEIN (1 of 1)Phvul.007G182300not assigned.not annotated no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)
PTHR37764:SF1 - MOG1/PSBP/DUF1795-LIKE PHOTOSYSTEM II REACTION CENTER PSBP FAMILY PROTEIN (1 of 1)Phvul.007G182300not assigned.not annotated no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)
PTHR37764:SF1 - MOG1/PSBP/DUF1795-LIKE PHOTOSYSTEM II REACTION CENTER PSBP FAMILY PROTEIN (1 of 1)Phvul.007G182300not assigned.not annotated no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)

0 Phvul.007G189000not assigned.not annotated no hits & (original description: pacid=37164309 transcript=Phvul.007G189000.1 locus=Phvul.007G189000 ID=Phvul.007G189000.1.v2.1 annot-version=v2.1)
0 Phvul.007G189000not assigned.not annotated no hits & (original description: pacid=37164309 transcript=Phvul.007G189000.1 locus=Phvul.007G189000 ID=Phvul.007G189000.1.v2.1 annot-version=v2.1)

2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.007G204300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.007G204300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.007G204300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.007G204300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.007G204300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.007G204300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.007G204300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.007G204300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.007G210400Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
PF00045 - Hemopexin (Hemopexin)  (1 of 17)Phvul.007G275700not assigned.annotated (original description: pacid=37164350 transcript=Phvul.007G275700.1 locus=Phvul.007G275700 ID=Phvul.007G275700.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 223.0)
PF00045 - Hemopexin (Hemopexin)  (1 of 17)Phvul.007G275700not assigned.annotated (original description: pacid=37164350 transcript=Phvul.007G275700.1 locus=Phvul.007G275700 ID=Phvul.007G275700.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 223.0)
PF00045 - Hemopexin (Hemopexin)  (1 of 17)Phvul.007G276200not assigned.annotated (original description: pacid=37166099 transcript=Phvul.007G276200.1 locus=Phvul.007G276200 ID=Phvul.007G276200.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 253.0)
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PF00045 - Hemopexin (Hemopexin)  (1 of 17)Phvul.007G276200not assigned.annotated (original description: pacid=37166099 transcript=Phvul.007G276200.1 locus=Phvul.007G276200 ID=Phvul.007G276200.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 253.0)
PF00045 - Hemopexin (Hemopexin)  (1 of 17)Phvul.007G276300not assigned.annotated (original description: pacid=37164734 transcript=Phvul.007G276300.1 locus=Phvul.007G276300 ID=Phvul.007G276300.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 222.0)
PF00045 - Hemopexin (Hemopexin)  (1 of 17)Phvul.007G276300not assigned.annotated (original description: pacid=37164734 transcript=Phvul.007G276300.1 locus=Phvul.007G276300 ID=Phvul.007G276300.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 222.0)
PTHR35313:SF1 - NO EXINE FORMATION 1 (1 of 1)Phvul.008G003900Cell wall organisation.sporopollenin.exine wall formation.exine patterning factor (NEF1)exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
PTHR35313:SF1 - NO EXINE FORMATION 1 (1 of 1)Phvul.008G003900Cell wall organisation.sporopollenin.exine wall formation.exine patterning factor (NEF1)exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
PTHR35313:SF1 - NO EXINE FORMATION 1 (1 of 1)Phvul.008G003900Cell wall organisation.sporopollenin.exine wall formation.exine patterning factor (NEF1)exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
PTHR35313:SF1 - NO EXINE FORMATION 1 (1 of 1)Phvul.008G003900Cell wall organisation.sporopollenin.exine wall formation.exine patterning factor (NEF1)exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
KOG0211 - Protein phosphatase 2A regulatory subunit A and related proteins (1 of 1)Phvul.008G008300not assigned.not annotated no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
PTHR13068//PTHR13068:SF19 - CGI-12 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.008G048200RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37159233 transcript=Phvul.008G048200.1 locus=Phvul.008G048200 ID=Phvul.008G048200.1.v2.1 annot-version=v2.1) &

0 Phvul.008G069000not assigned.not annotated no hits & (original description: pacid=37159335 transcript=Phvul.008G069000.1 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1)
0 Phvul.008G069000not assigned.not annotated no hits & (original description: pacid=37159335 transcript=Phvul.008G069000.1 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1)
0 Phvul.008G069000not assigned.not annotated no hits & (original description: pacid=37159335 transcript=Phvul.008G069000.1 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1)
0 Phvul.008G069000not assigned.not annotated no hits & (original description: pacid=37159335 transcript=Phvul.008G069000.1 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1)

KOG1947 - Leucine rich repeat proteins, some proteins contain F-box (1 of 39)Phvul.008G071966not assigned.not annotated no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
KOG1947 - Leucine rich repeat proteins, some proteins contain F-box (1 of 39)Phvul.008G071966not assigned.not annotated no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
KOG1947 - Leucine rich repeat proteins, some proteins contain F-box (1 of 39)Phvul.008G071966not assigned.not annotated no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
KOG1947 - Leucine rich repeat proteins, some proteins contain F-box (1 of 39)Phvul.008G071966not assigned.not annotated no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110000not assigned.not annotated no hits & (original description: pacid=37158099 transcript=Phvul.008G110000.1 locus=Phvul.008G110000 ID=Phvul.008G110000.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110000not assigned.not annotated no hits & (original description: pacid=37158099 transcript=Phvul.008G110000.1 locus=Phvul.008G110000 ID=Phvul.008G110000.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110100not assigned.not annotated no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110400not assigned.not annotated no hits & (original description: pacid=37161383 transcript=Phvul.008G110400.1 locus=Phvul.008G110400 ID=Phvul.008G110400.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110400not assigned.not annotated no hits & (original description: pacid=37161383 transcript=Phvul.008G110400.1 locus=Phvul.008G110400 ID=Phvul.008G110400.1.v2.1 annot-version=v2.1)
PTHR13683:SF347 - CYSTEINE-RICH PEPTIDE FAMILY PROTEIN (1 of 2)Phvul.008G118900Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37158825 transcript=Phvul.008G118900.1 locus=Phvul.008G118900 ID=Phvul.008G118900.1.v2.1 annot-version=v2.1) &
PTHR13683:SF347 - CYSTEINE-RICH PEPTIDE FAMILY PROTEIN (1 of 2)Phvul.008G118900Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37158825 transcript=Phvul.008G118900.1 locus=Phvul.008G118900 ID=Phvul.008G118900.1.v2.1 annot-version=v2.1) &

0 Phvul.008G157900not assigned.not annotated no hits & (original description: pacid=37160418 transcript=Phvul.008G157900.1 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1)
0 Phvul.008G157900not assigned.not annotated no hits & (original description: pacid=37160418 transcript=Phvul.008G157900.1 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1)
0 Phvul.008G157900not assigned.not annotated no hits & (original description: pacid=37160418 transcript=Phvul.008G157900.1 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1)
0 Phvul.008G157900not assigned.not annotated no hits & (original description: pacid=37160418 transcript=Phvul.008G157900.1 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1)

4.2.1.119 - Enoyl-CoA hydratase 2 / ECH2 (1 of 5)Phvul.008G206400Lipid metabolism.fatty acid biosynthesis.mitochondrial fatty acid synthase (mtFAS) system.hydroxyacyl-ACP dehydratase (mtHD)hydroxyacyl-ACP dehydratase (mtHD) (original description: pacid=37161546 transcript=Phvul.008G206400.6 locus=Phvul.008G206400 ID=Phvul.008G206400.6.v2.1 annot-version=v2.1) &
4.2.1.119 - Enoyl-CoA hydratase 2 / ECH2 (1 of 5)Phvul.008G206400Lipid metabolism.fatty acid biosynthesis.mitochondrial fatty acid synthase (mtFAS) system.hydroxyacyl-ACP dehydratase (mtHD)hydroxyacyl-ACP dehydratase (mtHD) (original description: pacid=37161546 transcript=Phvul.008G206400.6 locus=Phvul.008G206400 ID=Phvul.008G206400.6.v2.1 annot-version=v2.1) &
4.2.1.119 - Enoyl-CoA hydratase 2 / ECH2 (1 of 5)Phvul.008G206400Lipid metabolism.fatty acid biosynthesis.mitochondrial fatty acid synthase (mtFAS) system.hydroxyacyl-ACP dehydratase (mtHD)hydroxyacyl-ACP dehydratase (mtHD) (original description: pacid=37161546 transcript=Phvul.008G206400.6 locus=Phvul.008G206400 ID=Phvul.008G206400.6.v2.1 annot-version=v2.1) &
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4.2.1.119 - Enoyl-CoA hydratase 2 / ECH2 (1 of 5)Phvul.008G206400Lipid metabolism.fatty acid biosynthesis.mitochondrial fatty acid synthase (mtFAS) system.hydroxyacyl-ACP dehydratase (mtHD)hydroxyacyl-ACP dehydratase (mtHD) (original description: pacid=37161546 transcript=Phvul.008G206400.6 locus=Phvul.008G206400 ID=Phvul.008G206400.6.v2.1 annot-version=v2.1) &
0 Phvul.008G225900not assigned.not annotated no hits & (original description: pacid=37161082 transcript=Phvul.008G225900.1 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1)
0 Phvul.008G225900not assigned.not annotated no hits & (original description: pacid=37161082 transcript=Phvul.008G225900.1 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1)
0 Phvul.008G225900not assigned.not annotated no hits & (original description: pacid=37161082 transcript=Phvul.008G225900.1 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1)
0 Phvul.008G225900not assigned.not annotated no hits & (original description: pacid=37161082 transcript=Phvul.008G225900.1 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1)

PTHR22950:SF48 - PROLINE TRANSPORTER 1-RELATED (1 of 2)Phvul.008G227600Solute transport.carrier-mediated transport.APC superfamily.AAAP family.proline transporter (ProT)proline transporter (ProT) (original description: pacid=37160845 transcript=Phvul.008G227600.1 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1) &
PTHR22950:SF48 - PROLINE TRANSPORTER 1-RELATED (1 of 2)Phvul.008G227600Solute transport.carrier-mediated transport.APC superfamily.AAAP family.proline transporter (ProT)proline transporter (ProT) (original description: pacid=37160845 transcript=Phvul.008G227600.1 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1) &
PTHR22950:SF48 - PROLINE TRANSPORTER 1-RELATED (1 of 2)Phvul.008G227600Solute transport.carrier-mediated transport.APC superfamily.AAAP family.proline transporter (ProT)proline transporter (ProT) (original description: pacid=37160845 transcript=Phvul.008G227600.1 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1) &
PTHR22950:SF48 - PROLINE TRANSPORTER 1-RELATED (1 of 2)Phvul.008G227600Solute transport.carrier-mediated transport.APC superfamily.AAAP family.proline transporter (ProT)proline transporter (ProT) (original description: pacid=37160845 transcript=Phvul.008G227600.1 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1) &
PTHR24012:SF433 - RNA RECOGNITION MOTIF-CONTAINING PROTEIN (1 of 2)Phvul.008G274900not assigned.annotated (original description: pacid=37160931 transcript=Phvul.008G274900.3 locus=Phvul.008G274900 ID=Phvul.008G274900.3.v2.1 annot-version=v2.1) & Heterogeneous nuclear ribonucleoprotein 1 OS=Arabidopsis thaliana (sp|q8w034|rnp1_arath : 211.0)
PTHR24012:SF433 - RNA RECOGNITION MOTIF-CONTAINING PROTEIN (1 of 2)Phvul.008G274900not assigned.annotated (original description: pacid=37160931 transcript=Phvul.008G274900.3 locus=Phvul.008G274900 ID=Phvul.008G274900.3.v2.1 annot-version=v2.1) & Heterogeneous nuclear ribonucleoprotein 1 OS=Arabidopsis thaliana (sp|q8w034|rnp1_arath : 211.0)
PTHR24012:SF433 - RNA RECOGNITION MOTIF-CONTAINING PROTEIN (1 of 2)Phvul.008G274900not assigned.annotated (original description: pacid=37160931 transcript=Phvul.008G274900.3 locus=Phvul.008G274900 ID=Phvul.008G274900.3.v2.1 annot-version=v2.1) & Heterogeneous nuclear ribonucleoprotein 1 OS=Arabidopsis thaliana (sp|q8w034|rnp1_arath : 211.0)
K02259 - cytochrome c oxidase assembly protein subunit 15 (COX15)  (1 of 1)Phvul.008G282700Cellular respiration.oxidative phosphorylation.cytochrome c oxidase complex.accessory assembly components.component COX15component COX15 of cytochrome c oxidase assembly (original description: pacid=37157587 transcript=Phvul.008G282700.1 locus=Phvul.008G282700 ID=Phvul.008G282700.1.v2.1 annot-version=v2.1) &
K02259 - cytochrome c oxidase assembly protein subunit 15 (COX15)  (1 of 1)Phvul.008G282700Cellular respiration.oxidative phosphorylation.cytochrome c oxidase complex.accessory assembly components.component COX15component COX15 of cytochrome c oxidase assembly (original description: pacid=37157587 transcript=Phvul.008G282700.1 locus=Phvul.008G282700 ID=Phvul.008G282700.1.v2.1 annot-version=v2.1) &
PTHR10641:SF599 - MYB TRANSCRIPTION FACTOR-RELATED (1 of 2)Phvul.009G106700RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB)transcription factor (MYB) (original description: pacid=37152011 transcript=Phvul.009G106700.1 locus=Phvul.009G106700 ID=Phvul.009G106700.1.v2.1 annot-version=v2.1) &
PTHR10972:SF67 - OXYSTEROL-BINDING PROTEIN-RELATED PROTEIN 1D (1 of 3)Phvul.009G121300not assigned.annotated (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
PTHR10972:SF67 - OXYSTEROL-BINDING PROTEIN-RELATED PROTEIN 1D (1 of 3)Phvul.009G121300not assigned.annotated (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
PTHR10972:SF67 - OXYSTEROL-BINDING PROTEIN-RELATED PROTEIN 1D (1 of 3)Phvul.009G121300not assigned.annotated (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
PTHR10972:SF67 - OXYSTEROL-BINDING PROTEIN-RELATED PROTEIN 1D (1 of 3)Phvul.009G121300not assigned.annotated (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
K08867 - WNK lysine deficient protein kinase [EC:2.7.11.1] (WNK, PRKWNK)  (1 of 15)Phvul.009G173100Protein modification.phosphorylation.STE protein kinase superfamily.protein kinase (MAP3K-WNK)protein kinase (MAP3K-WNK) (original description: pacid=37151775 transcript=Phvul.009G173100.4 locus=Phvul.009G173100 ID=Phvul.009G173100.4.v2.1 annot-version=v2.1) &
K08867 - WNK lysine deficient protein kinase [EC:2.7.11.1] (WNK, PRKWNK)  (1 of 15)Phvul.009G173100Protein modification.phosphorylation.STE protein kinase superfamily.protein kinase (MAP3K-WNK)protein kinase (MAP3K-WNK) (original description: pacid=37151775 transcript=Phvul.009G173100.4 locus=Phvul.009G173100 ID=Phvul.009G173100.4.v2.1 annot-version=v2.1) &
K08867 - WNK lysine deficient protein kinase [EC:2.7.11.1] (WNK, PRKWNK)  (1 of 15)Phvul.009G173100Protein modification.phosphorylation.STE protein kinase superfamily.protein kinase (MAP3K-WNK)protein kinase (MAP3K-WNK) (original description: pacid=37151775 transcript=Phvul.009G173100.4 locus=Phvul.009G173100 ID=Phvul.009G173100.4.v2.1 annot-version=v2.1) &
K08867 - WNK lysine deficient protein kinase [EC:2.7.11.1] (WNK, PRKWNK)  (1 of 15)Phvul.009G173100Protein modification.phosphorylation.STE protein kinase superfamily.protein kinase (MAP3K-WNK)protein kinase (MAP3K-WNK) (original description: pacid=37151775 transcript=Phvul.009G173100.4 locus=Phvul.009G173100 ID=Phvul.009G173100.4.v2.1 annot-version=v2.1) &
PTHR23421:SF74 - BETA-GALACTOSIDASE 1 (1 of 4)Phvul.009G232500Cell wall organisation.pectin.rhamnogalacturonan I.modification and degradation.beta-galactosidase (BGAL)beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
PTHR23421:SF74 - BETA-GALACTOSIDASE 1 (1 of 4)Phvul.009G232500Cell wall organisation.pectin.rhamnogalacturonan I.modification and degradation.beta-galactosidase (BGAL)beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
K13066 - caffeic acid 3-O-methyltransferase (E2.1.1.68, COMT)  (1 of 18)Phvul.009G259000Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon groupEnzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
K13066 - caffeic acid 3-O-methyltransferase (E2.1.1.68, COMT)  (1 of 18)Phvul.009G259000Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon groupEnzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
K13066 - caffeic acid 3-O-methyltransferase (E2.1.1.68, COMT)  (1 of 18)Phvul.009G259000Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon groupEnzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
K13066 - caffeic acid 3-O-methyltransferase (E2.1.1.68, COMT)  (1 of 18)Phvul.009G259000Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon groupEnzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
K17592 - sacsin (SACS)  (1 of 4)Phvul.010G032400not assigned.annotated (original description: pacid=37143296 transcript=Phvul.010G032400.1 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 150.0)
K17592 - sacsin (SACS)  (1 of 4)Phvul.010G032400not assigned.annotated (original description: pacid=37143296 transcript=Phvul.010G032400.1 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 150.0)
K17592 - sacsin (SACS)  (1 of 4)Phvul.010G032400not assigned.annotated (original description: pacid=37143296 transcript=Phvul.010G032400.1 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 150.0)
K17592 - sacsin (SACS)  (1 of 4)Phvul.010G032400not assigned.annotated (original description: pacid=37143296 transcript=Phvul.010G032400.1 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 150.0)
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
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Do not distribute

PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR23253:SF26 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4G (1 of 2)Phvul.010G043700Protein biosynthesis.translation initiation.mRNA loading.eIF4F mRNA unwinding complex.component eIF4Gcomponent eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
PTHR12565:SF173 - TRANSCRIPTION FACTOR UNE10 (1 of 2)Phvul.010G070600RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37142159 transcript=Phvul.010G070600.3 locus=Phvul.010G070600 ID=Phvul.010G070600.3.v2.1 annot-version=v2.1) &
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
1.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
1.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
1.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
1.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
K01537 - Ca2+-transporting ATPase (E3.6.3.8)  (1 of 14)Phvul.011G013900Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37155673 transcript=Phvul.011G013900.1 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1) &
K01537 - Ca2+-transporting ATPase (E3.6.3.8)  (1 of 14)Phvul.011G013900Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37155673 transcript=Phvul.011G013900.1 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1) &
K01537 - Ca2+-transporting ATPase (E3.6.3.8)  (1 of 14)Phvul.011G013900Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37155673 transcript=Phvul.011G013900.1 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1) &
K01537 - Ca2+-transporting ATPase (E3.6.3.8)  (1 of 14)Phvul.011G013900Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37155673 transcript=Phvul.011G013900.1 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1) &
K08873 - PI-3-kinase-related kinase SMG-1 (SMG1)  (1 of 1)Phvul.011G050300Protein modification.phosphorylation.atypical protein kinase families.protein kinase (PIKK)protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
K08873 - PI-3-kinase-related kinase SMG-1 (SMG1)  (1 of 1)Phvul.011G050300Protein modification.phosphorylation.atypical protein kinase families.protein kinase (PIKK)protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
K08873 - PI-3-kinase-related kinase SMG-1 (SMG1)  (1 of 1)Phvul.011G050300Protein modification.phosphorylation.atypical protein kinase families.protein kinase (PIKK)protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
K08873 - PI-3-kinase-related kinase SMG-1 (SMG1)  (1 of 1)Phvul.011G050300Protein modification.phosphorylation.atypical protein kinase families.protein kinase (PIKK)protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
PTHR14194:SF38 - PROTEIN PLASTID TRANSCRIPTIONALLY ACTIVE 16 (1 of 1)Phvul.011G061600RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.regulatory co-factor components.component TAC16TAC16 cofactor of plastid-encoded RNA polymerase (original description: pacid=37155940 transcript=Phvul.011G061600.1 locus=Phvul.011G061600 ID=Phvul.011G061600.1.v2.1 annot-version=v2.1) &
PTHR14194:SF38 - PROTEIN PLASTID TRANSCRIPTIONALLY ACTIVE 16 (1 of 1)Phvul.011G061600RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.regulatory co-factor components.component TAC16TAC16 cofactor of plastid-encoded RNA polymerase (original description: pacid=37155940 transcript=Phvul.011G061600.1 locus=Phvul.011G061600 ID=Phvul.011G061600.1.v2.1 annot-version=v2.1) &
PF05938 - Plant self-incompatibility protein S1 (Self-incomp_S1)  (1 of 74)Phvul.011G114700not assigned.annotated (original description: pacid=37156233 transcript=Phvul.011G114700.1 locus=Phvul.011G114700 ID=Phvul.011G114700.1.v2.1 annot-version=v2.1) & S-protein homolog 5 OS=Arabidopsis thaliana (sp|o23020|sph5_arath : 90.5)
PF05938 - Plant self-incompatibility protein S1 (Self-incomp_S1)  (1 of 74)Phvul.011G123000not assigned.annotated (original description: pacid=37155659 transcript=Phvul.011G123000.1 locus=Phvul.011G123000 ID=Phvul.011G123000.1.v2.1 annot-version=v2.1) & S-protein homolog 5 OS=Arabidopsis thaliana (sp|o23020|sph5_arath : 90.9)

0 Phvul.011G123701not assigned.not annotated no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
0 Phvul.011G123701not assigned.not annotated no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)

3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
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Do not distribute

3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
3.4.19.5//3.5.1.1 - Asparaginase / L-asparagine amidohydrolase (1 of 1)Phvul.011G160800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &

0 Phvul.011G202700not assigned.not annotated no hits & (original description: pacid=37156963 transcript=Phvul.011G202700.1 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1)
0 Phvul.011G202700not assigned.not annotated no hits & (original description: pacid=37156963 transcript=Phvul.011G202700.1 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1)
0 Phvul.011G202700not assigned.not annotated no hits & (original description: pacid=37156963 transcript=Phvul.011G202700.1 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1)
0 Phvul.011G202700not assigned.not annotated no hits & (original description: pacid=37156963 transcript=Phvul.011G202700.1 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1)

PTHR23076:SF58 - FTSH EXTRACELLULAR PROTEASE FAMILY PROTEIN (1 of 1)Phvul.L002051not assigned.annotated (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
PTHR23076:SF58 - FTSH EXTRACELLULAR PROTEASE FAMILY PROTEIN (1 of 1)Phvul.L002051not assigned.annotated (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
PTHR23076:SF58 - FTSH EXTRACELLULAR PROTEASE FAMILY PROTEIN (1 of 1)Phvul.L002051not assigned.annotated (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
PTHR23076:SF58 - FTSH EXTRACELLULAR PROTEASE FAMILY PROTEIN (1 of 1)Phvul.L002051not assigned.annotated (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
PTHR23076:SF58 - FTSH EXTRACELLULAR PROTEASE FAMILY PROTEIN (1 of 1)Phvul.L002051not assigned.annotated (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
PTHR23076:SF58 - FTSH EXTRACELLULAR PROTEASE FAMILY PROTEIN (1 of 1)Phvul.L002051not assigned.annotated (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
PTHR23076:SF58 - FTSH EXTRACELLULAR PROTEASE FAMILY PROTEIN (1 of 1)Phvul.L002051not assigned.annotated (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
PTHR23076:SF58 - FTSH EXTRACELLULAR PROTEASE FAMILY PROTEIN (1 of 1)Phvul.L002051not assigned.annotated (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
K12872 - pre-mRNA-splicing factor RBM22/SLT11 (RBM22, SLT11)  (1 of 2)Phvul.L002537RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component MAC5component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &
K12872 - pre-mRNA-splicing factor RBM22/SLT11 (RBM22, SLT11)  (1 of 2)Phvul.L002537RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component MAC5component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &
K12872 - pre-mRNA-splicing factor RBM22/SLT11 (RBM22, SLT11)  (1 of 2)Phvul.L002537RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component MAC5component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &
PTHR11709//PTHR11709:SF78 - MULTI-COPPER OXIDASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.L007343Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37178902 transcript=Phvul.L007343.1 locus=Phvul.L007343 ID=Phvul.L007343.1.v2.1 annot-version=v2.1) &
PTHR11695//PTHR11695:SF564 - ALCOHOL DEHYDROGENASE RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.008G004400Enzyme classification.EC_1 oxidoreductases.EC_1.3 oxidoreductase acting on CH-CH group of donor2-alkenal reductase (NADP(+)-dependent) OS=Nicotiana tabacum (sp|q9sln8|dbr_tobac : 451.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.3 oxidoreductase acting on CH-CH group of donor(50.1.3 : 281.4) (original description: pacid=37157789 transcript=Phvul.008G004400.1 locus=Phvul.008G004400 ID=Phvul.008G004400.1.v2.1 annot-version=v2.1) &
PTHR11695//PTHR11695:SF564 - ALCOHOL DEHYDROGENASE RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.008G004400Enzyme classification.EC_1 oxidoreductases.EC_1.3 oxidoreductase acting on CH-CH group of donor2-alkenal reductase (NADP(+)-dependent) OS=Nicotiana tabacum (sp|q9sln8|dbr_tobac : 451.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.3 oxidoreductase acting on CH-CH group of donor(50.1.3 : 281.4) (original description: pacid=37157789 transcript=Phvul.008G004400.1 locus=Phvul.008G004400 ID=Phvul.008G004400.1.v2.1 annot-version=v2.1) &
KOG0513 - Ca2+-independent phospholipase A2 (1 of 16)Phvul.001G020300Lipid metabolism.lipid degradation.phospholipase activities.phospholipase A2 activities.phospholipase A2 (pPLA2-II)phospholipase A2 (pPLA2-II) (original description: pacid=37167879 transcript=Phvul.001G020300.1 locus=Phvul.001G020300 ID=Phvul.001G020300.1.v2.1 annot-version=v2.1) &
KOG0513 - Ca2+-independent phospholipase A2 (1 of 16)Phvul.001G020350Lipid metabolism.lipid degradation.phospholipase activities.phospholipase A2 activities.phospholipase A2 (pPLA2-II)phospholipase A2 (pPLA2-II) (original description: pacid=37168006 transcript=Phvul.001G020350.1 locus=Phvul.001G020350 ID=Phvul.001G020350.1.v2.1 annot-version=v2.1) &
PTHR31471:SF13 - REMORIN-LIKE PROTEIN (1 of 1)Phvul.001G022700not assigned.not annotated no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
PTHR31471:SF13 - REMORIN-LIKE PROTEIN (1 of 1)Phvul.001G022700not assigned.not annotated no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
PTHR31471:SF13 - REMORIN-LIKE PROTEIN (1 of 1)Phvul.001G022700not assigned.not annotated no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
PTHR31471:SF13 - REMORIN-LIKE PROTEIN (1 of 1)Phvul.001G022700not assigned.not annotated no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
3.2.1.153 - Fructan beta-(2,1)-fructosidase / Inulinase (1 of 3)Phvul.001G036800Carbohydrate metabolism.sucrose metabolism.degradation.invertase activities.acid beta-fructofuranosidase (CWIN)acid beta-fructofuranosidase (CWIN) (original description: pacid=37171142 transcript=Phvul.001G036800.1 locus=Phvul.001G036800 ID=Phvul.001G036800.1.v2.1 annot-version=v2.1) &
PTHR22166:SF12 - PROTEIN LUNAPARK (1 of 2)Phvul.001G057800Cell cycle organisation.membrane organisation.endoplasmic reticulum (ER) organisation.ER cisternae formation factor (LUNAPARK)ER cisternae formation factor (LUNAPARK) (original description: pacid=37169604 transcript=Phvul.001G057800.1 locus=Phvul.001G057800 ID=Phvul.001G057800.1.v2.1 annot-version=v2.1) &
PTHR22166:SF12 - PROTEIN LUNAPARK (1 of 2)Phvul.001G057800Cell cycle organisation.membrane organisation.endoplasmic reticulum (ER) organisation.ER cisternae formation factor (LUNAPARK)ER cisternae formation factor (LUNAPARK) (original description: pacid=37169604 transcript=Phvul.001G057800.1 locus=Phvul.001G057800 ID=Phvul.001G057800.1.v2.1 annot-version=v2.1) &
K12446 - L-arabinokinase (E2.7.1.46)  (1 of 1)Phvul.001G077700Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-L-arabinose biosynthesis.salvage biosynthesis.L-arabinose kinaseL-arabinose kinase (original description: pacid=37168452 transcript=Phvul.001G077700.1 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1) &
K12446 - L-arabinokinase (E2.7.1.46)  (1 of 1)Phvul.001G077700Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-L-arabinose biosynthesis.salvage biosynthesis.L-arabinose kinaseL-arabinose kinase (original description: pacid=37168452 transcript=Phvul.001G077700.1 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1) &
K01895 - acetyl-CoA synthetase (ACSS, acs)  (1 of 1)Phvul.001G097800Lipid metabolism.fatty acid biosynthesis.acetyl-CoA generation.acetyl-CoA synthetaseacetyl-CoA synthetase (original description: pacid=37171272 transcript=Phvul.001G097800.2 locus=Phvul.001G097800 ID=Phvul.001G097800.2.v2.1 annot-version=v2.1) &
K01895 - acetyl-CoA synthetase (ACSS, acs)  (1 of 1)Phvul.001G097800Lipid metabolism.fatty acid biosynthesis.acetyl-CoA generation.acetyl-CoA synthetaseacetyl-CoA synthetase (original description: pacid=37171272 transcript=Phvul.001G097800.2 locus=Phvul.001G097800 ID=Phvul.001G097800.2.v2.1 annot-version=v2.1) &
K12580 - CCR4-NOT transcription complex subunit 3 (CNOT3, NOT3)  (1 of 2)Phvul.001G109300RNA processing.RNA surveillance.mRNA deadenylation-dependent decay.mRNA deadenylation.CCR4-NOT complex.component NOT3/5component NOT3/5 of mRNA deadenylation CCR4-NOT complex (original description: pacid=37170938 transcript=Phvul.001G109300.2 locus=Phvul.001G109300 ID=Phvul.001G109300.2.v2.1 annot-version=v2.1) &
K12580 - CCR4-NOT transcription complex subunit 3 (CNOT3, NOT3)  (1 of 2)Phvul.001G109300RNA processing.RNA surveillance.mRNA deadenylation-dependent decay.mRNA deadenylation.CCR4-NOT complex.component NOT3/5component NOT3/5 of mRNA deadenylation CCR4-NOT complex (original description: pacid=37170938 transcript=Phvul.001G109300.2 locus=Phvul.001G109300 ID=Phvul.001G109300.2.v2.1 annot-version=v2.1) &
K12580 - CCR4-NOT transcription complex subunit 3 (CNOT3, NOT3)  (1 of 2)Phvul.001G109300RNA processing.RNA surveillance.mRNA deadenylation-dependent decay.mRNA deadenylation.CCR4-NOT complex.component NOT3/5component NOT3/5 of mRNA deadenylation CCR4-NOT complex (original description: pacid=37170938 transcript=Phvul.001G109300.2 locus=Phvul.001G109300 ID=Phvul.001G109300.2.v2.1 annot-version=v2.1) &
K12580 - CCR4-NOT transcription complex subunit 3 (CNOT3, NOT3)  (1 of 2)Phvul.001G109300RNA processing.RNA surveillance.mRNA deadenylation-dependent decay.mRNA deadenylation.CCR4-NOT complex.component NOT3/5component NOT3/5 of mRNA deadenylation CCR4-NOT complex (original description: pacid=37170938 transcript=Phvul.001G109300.2 locus=Phvul.001G109300 ID=Phvul.001G109300.2.v2.1 annot-version=v2.1) &
6.3.1.14 - Diphthine--ammonia ligase / Diphthamide synthetase (1 of 1)Phvul.001G114900Protein biosynthesis.translation elongation.eEF2 mRNA-translocation factor activity.regulatory eEF2 diphthamide-modification.diphthamide synthetase (DPH6)diphthamide synthetase (DPH6) (original description: pacid=37170057 transcript=Phvul.001G114900.1 locus=Phvul.001G114900 ID=Phvul.001G114900.1.v2.1 annot-version=v2.1) &
6.3.1.14 - Diphthine--ammonia ligase / Diphthamide synthetase (1 of 1)Phvul.001G114900Protein biosynthesis.translation elongation.eEF2 mRNA-translocation factor activity.regulatory eEF2 diphthamide-modification.diphthamide synthetase (DPH6)diphthamide synthetase (DPH6) (original description: pacid=37170057 transcript=Phvul.001G114900.1 locus=Phvul.001G114900 ID=Phvul.001G114900.1.v2.1 annot-version=v2.1) &
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Do not distribute

PTHR22762//PTHR22762:SF91 - ALPHA-GLUCOSIDASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G123000not assigned.annotated (original description: pacid=37171176 transcript=Phvul.001G123000.2 locus=Phvul.001G123000 ID=Phvul.001G123000.2.v2.1 annot-version=v2.1) & Alpha-glucosidase OS=Spinacia oleracea (sp|o04893|aglu_spiol : 80.9)
PTHR22762//PTHR22762:SF91 - ALPHA-GLUCOSIDASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G123000not assigned.annotated (original description: pacid=37171176 transcript=Phvul.001G123000.2 locus=Phvul.001G123000 ID=Phvul.001G123000.2.v2.1 annot-version=v2.1) & Alpha-glucosidase OS=Spinacia oleracea (sp|o04893|aglu_spiol : 80.9)
PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G134100not assigned.annotated (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G134100not assigned.annotated (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G134100not assigned.annotated (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G134100not assigned.annotated (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G134100not assigned.annotated (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G134100not assigned.annotated (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G134100not assigned.annotated (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G134100not assigned.annotated (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
PTHR31529:SF10 - LOB DOMAIN-CONTAINING PROTEIN 16 (1 of 2)Phvul.001G159300RNA biosynthesis.transcriptional regulation.transcription factor (AS2/LOB)transcription factor (AS2/LOB) (original description: pacid=37168712 transcript=Phvul.001G159300.1 locus=Phvul.001G159300 ID=Phvul.001G159300.1.v2.1 annot-version=v2.1) &
PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.001G163900Nutrient uptake.phosphorus assimilation.phosphate signalling.transcription factor (PHR1)transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.001G163900Nutrient uptake.phosphorus assimilation.phosphate signalling.transcription factor (PHR1)transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.001G163900Nutrient uptake.phosphorus assimilation.phosphate signalling.transcription factor (PHR1)transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.001G163900Nutrient uptake.phosphorus assimilation.phosphate signalling.transcription factor (PHR1)transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.001G163900Nutrient uptake.phosphorus assimilation.phosphate signalling.transcription factor (PHR1)transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.001G163900Nutrient uptake.phosphorus assimilation.phosphate signalling.transcription factor (PHR1)transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.001G163900Nutrient uptake.phosphorus assimilation.phosphate signalling.transcription factor (PHR1)transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.001G163900Nutrient uptake.phosphorus assimilation.phosphate signalling.transcription factor (PHR1)transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
2.4.1.67 - Galactinol--raffinose galactosyltransferase / Stachyose synthetase (1 of 1)Phvul.001G214300Carbohydrate metabolism.oligosaccharide metabolism.stachyose synthasestachyose synthase (original description: pacid=37171147 transcript=Phvul.001G214300.2 locus=Phvul.001G214300 ID=Phvul.001G214300.2.v2.1 annot-version=v2.1) &
2.4.1.67 - Galactinol--raffinose galactosyltransferase / Stachyose synthetase (1 of 1)Phvul.001G214300Carbohydrate metabolism.oligosaccharide metabolism.stachyose synthasestachyose synthase (original description: pacid=37171147 transcript=Phvul.001G214300.2 locus=Phvul.001G214300 ID=Phvul.001G214300.2.v2.1 annot-version=v2.1) &
PTHR23115:SF184 - TRANSLATION INITIATION FACTOR IF-2, MITOCHONDRIAL (1 of 1)Phvul.001G220900Protein biosynthesis.organelle machinery.translation initiation.initiation factor (IF-2)IF-2 translation initiation factor (original description: pacid=37168766 transcript=Phvul.001G220900.1 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1) &
PTHR23115:SF184 - TRANSLATION INITIATION FACTOR IF-2, MITOCHONDRIAL (1 of 1)Phvul.001G220900Protein biosynthesis.organelle machinery.translation initiation.initiation factor (IF-2)IF-2 translation initiation factor (original description: pacid=37168766 transcript=Phvul.001G220900.1 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1) &
PTHR23115:SF184 - TRANSLATION INITIATION FACTOR IF-2, MITOCHONDRIAL (1 of 1)Phvul.001G220900Protein biosynthesis.organelle machinery.translation initiation.initiation factor (IF-2)IF-2 translation initiation factor (original description: pacid=37168766 transcript=Phvul.001G220900.1 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1) &
PTHR23115:SF184 - TRANSLATION INITIATION FACTOR IF-2, MITOCHONDRIAL (1 of 1)Phvul.001G220900Protein biosynthesis.organelle machinery.translation initiation.initiation factor (IF-2)IF-2 translation initiation factor (original description: pacid=37168766 transcript=Phvul.001G220900.1 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1) &
PTHR23083//PTHR23083:SF443 - TETRATRICOPEPTIDE REPEAT PROTEIN, TPR // SUBFAMILY NOT NAMED (1 of 3)Phvul.002G013866not assigned.annotated (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
PTHR23083//PTHR23083:SF443 - TETRATRICOPEPTIDE REPEAT PROTEIN, TPR // SUBFAMILY NOT NAMED (1 of 3)Phvul.002G013866not assigned.annotated (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
PTHR23083//PTHR23083:SF443 - TETRATRICOPEPTIDE REPEAT PROTEIN, TPR // SUBFAMILY NOT NAMED (1 of 3)Phvul.002G013866not assigned.annotated (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
PTHR23083//PTHR23083:SF443 - TETRATRICOPEPTIDE REPEAT PROTEIN, TPR // SUBFAMILY NOT NAMED (1 of 3)Phvul.002G013866not assigned.annotated (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.002G043500RNA processing.organelle machinery.RNA editing.plastidial RNA editing factor activities (PPR-type).RNA editing factor (YS1)RNA editing factor (YS1) (original description: pacid=37174928 transcript=Phvul.002G043500.1 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1) &
PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.002G043500RNA processing.organelle machinery.RNA editing.plastidial RNA editing factor activities (PPR-type).RNA editing factor (YS1)RNA editing factor (YS1) (original description: pacid=37174928 transcript=Phvul.002G043500.1 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1) &
PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.002G043500RNA processing.organelle machinery.RNA editing.plastidial RNA editing factor activities (PPR-type).RNA editing factor (YS1)RNA editing factor (YS1) (original description: pacid=37174928 transcript=Phvul.002G043500.1 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1) &
PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.002G043500RNA processing.organelle machinery.RNA editing.plastidial RNA editing factor activities (PPR-type).RNA editing factor (YS1)RNA editing factor (YS1) (original description: pacid=37174928 transcript=Phvul.002G043500.1 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1) &
PF13912 - C2H2-type zinc finger (zf-C2H2_6)  (1 of 42)Phvul.002G058900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37175569 transcript=Phvul.002G058900.1 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1) &
PF13912 - C2H2-type zinc finger (zf-C2H2_6)  (1 of 42)Phvul.002G058900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37175569 transcript=Phvul.002G058900.1 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1) &
PTHR31867:SF2 - EXPANSIN-A18-RELATED (1 of 2)Phvul.002G152900Cell wall organisation.cell wall proteins.expansin activities.alpha-class expansinalpha-class expansin (original description: pacid=37176766 transcript=Phvul.002G152900.1 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1) &
PTHR31867:SF2 - EXPANSIN-A18-RELATED (1 of 2)Phvul.002G152900Cell wall organisation.cell wall proteins.expansin activities.alpha-class expansinalpha-class expansin (original description: pacid=37176766 transcript=Phvul.002G152900.1 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1) &
PTHR31867:SF2 - EXPANSIN-A18-RELATED (1 of 2)Phvul.002G152900Cell wall organisation.cell wall proteins.expansin activities.alpha-class expansinalpha-class expansin (original description: pacid=37176766 transcript=Phvul.002G152900.1 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1) &
PTHR31867:SF2 - EXPANSIN-A18-RELATED (1 of 2)Phvul.002G152900Cell wall organisation.cell wall proteins.expansin activities.alpha-class expansinalpha-class expansin (original description: pacid=37176766 transcript=Phvul.002G152900.1 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1) &
1.1.1.133 - dTDP-4-dehydrorhamnose reductase / dTDP-6-deoxy-L-mannose dehydrogenase (1 of 2)Phvul.002G153500Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-L-rhamnose biosynthesis.UDP-L-rhamnose synthaseUDP-L-rhamnose synthase (original description: pacid=37176460 transcript=Phvul.002G153500.1 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1) &
PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.002G243300not assigned.annotated (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.002G243300not assigned.annotated (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.002G243300not assigned.annotated (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
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PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.002G243300not assigned.annotated (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
PTHR22870:SF24 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MPE11 (1 of 2)Phvul.002G253100not assigned.annotated (original description: pacid=37177422 transcript=Phvul.002G253100.1 locus=Phvul.002G253100 ID=Phvul.002G253100.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 98.6)
PTHR22870:SF24 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MPE11 (1 of 2)Phvul.002G253100not assigned.annotated (original description: pacid=37177422 transcript=Phvul.002G253100.1 locus=Phvul.002G253100 ID=Phvul.002G253100.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 98.6)
PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
PTHR11514:SF37 - TRANSCRIPTION FACTOR EGL1-RELATED (1 of 1)Phvul.002G290000RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37176085 transcript=Phvul.002G290000.3 locus=Phvul.002G290000 ID=Phvul.002G290000.3.v2.1 annot-version=v2.1) &
PTHR11514:SF37 - TRANSCRIPTION FACTOR EGL1-RELATED (1 of 1)Phvul.002G290000RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37176085 transcript=Phvul.002G290000.3 locus=Phvul.002G290000 ID=Phvul.002G290000.3.v2.1 annot-version=v2.1) &
PTHR23315:SF90 - ARMADILLO/BETA-CATENIN-LIKE REPEAT-CONTAINING PROTEIN (1 of 1)Phvul.003G022200not assigned.not annotated no hits & (original description: pacid=37144503 transcript=Phvul.003G022200.1 locus=Phvul.003G022200 ID=Phvul.003G022200.1.v2.1 annot-version=v2.1)
PTHR23315:SF90 - ARMADILLO/BETA-CATENIN-LIKE REPEAT-CONTAINING PROTEIN (1 of 1)Phvul.003G022200not assigned.not annotated no hits & (original description: pacid=37144503 transcript=Phvul.003G022200.1 locus=Phvul.003G022200 ID=Phvul.003G022200.1.v2.1 annot-version=v2.1)
3.2.1.177 - Alpha-D-xyloside xylohydrolase / Alpha-xylosidase (1 of 2)Phvul.003G035400Cell wall organisation.hemicellulose.xyloglucan.modification and degradation.1,6-alpha-xylosidase1,6-alpha-xylosidase (original description: pacid=37147083 transcript=Phvul.003G035400.1 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1) &
3.2.1.177 - Alpha-D-xyloside xylohydrolase / Alpha-xylosidase (1 of 2)Phvul.003G035400Cell wall organisation.hemicellulose.xyloglucan.modification and degradation.1,6-alpha-xylosidase1,6-alpha-xylosidase (original description: pacid=37147083 transcript=Phvul.003G035400.1 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1) &
3.2.1.177 - Alpha-D-xyloside xylohydrolase / Alpha-xylosidase (1 of 2)Phvul.003G035400Cell wall organisation.hemicellulose.xyloglucan.modification and degradation.1,6-alpha-xylosidase1,6-alpha-xylosidase (original description: pacid=37147083 transcript=Phvul.003G035400.1 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1) &
3.2.1.177 - Alpha-D-xyloside xylohydrolase / Alpha-xylosidase (1 of 2)Phvul.003G035400Cell wall organisation.hemicellulose.xyloglucan.modification and degradation.1,6-alpha-xylosidase1,6-alpha-xylosidase (original description: pacid=37147083 transcript=Phvul.003G035400.1 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1) &
PTHR31642:SF22 - PROTEIN ECERIFERUM 26-RELATED (1 of 1)Phvul.003G050600Lipid metabolism.fatty acid biosynthesis.endoplasmic reticulum-localized fatty acid elongase (FAE) system.very long chain fatty acid elongation.catalytic protein (CER2)catalytic protein (CER2) (original description: pacid=37145461 transcript=Phvul.003G050600.1 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1) &
PTHR31642:SF22 - PROTEIN ECERIFERUM 26-RELATED (1 of 1)Phvul.003G050600Lipid metabolism.fatty acid biosynthesis.endoplasmic reticulum-localized fatty acid elongase (FAE) system.very long chain fatty acid elongation.catalytic protein (CER2)catalytic protein (CER2) (original description: pacid=37145461 transcript=Phvul.003G050600.1 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1) &
PTHR31642:SF22 - PROTEIN ECERIFERUM 26-RELATED (1 of 1)Phvul.003G050600Lipid metabolism.fatty acid biosynthesis.endoplasmic reticulum-localized fatty acid elongase (FAE) system.very long chain fatty acid elongation.catalytic protein (CER2)catalytic protein (CER2) (original description: pacid=37145461 transcript=Phvul.003G050600.1 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1) &
PTHR31642:SF22 - PROTEIN ECERIFERUM 26-RELATED (1 of 1)Phvul.003G050600Lipid metabolism.fatty acid biosynthesis.endoplasmic reticulum-localized fatty acid elongase (FAE) system.very long chain fatty acid elongation.catalytic protein (CER2)catalytic protein (CER2) (original description: pacid=37145461 transcript=Phvul.003G050600.1 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1) &
PTHR10774//PTHR10774:SF90 - EXTENDED SYNAPTOTAGMIN-RELATED // SUBFAMILY NOT NAMED (1 of 4)Phvul.003G088200not assigned.annotated (original description: pacid=37146764 transcript=Phvul.003G088200.1 locus=Phvul.003G088200 ID=Phvul.003G088200.1.v2.1 annot-version=v2.1) & C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana (sp|q9zvt9|c2gr1_arath : 1261.0)
PTHR10774//PTHR10774:SF90 - EXTENDED SYNAPTOTAGMIN-RELATED // SUBFAMILY NOT NAMED (1 of 4)Phvul.003G088200not assigned.annotated (original description: pacid=37146764 transcript=Phvul.003G088200.1 locus=Phvul.003G088200 ID=Phvul.003G088200.1.v2.1 annot-version=v2.1) & C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana (sp|q9zvt9|c2gr1_arath : 1261.0)
K15108 - solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19 (SLC25A19, DNC, TPC1)  (1 of 2)Phvul.003G104200Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
K15108 - solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19 (SLC25A19, DNC, TPC1)  (1 of 2)Phvul.003G104200Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
K15108 - solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19 (SLC25A19, DNC, TPC1)  (1 of 2)Phvul.003G104200Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
K15108 - solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19 (SLC25A19, DNC, TPC1)  (1 of 2)Phvul.003G104200Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
K18789 - xylogalacturonan beta-1,3-xylosyltransferase (XGD1)  (1 of 4)Phvul.003G169700Cell wall organisation.pectin.xylogalacturonan.biosynthesis.xylogalacturonan xylosyltransferasexylogalacturonan xylosyltransferase (original description: pacid=37146945 transcript=Phvul.003G169700.1 locus=Phvul.003G169700 ID=Phvul.003G169700.1.v2.1 annot-version=v2.1) &
K00753 - glycoprotein 3-alpha-L-fucosyltransferase (E2.4.1.214)  (1 of 1)Phvul.003G292000Protein modification.glycosylation.N-linked glycosylation.complex N-glycan maturation.alpha-1,3-fucosyltransferasealpha-1,3-fucosyltransferase (original description: pacid=37144631 transcript=Phvul.003G292000.3 locus=Phvul.003G292000 ID=Phvul.003G292000.3.v2.1 annot-version=v2.1) &
K12386 - cystinosin (CTNS)  (1 of 5)Phvul.004G058600not assigned.annotated (original description: pacid=37163777 transcript=Phvul.004G058600.1 locus=Phvul.004G058600 ID=Phvul.004G058600.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 317.0)
K02112 - F-type H+-transporting ATPase subunit beta (ATPF1B, atpD)  (1 of 1)Phvul.004G121666Photosynthesis.photophosphorylation.ATP synthase complex.peripheral CF1 subcomplex.subunit betasubunit beta of peripheral CF1 subcomplex of ATP synthase complex (original description: pacid=37162257 transcript=Phvul.004G121666.1 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1) &
K02112 - F-type H+-transporting ATPase subunit beta (ATPF1B, atpD)  (1 of 1)Phvul.004G121666Photosynthesis.photophosphorylation.ATP synthase complex.peripheral CF1 subcomplex.subunit betasubunit beta of peripheral CF1 subcomplex of ATP synthase complex (original description: pacid=37162257 transcript=Phvul.004G121666.1 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1) &
K02112 - F-type H+-transporting ATPase subunit beta (ATPF1B, atpD)  (1 of 1)Phvul.004G121666Photosynthesis.photophosphorylation.ATP synthase complex.peripheral CF1 subcomplex.subunit betasubunit beta of peripheral CF1 subcomplex of ATP synthase complex (original description: pacid=37162257 transcript=Phvul.004G121666.1 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1) &
K02112 - F-type H+-transporting ATPase subunit beta (ATPF1B, atpD)  (1 of 1)Phvul.004G121666Photosynthesis.photophosphorylation.ATP synthase complex.peripheral CF1 subcomplex.subunit betasubunit beta of peripheral CF1 subcomplex of ATP synthase complex (original description: pacid=37162257 transcript=Phvul.004G121666.1 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1) &
PTHR14445:SF39 - SWIB/MDM2, PLUS-3 AND GYF DOMAIN-CONTAINING PROTEIN-RELATED (1 of 6)Phvul.004G133700not assigned.annotated (original description: pacid=37163533 transcript=Phvul.004G133700.1 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g08430 OS=Arabidopsis thaliana (sp|q9ft92|y5843_arath : 311.0)
PTHR14445:SF39 - SWIB/MDM2, PLUS-3 AND GYF DOMAIN-CONTAINING PROTEIN-RELATED (1 of 6)Phvul.004G133700not assigned.annotated (original description: pacid=37163533 transcript=Phvul.004G133700.1 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g08430 OS=Arabidopsis thaliana (sp|q9ft92|y5843_arath : 311.0)
PTHR14445:SF39 - SWIB/MDM2, PLUS-3 AND GYF DOMAIN-CONTAINING PROTEIN-RELATED (1 of 6)Phvul.004G133700not assigned.annotated (original description: pacid=37163533 transcript=Phvul.004G133700.1 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g08430 OS=Arabidopsis thaliana (sp|q9ft92|y5843_arath : 311.0)
PTHR14445:SF39 - SWIB/MDM2, PLUS-3 AND GYF DOMAIN-CONTAINING PROTEIN-RELATED (1 of 6)Phvul.004G133700not assigned.annotated (original description: pacid=37163533 transcript=Phvul.004G133700.1 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g08430 OS=Arabidopsis thaliana (sp|q9ft92|y5843_arath : 311.0)
PTHR10438:SF227 - THIOREDOXIN-LIKE 2-1, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G176700Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
PTHR10438:SF227 - THIOREDOXIN-LIKE 2-1, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G176700Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
PF00651 - BTB/POZ domain (BTB)  (1 of 51)Phvul.005G056400not assigned.annotated (original description: pacid=37154040 transcript=Phvul.005G056400.1 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At1g04390 OS=Arabidopsis thaliana (sp|p93820|y1439_arath : 760.0)
PF00651 - BTB/POZ domain (BTB)  (1 of 51)Phvul.005G056400not assigned.annotated (original description: pacid=37154040 transcript=Phvul.005G056400.1 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At1g04390 OS=Arabidopsis thaliana (sp|p93820|y1439_arath : 760.0)
PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)Phvul.005G088800Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
2.7.1.26 - Riboflavin kinase / RFK (1 of 2)Phvul.005G095600not assigned.annotated (original description: pacid=37154603 transcript=Phvul.005G095600.1 locus=Phvul.005G095600 ID=Phvul.005G095600.1.v2.1 annot-version=v2.1) & Bifunctional riboflavin kinase/FMN phosphatase OS=Arabidopsis thaliana (sp|q84md8|fhyrk_arath : 248.0)
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
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PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G097200RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.005G130100RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.005G130100RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.005G130100RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.005G130100RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
K15918 - D-glycerate 3-kinase (GLYK)  (1 of 1)Phvul.005G173200Photosynthesis.photorespiration.glycerate kinaseglycerate kinase (original description: pacid=37152247 transcript=Phvul.005G173200.1 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1) &
K15918 - D-glycerate 3-kinase (GLYK)  (1 of 1)Phvul.005G173200Photosynthesis.photorespiration.glycerate kinaseglycerate kinase (original description: pacid=37152247 transcript=Phvul.005G173200.1 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1) &
K15918 - D-glycerate 3-kinase (GLYK)  (1 of 1)Phvul.005G173200Photosynthesis.photorespiration.glycerate kinaseglycerate kinase (original description: pacid=37152247 transcript=Phvul.005G173200.1 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1) &
K15918 - D-glycerate 3-kinase (GLYK)  (1 of 1)Phvul.005G173200Photosynthesis.photorespiration.glycerate kinaseglycerate kinase (original description: pacid=37152247 transcript=Phvul.005G173200.1 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1) &

0 Phvul.006G143300not assigned.not annotated no hits & (original description: pacid=37171334 transcript=Phvul.006G143300.1 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1)
0 Phvul.006G143300not assigned.not annotated no hits & (original description: pacid=37171334 transcript=Phvul.006G143300.1 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1)
0 Phvul.006G143300not assigned.not annotated no hits & (original description: pacid=37171334 transcript=Phvul.006G143300.1 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1)
0 Phvul.006G143300not assigned.not annotated no hits & (original description: pacid=37171334 transcript=Phvul.006G143300.1 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1)

K16296 - serine carboxypeptidase-like clade I [EC:3.4.16.-] (SCPL-I)  (1 of 6)Phvul.006G168163Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37173086 transcript=Phvul.006G168163.1 locus=Phvul.006G168163 ID=Phvul.006G168163.1.v2.1 annot-version=v2.1) &
K16296 - serine carboxypeptidase-like clade I [EC:3.4.16.-] (SCPL-I)  (1 of 6)Phvul.006G168163Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37173086 transcript=Phvul.006G168163.1 locus=Phvul.006G168163 ID=Phvul.006G168163.1.v2.1 annot-version=v2.1) &
K10758 - thiol oxidase (QSOX)  (1 of 1)Phvul.007G035900Protein modification.disulfide bond formation.apoplast.atypical quiescin sulfhydryl oxidase (QSOX)atypical quiescin sulfhydryl oxidase (QSOX) (original description: pacid=37164578 transcript=Phvul.007G035900.2 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1) &
K10758 - thiol oxidase (QSOX)  (1 of 1)Phvul.007G035900Protein modification.disulfide bond formation.apoplast.atypical quiescin sulfhydryl oxidase (QSOX)atypical quiescin sulfhydryl oxidase (QSOX) (original description: pacid=37164578 transcript=Phvul.007G035900.2 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1) &
K10758 - thiol oxidase (QSOX)  (1 of 1)Phvul.007G035900Protein modification.disulfide bond formation.apoplast.atypical quiescin sulfhydryl oxidase (QSOX)atypical quiescin sulfhydryl oxidase (QSOX) (original description: pacid=37164578 transcript=Phvul.007G035900.2 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1) &
K10758 - thiol oxidase (QSOX)  (1 of 1)Phvul.007G035900Protein modification.disulfide bond formation.apoplast.atypical quiescin sulfhydryl oxidase (QSOX)atypical quiescin sulfhydryl oxidase (QSOX) (original description: pacid=37164578 transcript=Phvul.007G035900.2 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1) &
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
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Do not distribute

PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G069900not assigned.annotated (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
PF12646 - Domain of unknown function (DUF3783) (DUF3783)  (1 of 1)Phvul.007G099300not assigned.not annotated no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
PTHR15856//PTHR15856:SF29 - PHD FINGER PROTEIN 20-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G114100RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37164322 transcript=Phvul.007G114100.3 locus=Phvul.007G114100 ID=Phvul.007G114100.3.v2.1 annot-version=v2.1) &
PTHR15856//PTHR15856:SF29 - PHD FINGER PROTEIN 20-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G114100RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37164322 transcript=Phvul.007G114100.3 locus=Phvul.007G114100 ID=Phvul.007G114100.3.v2.1 annot-version=v2.1) &
PTHR15856//PTHR15856:SF29 - PHD FINGER PROTEIN 20-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G114100RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37164322 transcript=Phvul.007G114100.3 locus=Phvul.007G114100 ID=Phvul.007G114100.3.v2.1 annot-version=v2.1) &
PTHR15856//PTHR15856:SF29 - PHD FINGER PROTEIN 20-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G114100RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37164322 transcript=Phvul.007G114100.3 locus=Phvul.007G114100 ID=Phvul.007G114100.3.v2.1 annot-version=v2.1) &
PTHR23257//PTHR23257:SF335 - SERINE-THREONINE PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G184600Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37166949 transcript=Phvul.007G184600.1 locus=Phvul.007G184600 ID=Phvul.007G184600.1.v2.1 annot-version=v2.1) &
PTHR23257//PTHR23257:SF335 - SERINE-THREONINE PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G184600Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37166949 transcript=Phvul.007G184600.1 locus=Phvul.007G184600 ID=Phvul.007G184600.1.v2.1 annot-version=v2.1) &
PTHR23315:SF119 - U-BOX DOMAIN-CONTAINING PROTEIN 3 (1 of 1)Phvul.007G192300not assigned.annotated (original description: pacid=37164330 transcript=Phvul.007G192300.1 locus=Phvul.007G192300 ID=Phvul.007G192300.1.v2.1 annot-version=v2.1) & U-box domain-containing protein 3 OS=Arabidopsis thaliana (sp|q8gwv5|pub3_arath : 647.0)
PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.007G210400Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.007G210400Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.007G210400Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.007G210400Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.007G210400Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.007G210400Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
K10728 - topoisomerase (DNA) II binding protein 1 (TOPBP1)  (1 of 1)Phvul.007G215300Cell cycle organisation.DNA replication.initiation.replicated DNA checkpoint protein (TopBP1)cell cycle replicated DNA checkpoint protein (TopBP1) (original description: pacid=37167018 transcript=Phvul.007G215300.1 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1) &
K10728 - topoisomerase (DNA) II binding protein 1 (TOPBP1)  (1 of 1)Phvul.007G215300Cell cycle organisation.DNA replication.initiation.replicated DNA checkpoint protein (TopBP1)cell cycle replicated DNA checkpoint protein (TopBP1) (original description: pacid=37167018 transcript=Phvul.007G215300.1 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1) &
K10728 - topoisomerase (DNA) II binding protein 1 (TOPBP1)  (1 of 1)Phvul.007G215300Cell cycle organisation.DNA replication.initiation.replicated DNA checkpoint protein (TopBP1)cell cycle replicated DNA checkpoint protein (TopBP1) (original description: pacid=37167018 transcript=Phvul.007G215300.1 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1) &
K10728 - topoisomerase (DNA) II binding protein 1 (TOPBP1)  (1 of 1)Phvul.007G215300Cell cycle organisation.DNA replication.initiation.replicated DNA checkpoint protein (TopBP1)cell cycle replicated DNA checkpoint protein (TopBP1) (original description: pacid=37167018 transcript=Phvul.007G215300.1 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1) &
PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
PTHR27004:SF3 - RECEPTOR LIKE PROTEIN 54 (1 of 1)Phvul.008G043400not assigned.annotated (original description: pacid=37160665 transcript=Phvul.008G043400.1 locus=Phvul.008G043400 ID=Phvul.008G043400.1.v2.1 annot-version=v2.1) & Receptor-like protein 6 OS=Arabidopsis thaliana (sp|q9c637|rlp6_arath : 408.0)
PTHR27004:SF3 - RECEPTOR LIKE PROTEIN 54 (1 of 1)Phvul.008G043400not assigned.annotated (original description: pacid=37160665 transcript=Phvul.008G043400.1 locus=Phvul.008G043400 ID=Phvul.008G043400.1.v2.1 annot-version=v2.1) & Receptor-like protein 6 OS=Arabidopsis thaliana (sp|q9c637|rlp6_arath : 408.0)
PTHR10641//PTHR10641:SF622 - MYB-LIKE DNA-BINDING PROTEIN MYB // SUBFAMILY NOT NAMED (1 of 3)Phvul.008G067300RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB)transcription factor (MYB) (original description: pacid=37158646 transcript=Phvul.008G067300.1 locus=Phvul.008G067300 ID=Phvul.008G067300.1.v2.1 annot-version=v2.1) &
PTHR10641//PTHR10641:SF622 - MYB-LIKE DNA-BINDING PROTEIN MYB // SUBFAMILY NOT NAMED (1 of 3)Phvul.008G067300RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB)transcription factor (MYB) (original description: pacid=37158646 transcript=Phvul.008G067300.1 locus=Phvul.008G067300 ID=Phvul.008G067300.1.v2.1 annot-version=v2.1) &
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110100not assigned.not annotated no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110100not assigned.not annotated no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110100not assigned.not annotated no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110100not assigned.not annotated no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110200not assigned.not annotated no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110200not assigned.not annotated no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110200not assigned.not annotated no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110200not assigned.not annotated no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110500not assigned.not annotated no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110500not assigned.not annotated no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110500not assigned.not annotated no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
PTHR33103:SF4 - EMB (1 of 16)Phvul.008G110500not assigned.not annotated no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
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Do not distribute

PTHR22847//PTHR22847:SF473 - WD40 REPEAT PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.008G125400RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (LUG)transcriptional co-repressor (LUG) (original description: pacid=37158953 transcript=Phvul.008G125400.2 locus=Phvul.008G125400 ID=Phvul.008G125400.2.v2.1 annot-version=v2.1) &
PTHR22847//PTHR22847:SF473 - WD40 REPEAT PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.008G125400RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (LUG)transcriptional co-repressor (LUG) (original description: pacid=37158953 transcript=Phvul.008G125400.2 locus=Phvul.008G125400 ID=Phvul.008G125400.2.v2.1 annot-version=v2.1) &
PTHR22847//PTHR22847:SF473 - WD40 REPEAT PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.008G125400RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (LUG)transcriptional co-repressor (LUG) (original description: pacid=37158953 transcript=Phvul.008G125400.2 locus=Phvul.008G125400 ID=Phvul.008G125400.2.v2.1 annot-version=v2.1) &
PTHR22847//PTHR22847:SF473 - WD40 REPEAT PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.008G125400RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (LUG)transcriptional co-repressor (LUG) (original description: pacid=37158953 transcript=Phvul.008G125400.2 locus=Phvul.008G125400 ID=Phvul.008G125400.2.v2.1 annot-version=v2.1) &
PTHR10795//PTHR10795:SF348 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 11)Phvul.008G229100Protein homeostasis.proteolysis.serine-type peptidase activities.S8-class protease (subtilisin) families.protease (SBT4)protease (SBT4) (original description: pacid=37158609 transcript=Phvul.008G229100.1 locus=Phvul.008G229100 ID=Phvul.008G229100.1.v2.1 annot-version=v2.1) &
PTHR13301//PTHR13301:SF54 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G279750not assigned.annotated (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)
PTHR13301//PTHR13301:SF54 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G279750not assigned.annotated (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)
3.4.17.1 - Carboxypeptidase A / Carboxypolypeptidase (1 of 1)Phvul.009G010800Protein homeostasis.proteolysis.metallopeptidase activities.carboxypeptidase activities.M14-class carboxypeptidaseM14 carboxypeptidase (original description: pacid=37150212 transcript=Phvul.009G010800.1 locus=Phvul.009G010800 ID=Phvul.009G010800.1.v2.1 annot-version=v2.1) &
3.4.17.1 - Carboxypeptidase A / Carboxypolypeptidase (1 of 1)Phvul.009G010800Protein homeostasis.proteolysis.metallopeptidase activities.carboxypeptidase activities.M14-class carboxypeptidaseM14 carboxypeptidase (original description: pacid=37150212 transcript=Phvul.009G010800.1 locus=Phvul.009G010800 ID=Phvul.009G010800.1.v2.1 annot-version=v2.1) &
K08505 - protein transport protein SFT1 (SFT1)  (1 of 2)Phvul.009G034800Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qc-type SNARE components.SFT12-group componentSFT12 group Qc-type SNARE protein (original description: pacid=37149708 transcript=Phvul.009G034800.1 locus=Phvul.009G034800 ID=Phvul.009G034800.1.v2.1 annot-version=v2.1) &
PTHR13878:SF60 - CYTOKININ DEHYDROGENASE 5 (1 of 1)Phvul.009G060200Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenasecytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
PTHR13878:SF60 - CYTOKININ DEHYDROGENASE 5 (1 of 1)Phvul.009G060200Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenasecytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
PTHR13878:SF60 - CYTOKININ DEHYDROGENASE 5 (1 of 1)Phvul.009G060200Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenasecytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
PTHR13878:SF60 - CYTOKININ DEHYDROGENASE 5 (1 of 1)Phvul.009G060200Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenasecytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
PTHR13878:SF60 - CYTOKININ DEHYDROGENASE 5 (1 of 1)Phvul.009G060200Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenasecytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
PTHR13878:SF60 - CYTOKININ DEHYDROGENASE 5 (1 of 1)Phvul.009G060200Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenasecytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
PTHR13878:SF60 - CYTOKININ DEHYDROGENASE 5 (1 of 1)Phvul.009G060200Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenasecytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
PTHR13878:SF60 - CYTOKININ DEHYDROGENASE 5 (1 of 1)Phvul.009G060200Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenasecytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
PTHR23500:SF96 - MONOSACCHARIDE-SENSING PROTEIN 2 (1 of 4)Phvul.009G115500Solute transport.carrier-mediated transport.MFS superfamily.SP family.monosaccharide transporter (AZT)monosaccharide transporter (AZT) (original description: pacid=37150227 transcript=Phvul.009G115500.1 locus=Phvul.009G115500 ID=Phvul.009G115500.1.v2.1 annot-version=v2.1) &
PTHR23500:SF96 - MONOSACCHARIDE-SENSING PROTEIN 2 (1 of 4)Phvul.009G115500Solute transport.carrier-mediated transport.MFS superfamily.SP family.monosaccharide transporter (AZT)monosaccharide transporter (AZT) (original description: pacid=37150227 transcript=Phvul.009G115500.1 locus=Phvul.009G115500 ID=Phvul.009G115500.1.v2.1 annot-version=v2.1) &

0 Phvul.009G158700not assigned.annotated (original description: pacid=37149132 transcript=Phvul.009G158700.1 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At4g14100 OS=Arabidopsis thaliana (sp|q67yc9|y4141_arath : 263.0)
0 Phvul.009G158700not assigned.annotated (original description: pacid=37149132 transcript=Phvul.009G158700.1 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At4g14100 OS=Arabidopsis thaliana (sp|q67yc9|y4141_arath : 263.0)
0 Phvul.009G158700not assigned.annotated (original description: pacid=37149132 transcript=Phvul.009G158700.1 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At4g14100 OS=Arabidopsis thaliana (sp|q67yc9|y4141_arath : 263.0)
0 Phvul.009G158700not assigned.annotated (original description: pacid=37149132 transcript=Phvul.009G158700.1 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At4g14100 OS=Arabidopsis thaliana (sp|q67yc9|y4141_arath : 263.0)

PTHR31673:SF3 - COBRA-LIKE EXTRACELLULAR GLYCOSYL-PHOSPHATIDYL INOSITOL-ANCHORED FAMILY PROTEIN-RELATED (1 of 4)Phvul.009G203100Cell wall organisation.cellulose.cellulose-hemicellulose network assembly.regulatory protein (COB)COB cellulose microfibrils and hemicellulose interaction protein (original description: pacid=37151888 transcript=Phvul.009G203100.1 locus=Phvul.009G203100 ID=Phvul.009G203100.1.v2.1 annot-version=v2.1) &
PTHR23421:SF74 - BETA-GALACTOSIDASE 1 (1 of 4)Phvul.009G232500Cell wall organisation.pectin.rhamnogalacturonan I.modification and degradation.beta-galactosidase (BGAL)beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
PTHR23421:SF74 - BETA-GALACTOSIDASE 1 (1 of 4)Phvul.009G232500Cell wall organisation.pectin.rhamnogalacturonan I.modification and degradation.beta-galactosidase (BGAL)beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
PTHR23421:SF74 - BETA-GALACTOSIDASE 1 (1 of 4)Phvul.009G232500Cell wall organisation.pectin.rhamnogalacturonan I.modification and degradation.beta-galactosidase (BGAL)beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
PTHR23421:SF74 - BETA-GALACTOSIDASE 1 (1 of 4)Phvul.009G232500Cell wall organisation.pectin.rhamnogalacturonan I.modification and degradation.beta-galactosidase (BGAL)beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
PTHR15371:SF1 - OUTER ENVELOPE PORE PROTEIN 16-2, CHLOROPLASTIC (1 of 1)Phvul.009G255100not assigned.annotated (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
PTHR15371:SF1 - OUTER ENVELOPE PORE PROTEIN 16-2, CHLOROPLASTIC (1 of 1)Phvul.009G255100not assigned.annotated (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
PTHR15371:SF1 - OUTER ENVELOPE PORE PROTEIN 16-2, CHLOROPLASTIC (1 of 1)Phvul.009G255100not assigned.annotated (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
PTHR15371:SF1 - OUTER ENVELOPE PORE PROTEIN 16-2, CHLOROPLASTIC (1 of 1)Phvul.009G255100not assigned.annotated (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)

0 Phvul.010G026500not assigned.not annotated no hits & (original description: pacid=37143141 transcript=Phvul.010G026500.1 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1)
0 Phvul.010G026500not assigned.not annotated no hits & (original description: pacid=37143141 transcript=Phvul.010G026500.1 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1)
0 Phvul.010G026500not assigned.not annotated no hits & (original description: pacid=37143141 transcript=Phvul.010G026500.1 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1)
0 Phvul.010G026500not assigned.not annotated no hits & (original description: pacid=37143141 transcript=Phvul.010G026500.1 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1)

PF00931//PF01582 - NB-ARC domain (NB-ARC)  // TIR domain (TIR)  (1 of 28)Phvul.010G028900External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37143028 transcript=Phvul.010G028900.2 locus=Phvul.010G028900 ID=Phvul.010G028900.2.v2.1 annot-version=v2.1) &
PF00931//PF01582 - NB-ARC domain (NB-ARC)  // TIR domain (TIR)  (1 of 28)Phvul.010G028900External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37143028 transcript=Phvul.010G028900.2 locus=Phvul.010G028900 ID=Phvul.010G028900.2.v2.1 annot-version=v2.1) &
PF00931//PF01582 - NB-ARC domain (NB-ARC)  // TIR domain (TIR)  (1 of 28)Phvul.010G028900External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37143028 transcript=Phvul.010G028900.2 locus=Phvul.010G028900 ID=Phvul.010G028900.2.v2.1 annot-version=v2.1) &
PF00931//PF01582 - NB-ARC domain (NB-ARC)  // TIR domain (TIR)  (1 of 28)Phvul.010G028900External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37143028 transcript=Phvul.010G028900.2 locus=Phvul.010G028900 ID=Phvul.010G028900.2.v2.1 annot-version=v2.1) &
PTHR13902//PTHR13902:SF68 - SERINE/THREONINE-PROTEIN KINASE WNK  WITH NO LYSINE -RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G067900Protein modification.phosphorylation.STE protein kinase superfamily.protein kinase (MAP3K-WNK)protein kinase (MAP3K-WNK) (original description: pacid=37142449 transcript=Phvul.010G067900.1 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1) &
PTHR13902//PTHR13902:SF68 - SERINE/THREONINE-PROTEIN KINASE WNK  WITH NO LYSINE -RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G067900Protein modification.phosphorylation.STE protein kinase superfamily.protein kinase (MAP3K-WNK)protein kinase (MAP3K-WNK) (original description: pacid=37142449 transcript=Phvul.010G067900.1 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1) &
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Do not distribute

PTHR13902//PTHR13902:SF68 - SERINE/THREONINE-PROTEIN KINASE WNK  WITH NO LYSINE -RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G067900Protein modification.phosphorylation.STE protein kinase superfamily.protein kinase (MAP3K-WNK)protein kinase (MAP3K-WNK) (original description: pacid=37142449 transcript=Phvul.010G067900.1 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1) &
PTHR13902//PTHR13902:SF68 - SERINE/THREONINE-PROTEIN KINASE WNK  WITH NO LYSINE -RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G067900Protein modification.phosphorylation.STE protein kinase superfamily.protein kinase (MAP3K-WNK)protein kinase (MAP3K-WNK) (original description: pacid=37142449 transcript=Phvul.010G067900.1 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1) &
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
K13335 - peroxin-16 (PEX16)  (1 of 1)Phvul.010G089200not assigned.annotated (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
2.5.1.72 - Quinolinate synthase / Quinolinate synthetase (1 of 2)Phvul.010G094450not assigned.annotated (original description: pacid=37143242 transcript=Phvul.010G094450.1 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1) & Quinolinate synthase, chloroplastic OS=Arabidopsis thaliana (sp|q9fgs4|nada_arath : 152.0)
2.5.1.72 - Quinolinate synthase / Quinolinate synthetase (1 of 2)Phvul.010G094450not assigned.annotated (original description: pacid=37143242 transcript=Phvul.010G094450.1 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1) & Quinolinate synthase, chloroplastic OS=Arabidopsis thaliana (sp|q9fgs4|nada_arath : 152.0)
2.5.1.72 - Quinolinate synthase / Quinolinate synthetase (1 of 2)Phvul.010G094450not assigned.annotated (original description: pacid=37143242 transcript=Phvul.010G094450.1 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1) & Quinolinate synthase, chloroplastic OS=Arabidopsis thaliana (sp|q9fgs4|nada_arath : 152.0)
2.5.1.72 - Quinolinate synthase / Quinolinate synthetase (1 of 2)Phvul.010G094450not assigned.annotated (original description: pacid=37143242 transcript=Phvul.010G094450.1 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1) & Quinolinate synthase, chloroplastic OS=Arabidopsis thaliana (sp|q9fgs4|nada_arath : 152.0)
PTHR11200:SF136 - PHOSPHOINOSITIDE PHOSPHATASE SAC1 (1 of 1)Phvul.011G001200Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.SAC-domain phosphoinositide phosphatase activities.SAC-group-I inositol-polyphosphate 3,5-phosphataseSAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
PTHR11200:SF136 - PHOSPHOINOSITIDE PHOSPHATASE SAC1 (1 of 1)Phvul.011G001200Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.SAC-domain phosphoinositide phosphatase activities.SAC-group-I inositol-polyphosphate 3,5-phosphataseSAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
PTHR11200:SF136 - PHOSPHOINOSITIDE PHOSPHATASE SAC1 (1 of 1)Phvul.011G001200Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.SAC-domain phosphoinositide phosphatase activities.SAC-group-I inositol-polyphosphate 3,5-phosphataseSAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
PTHR11200:SF136 - PHOSPHOINOSITIDE PHOSPHATASE SAC1 (1 of 1)Phvul.011G001200Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.SAC-domain phosphoinositide phosphatase activities.SAC-group-I inositol-polyphosphate 3,5-phosphataseSAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
PTHR11200:SF136 - PHOSPHOINOSITIDE PHOSPHATASE SAC1 (1 of 1)Phvul.011G001200Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.SAC-domain phosphoinositide phosphatase activities.SAC-group-I inositol-polyphosphate 3,5-phosphataseSAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
PTHR11200:SF136 - PHOSPHOINOSITIDE PHOSPHATASE SAC1 (1 of 1)Phvul.011G001200Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.SAC-domain phosphoinositide phosphatase activities.SAC-group-I inositol-polyphosphate 3,5-phosphataseSAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
PTHR11200:SF136 - PHOSPHOINOSITIDE PHOSPHATASE SAC1 (1 of 1)Phvul.011G001200Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.SAC-domain phosphoinositide phosphatase activities.SAC-group-I inositol-polyphosphate 3,5-phosphataseSAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
PTHR11200:SF136 - PHOSPHOINOSITIDE PHOSPHATASE SAC1 (1 of 1)Phvul.011G001200Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.SAC-domain phosphoinositide phosphatase activities.SAC-group-I inositol-polyphosphate 3,5-phosphataseSAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
5.3.4.1 - Protein disulfide-isomerase / S-S rearrangase (1 of 15)Phvul.011G004200not assigned.annotated (original description: pacid=37156678 transcript=Phvul.011G004200.1 locus=Phvul.011G004200 ID=Phvul.011G004200.1.v2.1 annot-version=v2.1) & Protein ORANGE, chloroplastic OS=Arabidopsis thaliana (sp|q9fkf4|orang_arath : 453.0)
PF05678 - VQ motif (VQ)  (1 of 39)Phvul.011G203450External stimuli response.pathogen.defense mechanisms.WRKY33-dependent plant immunity.WRKY33-activating protein (SIB)WRKY33-activating protein (SIB) (original description: pacid=37155891 transcript=Phvul.011G203450.1 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1) &
PF05678 - VQ motif (VQ)  (1 of 39)Phvul.011G203450External stimuli response.pathogen.defense mechanisms.WRKY33-dependent plant immunity.WRKY33-activating protein (SIB)WRKY33-activating protein (SIB) (original description: pacid=37155891 transcript=Phvul.011G203450.1 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1) &
PF05678 - VQ motif (VQ)  (1 of 39)Phvul.011G203450External stimuli response.pathogen.defense mechanisms.WRKY33-dependent plant immunity.WRKY33-activating protein (SIB)WRKY33-activating protein (SIB) (original description: pacid=37155891 transcript=Phvul.011G203450.1 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1) &
PF05678 - VQ motif (VQ)  (1 of 39)Phvul.011G203450External stimuli response.pathogen.defense mechanisms.WRKY33-dependent plant immunity.WRKY33-activating protein (SIB)WRKY33-activating protein (SIB) (original description: pacid=37155891 transcript=Phvul.011G203450.1 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1) &
PTHR10774//PTHR10774:SF90 - EXTENDED SYNAPTOTAGMIN-RELATED // SUBFAMILY NOT NAMED (1 of 4)Phvul.L001679not assigned.annotated (original description: pacid=37157494 transcript=Phvul.L001679.1 locus=Phvul.L001679 ID=Phvul.L001679.1.v2.1 annot-version=v2.1) & C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana (sp|q9zvt9|c2gr1_arath : 135.0)
PTHR10774//PTHR10774:SF90 - EXTENDED SYNAPTOTAGMIN-RELATED // SUBFAMILY NOT NAMED (1 of 4)Phvul.L001679not assigned.annotated (original description: pacid=37157494 transcript=Phvul.L001679.1 locus=Phvul.L001679 ID=Phvul.L001679.1.v2.1 annot-version=v2.1) & C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana (sp|q9zvt9|c2gr1_arath : 135.0)
K12872 - pre-mRNA-splicing factor RBM22/SLT11 (RBM22, SLT11)  (1 of 2)Phvul.L002537RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component MAC5component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &
K12872 - pre-mRNA-splicing factor RBM22/SLT11 (RBM22, SLT11)  (1 of 2)Phvul.L002537RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component MAC5component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &
PTHR24089:SF316 - ADP,ATP CARRIER PROTEIN 1, MITOCHONDRIAL (1 of 3)Phvul.L009843Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37179027 transcript=Phvul.L009843.2 locus=Phvul.L009843 ID=Phvul.L009843.2.v2.1 annot-version=v2.1) &
PTHR24089:SF316 - ADP,ATP CARRIER PROTEIN 1, MITOCHONDRIAL (1 of 3)Phvul.L009843Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37179027 transcript=Phvul.L009843.2 locus=Phvul.L009843 ID=Phvul.L009843.2.v2.1 annot-version=v2.1) &
PTHR24089:SF316 - ADP,ATP CARRIER PROTEIN 1, MITOCHONDRIAL (1 of 3)Phvul.L009843Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37179027 transcript=Phvul.L009843.2 locus=Phvul.L009843 ID=Phvul.L009843.2.v2.1 annot-version=v2.1) &
PTHR24089:SF316 - ADP,ATP CARRIER PROTEIN 1, MITOCHONDRIAL (1 of 3)Phvul.L009843Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37179027 transcript=Phvul.L009843.2 locus=Phvul.L009843 ID=Phvul.L009843.2.v2.1 annot-version=v2.1) &
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component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173374 transcript=Phvul.006G201700.1 locus=Phvul.006G201700 ID=Phvul.006G201700.1.v2.1 annot-version=v2.1) & Protein EXECUTER 1, chloroplastic OS=Arabidopsis thaliana (sp|q93yw0|exec1_arath : 424.0)
 no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37151360 transcript=Phvul.009G086800.1 locus=Phvul.009G086800 ID=Phvul.009G086800.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 9 OS=Arabidopsis thaliana (sp|q9c5n2|tmn9_arath : 972.0)
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
xanthine dehydrogenase (original description: pacid=37178944 transcript=Phvul.L009543.1 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1) &
xanthine dehydrogenase (original description: pacid=37178944 transcript=Phvul.L009543.1 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1) &
xanthine dehydrogenase (original description: pacid=37178944 transcript=Phvul.L009543.1 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1) &
xanthine dehydrogenase (original description: pacid=37178944 transcript=Phvul.L009543.1 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1) &
transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
galactinol synthase (original description: pacid=37168454 transcript=Phvul.001G215300.2 locus=Phvul.001G215300 ID=Phvul.001G215300.2.v2.1 annot-version=v2.1) &
galactinol synthase (original description: pacid=37168454 transcript=Phvul.001G215300.2 locus=Phvul.001G215300 ID=Phvul.001G215300.2.v2.1 annot-version=v2.1) &
galactinol synthase (original description: pacid=37168454 transcript=Phvul.001G215300.2 locus=Phvul.001G215300 ID=Phvul.001G215300.2.v2.1 annot-version=v2.1) &
galactinol synthase (original description: pacid=37168454 transcript=Phvul.001G215300.2 locus=Phvul.001G215300 ID=Phvul.001G215300.2.v2.1 annot-version=v2.1) &
component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37175022 transcript=Phvul.002G281100.1 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37175022 transcript=Phvul.002G281100.1 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37175022 transcript=Phvul.002G281100.1 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37175022 transcript=Phvul.002G281100.1 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161946 transcript=Phvul.004G044900.1 locus=Phvul.004G044900 ID=Phvul.004G044900.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 499.0)
 no hits & (original description: pacid=37174157 transcript=Phvul.006G158900.1 locus=Phvul.006G158900 ID=Phvul.006G158900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
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cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142098 transcript=Phvul.010G058700.1 locus=Phvul.010G058700 ID=Phvul.010G058700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142098 transcript=Phvul.010G058700.1 locus=Phvul.010G058700 ID=Phvul.010G058700.1.v2.1 annot-version=v2.1)
ligand-gated cation channel (GLR) (original description: pacid=37169107 transcript=Phvul.001G022400.1 locus=Phvul.001G022400 ID=Phvul.001G022400.1.v2.1 annot-version=v2.1) &
ligand-gated cation channel (GLR) (original description: pacid=37169107 transcript=Phvul.001G022400.1 locus=Phvul.001G022400 ID=Phvul.001G022400.1.v2.1 annot-version=v2.1) &
transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
L-arabinose kinase (original description: pacid=37168452 transcript=Phvul.001G077700.1 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1) &
L-arabinose kinase (original description: pacid=37168452 transcript=Phvul.001G077700.1 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37168999 transcript=Phvul.001G086466.1 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Oryza sativa subsp. japonica (sp|q6z256|arp2_orysj : 226.0)
 (original description: pacid=37168999 transcript=Phvul.001G086466.1 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Oryza sativa subsp. japonica (sp|q6z256|arp2_orysj : 226.0)
 (original description: pacid=37168999 transcript=Phvul.001G086466.1 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Oryza sativa subsp. japonica (sp|q6z256|arp2_orysj : 226.0)
 (original description: pacid=37168999 transcript=Phvul.001G086466.1 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Oryza sativa subsp. japonica (sp|q6z256|arp2_orysj : 226.0)
 (original description: pacid=37170199 transcript=Phvul.001G089600.1 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Arabidopsis thaliana (sp|q9lsd6|arp2_arath : 174.0)
 (original description: pacid=37170199 transcript=Phvul.001G089600.1 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Arabidopsis thaliana (sp|q9lsd6|arp2_arath : 174.0)
 (original description: pacid=37170199 transcript=Phvul.001G089600.1 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Arabidopsis thaliana (sp|q9lsd6|arp2_arath : 174.0)
 (original description: pacid=37170199 transcript=Phvul.001G089600.1 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Arabidopsis thaliana (sp|q9lsd6|arp2_arath : 174.0)
transcription factor (NAC) (original description: pacid=37171046 transcript=Phvul.001G091100.1 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37171046 transcript=Phvul.001G091100.1 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37171046 transcript=Phvul.001G091100.1 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37171046 transcript=Phvul.001G091100.1 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1) &
hydroxymethylglutaryl-CoA lyase (original description: pacid=37169998 transcript=Phvul.001G121000.2 locus=Phvul.001G121000 ID=Phvul.001G121000.2.v2.1 annot-version=v2.1) &
hydroxymethylglutaryl-CoA lyase (original description: pacid=37169998 transcript=Phvul.001G121000.2 locus=Phvul.001G121000 ID=Phvul.001G121000.2.v2.1 annot-version=v2.1) &
subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
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subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
transcription factor (SBP) (original description: pacid=37170682 transcript=Phvul.001G141000.1 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1) &
transcription factor (SBP) (original description: pacid=37170682 transcript=Phvul.001G141000.1 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1) &
transcription factor (SBP) (original description: pacid=37170682 transcript=Phvul.001G141000.1 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1) &
transcription factor (SBP) (original description: pacid=37170682 transcript=Phvul.001G141000.1 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
H-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
H-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
Matrixin-type metalloprotease (original description: pacid=37178704 transcript=Phvul.002G076600.1 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1) &
Matrixin-type metalloprotease (original description: pacid=37178704 transcript=Phvul.002G076600.1 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1) &
Matrixin-type metalloprotease (original description: pacid=37178704 transcript=Phvul.002G076600.1 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1) &
Matrixin-type metalloprotease (original description: pacid=37178704 transcript=Phvul.002G076600.1 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1) &
sodium:proton antiporter (SOS1) (original description: pacid=37177088 transcript=Phvul.002G185150.5 locus=Phvul.002G185150 ID=Phvul.002G185150.5.v2.1 annot-version=v2.1) &
sodium:proton antiporter (SOS1) (original description: pacid=37177088 transcript=Phvul.002G185150.5 locus=Phvul.002G185150 ID=Phvul.002G185150.5.v2.1 annot-version=v2.1) &
sodium:proton antiporter (SOS1) (original description: pacid=37177088 transcript=Phvul.002G185150.5 locus=Phvul.002G185150 ID=Phvul.002G185150.5.v2.1 annot-version=v2.1) &
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protein kinase (PERK-related) (original description: pacid=37174973 transcript=Phvul.002G304500.1 locus=Phvul.002G304500 ID=Phvul.002G304500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147291 transcript=Phvul.003G103100.2 locus=Phvul.003G103100 ID=Phvul.003G103100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147291 transcript=Phvul.003G103100.2 locus=Phvul.003G103100 ID=Phvul.003G103100.2.v2.1 annot-version=v2.1)
 (original description: pacid=37161823 transcript=Phvul.004G044800.1 locus=Phvul.004G044800 ID=Phvul.004G044800.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 539.0)
 (original description: pacid=37161859 transcript=Phvul.004G106000.1 locus=Phvul.004G106000 ID=Phvul.004G106000.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g21190 OS=Arabidopsis thaliana (sp|q8lg95|pp332_arath : 310.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37162620 transcript=Phvul.004G133400.1 locus=Phvul.004G133400 ID=Phvul.004G133400.1.v2.1 annot-version=v2.1) &
anion channel / anion:proton antiporter (CLC) (original description: pacid=37162620 transcript=Phvul.004G133400.1 locus=Phvul.004G133400 ID=Phvul.004G133400.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154279 transcript=Phvul.005G087300.1 locus=Phvul.005G087300 ID=Phvul.005G087300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37153200 transcript=Phvul.005G180200.1 locus=Phvul.005G180200 ID=Phvul.005G180200.1.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37153200 transcript=Phvul.005G180200.1 locus=Phvul.005G180200 ID=Phvul.005G180200.1.v2.1 annot-version=v2.1) &
component eEF1B-beta/-delta of eEF1B eEF1A-GDP-recycling complex (original description: pacid=37172334 transcript=Phvul.006G019800.1 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1) &
component eEF1B-beta/-delta of eEF1B eEF1A-GDP-recycling complex (original description: pacid=37172334 transcript=Phvul.006G019800.1 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1) &
component eEF1B-beta/-delta of eEF1B eEF1A-GDP-recycling complex (original description: pacid=37172334 transcript=Phvul.006G019800.1 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1) &
component eEF1B-beta/-delta of eEF1B eEF1A-GDP-recycling complex (original description: pacid=37172334 transcript=Phvul.006G019800.1 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1) &
subfamily ABCG transporter (original description: pacid=37172897 transcript=Phvul.006G067700.1 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1) &
subfamily ABCG transporter (original description: pacid=37172897 transcript=Phvul.006G067700.1 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1) &
subfamily ABCG transporter (original description: pacid=37172897 transcript=Phvul.006G067700.1 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1) &
subfamily ABCG transporter (original description: pacid=37172897 transcript=Phvul.006G067700.1 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37172094 transcript=Phvul.006G106900.2 locus=Phvul.006G106900 ID=Phvul.006G106900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172094 transcript=Phvul.006G106900.2 locus=Phvul.006G106900 ID=Phvul.006G106900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171658 transcript=Phvul.006G137200.3 locus=Phvul.006G137200 ID=Phvul.006G137200.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171658 transcript=Phvul.006G137200.3 locus=Phvul.006G137200 ID=Phvul.006G137200.3.v2.1 annot-version=v2.1)
chlorophyll dephytylase (CLD) (original description: pacid=37167252 transcript=Phvul.007G113800.1 locus=Phvul.007G113800 ID=Phvul.007G113800.1.v2.1 annot-version=v2.1) &
chlorophyll dephytylase (CLD) (original description: pacid=37167252 transcript=Phvul.007G113800.1 locus=Phvul.007G113800 ID=Phvul.007G113800.1.v2.1 annot-version=v2.1) &
Polygalacturonase At1g48100 OS=Arabidopsis thaliana (sp|q949z1|pglr4_arath : 540.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 205.1) (original description: pacid=37166776 transcript=Phvul.007G211400.1 locus=Phvul.007G211400 ID=Phvul.007G211400.1.v2.1 annot-version=v2.1) &
Polygalacturonase At1g48100 OS=Arabidopsis thaliana (sp|q949z1|pglr4_arath : 540.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 205.1) (original description: pacid=37166776 transcript=Phvul.007G211400.1 locus=Phvul.007G211400 ID=Phvul.007G211400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37166206 transcript=Phvul.007G219400.1 locus=Phvul.007G219400 ID=Phvul.007G219400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166206 transcript=Phvul.007G219400.1 locus=Phvul.007G219400 ID=Phvul.007G219400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160112 transcript=Phvul.008G107300.1 locus=Phvul.008G107300 ID=Phvul.008G107300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160112 transcript=Phvul.008G107300.1 locus=Phvul.008G107300 ID=Phvul.008G107300.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 403.8) & Tropinone reductase homolog OS=Datura stramonium (sp|p50165|trnh_datst : 311.0) (original description: pacid=37158053 transcript=Phvul.008G115900.1 locus=Phvul.008G115900 ID=Phvul.008G115900.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 403.8) & Tropinone reductase homolog OS=Datura stramonium (sp|p50165|trnh_datst : 311.0) (original description: pacid=37158053 transcript=Phvul.008G115900.1 locus=Phvul.008G115900 ID=Phvul.008G115900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37158298 transcript=Phvul.008G257700.2 locus=Phvul.008G257700 ID=Phvul.008G257700.2.v2.1 annot-version=v2.1) & Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana (sp|q9s9n9|ccr1_arath : 214.0)

Page 633 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 (original description: pacid=37158298 transcript=Phvul.008G257700.2 locus=Phvul.008G257700 ID=Phvul.008G257700.2.v2.1 annot-version=v2.1) & Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana (sp|q9s9n9|ccr1_arath : 214.0)
 (original description: pacid=37158298 transcript=Phvul.008G257700.2 locus=Phvul.008G257700 ID=Phvul.008G257700.2.v2.1 annot-version=v2.1) & Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana (sp|q9s9n9|ccr1_arath : 214.0)
 (original description: pacid=37158298 transcript=Phvul.008G257700.2 locus=Phvul.008G257700 ID=Phvul.008G257700.2.v2.1 annot-version=v2.1) & Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana (sp|q9s9n9|ccr1_arath : 214.0)
component COX15 of cytochrome c oxidase assembly (original description: pacid=37157587 transcript=Phvul.008G282700.1 locus=Phvul.008G282700 ID=Phvul.008G282700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37158021 transcript=Phvul.008G289600.1 locus=Phvul.008G289600 ID=Phvul.008G289600.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 12 OS=Arabidopsis thaliana (sp|f4jre0|tmn12_arath : 1080.0)
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37151972 transcript=Phvul.009G127300.1 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1) &
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37151972 transcript=Phvul.009G127300.1 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1) &
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37151972 transcript=Phvul.009G127300.1 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1) &
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37151972 transcript=Phvul.009G127300.1 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37151643 transcript=Phvul.009G160700.1 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37151643 transcript=Phvul.009G160700.1 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37151643 transcript=Phvul.009G160700.1 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37151643 transcript=Phvul.009G160700.1 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
 (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
 (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
 (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
 no hits & (original description: pacid=37157418 transcript=Phvul.011G047100.1 locus=Phvul.011G047100 ID=Phvul.011G047100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157418 transcript=Phvul.011G047100.1 locus=Phvul.011G047100 ID=Phvul.011G047100.1.v2.1 annot-version=v2.1)
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37178902 transcript=Phvul.L007343.1 locus=Phvul.L007343 ID=Phvul.L007343.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37178902 transcript=Phvul.L007343.1 locus=Phvul.L007343 ID=Phvul.L007343.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
acid beta-fructofuranosidase (CWIN) (original description: pacid=37171142 transcript=Phvul.001G036800.1 locus=Phvul.001G036800 ID=Phvul.001G036800.1.v2.1 annot-version=v2.1) &
protein factor U11/U12-65K of U11/U12 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37171024 transcript=Phvul.001G100700.2 locus=Phvul.001G100700 ID=Phvul.001G100700.2.v2.1 annot-version=v2.1) &
protein factor U11/U12-65K of U11/U12 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37171024 transcript=Phvul.001G100700.2 locus=Phvul.001G100700 ID=Phvul.001G100700.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37169901 transcript=Phvul.001G153600.2 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37169901 transcript=Phvul.001G153600.2 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37169901 transcript=Phvul.001G153600.2 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37169901 transcript=Phvul.001G153600.2 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1)
acetyl-CoA carboxylase regulator (BADC) (original description: pacid=37170160 transcript=Phvul.001G247000.1 locus=Phvul.001G247000 ID=Phvul.001G247000.1.v2.1 annot-version=v2.1) &
beta-like-class expansin (original description: pacid=37175333 transcript=Phvul.002G004100.1 locus=Phvul.002G004100 ID=Phvul.002G004100.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 no hits & (original description: pacid=37177891 transcript=Phvul.002G212900.1 locus=Phvul.002G212900 ID=Phvul.002G212900.1.v2.1 annot-version=v2.1)
 (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
 (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
scaffold component A of PP2A phosphatase complexes (original description: pacid=37147648 transcript=Phvul.003G029000.2 locus=Phvul.003G029000 ID=Phvul.003G029000.2.v2.1 annot-version=v2.1) &
scaffold component A of PP2A phosphatase complexes (original description: pacid=37147648 transcript=Phvul.003G029000.2 locus=Phvul.003G029000 ID=Phvul.003G029000.2.v2.1 annot-version=v2.1) &

Page 634 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37147484 transcript=Phvul.003G141700.1 locus=Phvul.003G141700 ID=Phvul.003G141700.1.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37147484 transcript=Phvul.003G141700.1 locus=Phvul.003G141700 ID=Phvul.003G141700.1.v2.1 annot-version=v2.1) &
component alpha-Tubulin of alpha-beta-Tubulin heterodimer (original description: pacid=37147450 transcript=Phvul.003G231500.1 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1) &
component alpha-Tubulin of alpha-beta-Tubulin heterodimer (original description: pacid=37147450 transcript=Phvul.003G231500.1 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1) &
component alpha-Tubulin of alpha-beta-Tubulin heterodimer (original description: pacid=37147450 transcript=Phvul.003G231500.1 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1) &
component alpha-Tubulin of alpha-beta-Tubulin heterodimer (original description: pacid=37147450 transcript=Phvul.003G231500.1 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37163167 transcript=Phvul.004G015500.1 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163167 transcript=Phvul.004G015500.1 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163167 transcript=Phvul.004G015500.1 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163167 transcript=Phvul.004G015500.1 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)
 (original description: pacid=37161946 transcript=Phvul.004G044900.1 locus=Phvul.004G044900 ID=Phvul.004G044900.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 499.0)
 (original description: pacid=37161946 transcript=Phvul.004G044900.1 locus=Phvul.004G044900 ID=Phvul.004G044900.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 499.0)
motor protein (Kinesin-13) (original description: pacid=37162349 transcript=Phvul.004G163200.1 locus=Phvul.004G163200 ID=Phvul.004G163200.1.v2.1 annot-version=v2.1) &
acetyltransferase component HAM of NuA4 histone acetyltransferase complex (original description: pacid=37154558 transcript=Phvul.005G010700.2 locus=Phvul.005G010700 ID=Phvul.005G010700.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
alpha-1,3/1,6-mannosyltransferase (ALG2) (original description: pacid=37152284 transcript=Phvul.005G081600.1 locus=Phvul.005G081600 ID=Phvul.005G081600.1.v2.1 annot-version=v2.1) &
alpha-1,3/1,6-mannosyltransferase (ALG2) (original description: pacid=37152284 transcript=Phvul.005G081600.1 locus=Phvul.005G081600 ID=Phvul.005G081600.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
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transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37172254 transcript=Phvul.006G062000.1 locus=Phvul.006G062000 ID=Phvul.006G062000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172254 transcript=Phvul.006G062000.1 locus=Phvul.006G062000 ID=Phvul.006G062000.1.v2.1 annot-version=v2.1)
aromatic L-amino acid decarboxylase (original description: pacid=37171400 transcript=Phvul.006G130611.1 locus=Phvul.006G130611 ID=Phvul.006G130611.1.v2.1 annot-version=v2.1) &
aromatic L-amino acid decarboxylase (original description: pacid=37171400 transcript=Phvul.006G130611.1 locus=Phvul.006G130611 ID=Phvul.006G130611.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37171957 transcript=Phvul.006G192200.4 locus=Phvul.006G192200 ID=Phvul.006G192200.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171957 transcript=Phvul.006G192200.4 locus=Phvul.006G192200 ID=Phvul.006G192200.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171957 transcript=Phvul.006G192200.4 locus=Phvul.006G192200 ID=Phvul.006G192200.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171957 transcript=Phvul.006G192200.4 locus=Phvul.006G192200 ID=Phvul.006G192200.4.v2.1 annot-version=v2.1)
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
 (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
 no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165459 transcript=Phvul.007G198500.1 locus=Phvul.007G198500 ID=Phvul.007G198500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165459 transcript=Phvul.007G198500.1 locus=Phvul.007G198500 ID=Phvul.007G198500.1.v2.1 annot-version=v2.1)
NUP1/NUP136 nucleoporin of nuclear pore complex (original description: pacid=37164911 transcript=Phvul.007G233800.2 locus=Phvul.007G233800 ID=Phvul.007G233800.2.v2.1 annot-version=v2.1) &
NUP1/NUP136 nucleoporin of nuclear pore complex (original description: pacid=37164911 transcript=Phvul.007G233800.2 locus=Phvul.007G233800 ID=Phvul.007G233800.2.v2.1 annot-version=v2.1) &
NUP1/NUP136 nucleoporin of nuclear pore complex (original description: pacid=37164911 transcript=Phvul.007G233800.2 locus=Phvul.007G233800 ID=Phvul.007G233800.2.v2.1 annot-version=v2.1) &
NUP1/NUP136 nucleoporin of nuclear pore complex (original description: pacid=37164911 transcript=Phvul.007G233800.2 locus=Phvul.007G233800 ID=Phvul.007G233800.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
DNA ligase (LIG6) (original description: pacid=37159578 transcript=Phvul.008G009200.2 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1) &
DNA ligase (LIG6) (original description: pacid=37159578 transcript=Phvul.008G009200.2 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1) &
DNA ligase (LIG6) (original description: pacid=37159578 transcript=Phvul.008G009200.2 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1) &
DNA ligase (LIG6) (original description: pacid=37159578 transcript=Phvul.008G009200.2 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1) &
phosphate transporter (PHO1) (original description: pacid=37159912 transcript=Phvul.008G038300.1 locus=Phvul.008G038300 ID=Phvul.008G038300.1.v2.1 annot-version=v2.1) &
phosphate transporter (PHO1) (original description: pacid=37159912 transcript=Phvul.008G038300.1 locus=Phvul.008G038300 ID=Phvul.008G038300.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (HAKAI) (original description: pacid=37158726 transcript=Phvul.008G108800.2 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1) &
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E3 ubiquitin ligase (HAKAI) (original description: pacid=37158726 transcript=Phvul.008G108800.2 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (HAKAI) (original description: pacid=37158726 transcript=Phvul.008G108800.2 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (HAKAI) (original description: pacid=37158726 transcript=Phvul.008G108800.2 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158099 transcript=Phvul.008G110000.1 locus=Phvul.008G110000 ID=Phvul.008G110000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161383 transcript=Phvul.008G110400.1 locus=Phvul.008G110400 ID=Phvul.008G110400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
 (original description: pacid=37158415 transcript=Phvul.008G199500.1 locus=Phvul.008G199500 ID=Phvul.008G199500.1.v2.1 annot-version=v2.1) & Uncharacterized protein At3g49140 OS=Arabidopsis thaliana (sp|q0wmn5|y3913_arath : 104.0)
UDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
UDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
UDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
UDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37151925 transcript=Phvul.009G026200.1 locus=Phvul.009G026200 ID=Phvul.009G026200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37151925 transcript=Phvul.009G026200.1 locus=Phvul.009G026200 ID=Phvul.009G026200.1.v2.1 annot-version=v2.1) &
metal cation transporter (MEB) (original description: pacid=37150990 transcript=Phvul.009G040800.3 locus=Phvul.009G040800 ID=Phvul.009G040800.3.v2.1 annot-version=v2.1) &
metal cation transporter (MEB) (original description: pacid=37150990 transcript=Phvul.009G040800.3 locus=Phvul.009G040800 ID=Phvul.009G040800.3.v2.1 annot-version=v2.1) &
metal cation transporter (MEB) (original description: pacid=37150990 transcript=Phvul.009G040800.3 locus=Phvul.009G040800 ID=Phvul.009G040800.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
C3H zinc finger transcription factor (original description: pacid=37155198 transcript=Phvul.011G013800.1 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1) &
C3H zinc finger transcription factor (original description: pacid=37155198 transcript=Phvul.011G013800.1 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1) &
C3H zinc finger transcription factor (original description: pacid=37155198 transcript=Phvul.011G013800.1 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1) &
C3H zinc finger transcription factor (original description: pacid=37155198 transcript=Phvul.011G013800.1 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
 (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
 (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
 (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
methylated DNA binding component SUVH1/3 of SUVH-DNAJ methylation reader complex (original description: pacid=37154996 transcript=Phvul.011G190200.3 locus=Phvul.011G190200 ID=Phvul.011G190200.3.v2.1 annot-version=v2.1) &
methylated DNA binding component SUVH1/3 of SUVH-DNAJ methylation reader complex (original description: pacid=37154996 transcript=Phvul.011G190200.3 locus=Phvul.011G190200 ID=Phvul.011G190200.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170071 transcript=Phvul.001G098600.1 locus=Phvul.001G098600 ID=Phvul.001G098600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170071 transcript=Phvul.001G098600.1 locus=Phvul.001G098600 ID=Phvul.001G098600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
N6-methyladenosine demethylase (ALKBH10) (original description: pacid=37168948 transcript=Phvul.001G147800.2 locus=Phvul.001G147800 ID=Phvul.001G147800.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37168987 transcript=Phvul.001G173900.1 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1) & no description available(sp|q9zuu2|pxl2c_arath : 319.0)
 (original description: pacid=37168987 transcript=Phvul.001G173900.1 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1) & no description available(sp|q9zuu2|pxl2c_arath : 319.0)
 (original description: pacid=37168987 transcript=Phvul.001G173900.1 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1) & no description available(sp|q9zuu2|pxl2c_arath : 319.0)
 (original description: pacid=37168987 transcript=Phvul.001G173900.1 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1) & no description available(sp|q9zuu2|pxl2c_arath : 319.0)
 no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
 (original description: pacid=37168993 transcript=Phvul.001G260300.1 locus=Phvul.001G260300 ID=Phvul.001G260300.1.v2.1 annot-version=v2.1) & U-box domain-containing protein 6 OS=Arabidopsis thaliana (sp|o48700|pub6_arath : 901.0)
Acetylserotonin O-methyltransferase OS=Arabidopsis thaliana (sp|q9t003|asmt_arath : 299.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 212.4) (original description: pacid=37169062 transcript=Phvul.001G268700.1 locus=Phvul.001G268700 ID=Phvul.001G268700.1.v2.1 annot-version=v2.1) &
Acetylserotonin O-methyltransferase OS=Arabidopsis thaliana (sp|q9t003|asmt_arath : 299.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 212.4) (original description: pacid=37169062 transcript=Phvul.001G268700.1 locus=Phvul.001G268700 ID=Phvul.001G268700.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37175569 transcript=Phvul.002G058900.1 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37175569 transcript=Phvul.002G058900.1 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1) &
H-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
H-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
H-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
H-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37176681 transcript=Phvul.002G163400.1 locus=Phvul.002G163400 ID=Phvul.002G163400.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37176681 transcript=Phvul.002G163400.1 locus=Phvul.002G163400 ID=Phvul.002G163400.1.v2.1 annot-version=v2.1) &
regulatory factor (SUN3/4/5) nuclear shape determination (original description: pacid=37174412 transcript=Phvul.002G165300.1 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1) &
regulatory factor (SUN3/4/5) nuclear shape determination (original description: pacid=37174412 transcript=Phvul.002G165300.1 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1) &
regulatory factor (SUN3/4/5) nuclear shape determination (original description: pacid=37174412 transcript=Phvul.002G165300.1 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1) &
regulatory factor (SUN3/4/5) nuclear shape determination (original description: pacid=37174412 transcript=Phvul.002G165300.1 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1) &
bHLH-IVa-class iron homeostasis regulator (original description: pacid=37175361 transcript=Phvul.002G216700.3 locus=Phvul.002G216700 ID=Phvul.002G216700.3.v2.1 annot-version=v2.1) &
bHLH-IVa-class iron homeostasis regulator (original description: pacid=37175361 transcript=Phvul.002G216700.3 locus=Phvul.002G216700 ID=Phvul.002G216700.3.v2.1 annot-version=v2.1) &
bHLH-IVa-class iron homeostasis regulator (original description: pacid=37175361 transcript=Phvul.002G216700.3 locus=Phvul.002G216700 ID=Phvul.002G216700.3.v2.1 annot-version=v2.1) &
bHLH-IVa-class iron homeostasis regulator (original description: pacid=37175361 transcript=Phvul.002G216700.3 locus=Phvul.002G216700 ID=Phvul.002G216700.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
 (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
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 (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
 (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
 (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
 (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
sugar efflux transporter (SWEET) (original description: pacid=37177385 transcript=Phvul.002G283800.1 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1) &
sugar efflux transporter (SWEET) (original description: pacid=37177385 transcript=Phvul.002G283800.1 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1) &
sugar efflux transporter (SWEET) (original description: pacid=37177385 transcript=Phvul.002G283800.1 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1) &
sugar efflux transporter (SWEET) (original description: pacid=37177385 transcript=Phvul.002G283800.1 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176433 transcript=Phvul.002G290904.1 locus=Phvul.002G290904 ID=Phvul.002G290904.1.v2.1 annot-version=v2.1) & Puromycin-sensitive aminopeptidase OS=Arabidopsis thaliana (sp|q8h0s9|psa_arath : 805.0)
 (original description: pacid=37176433 transcript=Phvul.002G290904.1 locus=Phvul.002G290904 ID=Phvul.002G290904.1.v2.1 annot-version=v2.1) & Puromycin-sensitive aminopeptidase OS=Arabidopsis thaliana (sp|q8h0s9|psa_arath : 805.0)
clade A phosphatase (original description: pacid=37175200 transcript=Phvul.002G309100.1 locus=Phvul.002G309100 ID=Phvul.002G309100.1.v2.1 annot-version=v2.1) &
clade A phosphatase (original description: pacid=37175200 transcript=Phvul.002G309100.1 locus=Phvul.002G309100 ID=Phvul.002G309100.1.v2.1 annot-version=v2.1) &
component UFD1 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37176242 transcript=Phvul.002G320900.1 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1) &
component UFD1 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37176242 transcript=Phvul.002G320900.1 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1) &
component UFD1 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37176242 transcript=Phvul.002G320900.1 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1) &
component UFD1 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37176242 transcript=Phvul.002G320900.1 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
methylcytosine-specific DNA glycosylase (ROS1) (original description: pacid=37144552 transcript=Phvul.003G032300.1 locus=Phvul.003G032300 ID=Phvul.003G032300.1.v2.1 annot-version=v2.1) &
methylcytosine-specific DNA glycosylase (ROS1) (original description: pacid=37144552 transcript=Phvul.003G032300.1 locus=Phvul.003G032300 ID=Phvul.003G032300.1.v2.1 annot-version=v2.1) &
catalytic component DPMS1 of DPMS dolichol-phosphate-mannose synthase complex (original description: pacid=37145473 transcript=Phvul.003G057700.1 locus=Phvul.003G057700 ID=Phvul.003G057700.1.v2.1 annot-version=v2.1) &
catalytic component DPMS1 of DPMS dolichol-phosphate-mannose synthase complex (original description: pacid=37145473 transcript=Phvul.003G057700.1 locus=Phvul.003G057700 ID=Phvul.003G057700.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147041 transcript=Phvul.003G078900.1 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147041 transcript=Phvul.003G078900.1 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147041 transcript=Phvul.003G078900.1 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147041 transcript=Phvul.003G078900.1 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1)
beta-galactosidase (BGAL) (original description: pacid=37145378 transcript=Phvul.003G137000.1 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37145378 transcript=Phvul.003G137000.1 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37145378 transcript=Phvul.003G137000.1 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37145378 transcript=Phvul.003G137000.1 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
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Do not distribute

 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146681 transcript=Phvul.003G280100.2 locus=Phvul.003G280100 ID=Phvul.003G280100.2.v2.1 annot-version=v2.1) & Probable methyltransferase PMT20 OS=Arabidopsis thaliana (sp|q9c6s7|pmtk_arath : 983.0)
 (original description: pacid=37146681 transcript=Phvul.003G280100.2 locus=Phvul.003G280100 ID=Phvul.003G280100.2.v2.1 annot-version=v2.1) & Probable methyltransferase PMT20 OS=Arabidopsis thaliana (sp|q9c6s7|pmtk_arath : 983.0)
 (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
 (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
 (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
 (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)
 (original description: pacid=37161823 transcript=Phvul.004G044800.1 locus=Phvul.004G044800 ID=Phvul.004G044800.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 539.0)
 (original description: pacid=37161823 transcript=Phvul.004G044800.1 locus=Phvul.004G044800 ID=Phvul.004G044800.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 539.0)
 no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162464 transcript=Phvul.004G173101.1 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162464 transcript=Phvul.004G173101.1 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162464 transcript=Phvul.004G173101.1 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162464 transcript=Phvul.004G173101.1 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1)
chaperone (AKR2) (original description: pacid=37154384 transcript=Phvul.005G006400.1 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1) &
chaperone (AKR2) (original description: pacid=37154384 transcript=Phvul.005G006400.1 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1) &
chaperone (AKR2) (original description: pacid=37154384 transcript=Phvul.005G006400.1 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1) &
chaperone (AKR2) (original description: pacid=37154384 transcript=Phvul.005G006400.1 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1) &
component alpha of TATA box-binding protein NC2 regulator complex (original description: pacid=37153872 transcript=Phvul.005G014300.2 locus=Phvul.005G014300 ID=Phvul.005G014300.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37154040 transcript=Phvul.005G056400.1 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At1g04390 OS=Arabidopsis thaliana (sp|p93820|y1439_arath : 760.0)
PEP carboxylase (original description: pacid=37154500 transcript=Phvul.005G095300.1 locus=Phvul.005G095300 ID=Phvul.005G095300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37152872 transcript=Phvul.005G100300.1 locus=Phvul.005G100300 ID=Phvul.005G100300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
regulatory component B2 of PP2A phosphatase complexes (original description: pacid=37174174 transcript=Phvul.006G105800.1 locus=Phvul.006G105800 ID=Phvul.006G105800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174157 transcript=Phvul.006G158900.1 locus=Phvul.006G158900 ID=Phvul.006G158900.1.v2.1 annot-version=v2.1)
serine carboxypeptidase (original description: pacid=37173338 transcript=Phvul.006G168154.2 locus=Phvul.006G168154 ID=Phvul.006G168154.2.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37173338 transcript=Phvul.006G168154.2 locus=Phvul.006G168154 ID=Phvul.006G168154.2.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37173338 transcript=Phvul.006G168154.2 locus=Phvul.006G168154 ID=Phvul.006G168154.2.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37173338 transcript=Phvul.006G168154.2 locus=Phvul.006G168154 ID=Phvul.006G168154.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37172724 transcript=Phvul.006G193700.1 locus=Phvul.006G193700 ID=Phvul.006G193700.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase CSU1 OS=Arabidopsis thaliana (sp|q9sy88|csu1_arath : 419.0)
 (original description: pacid=37172724 transcript=Phvul.006G193700.1 locus=Phvul.006G193700 ID=Phvul.006G193700.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase CSU1 OS=Arabidopsis thaliana (sp|q9sy88|csu1_arath : 419.0)
 no hits & (original description: pacid=37164997 transcript=Phvul.007G012500.1 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164997 transcript=Phvul.007G012500.1 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164997 transcript=Phvul.007G012500.1 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164997 transcript=Phvul.007G012500.1 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1)
CHE circadian clock repression factor (original description: pacid=37166457 transcript=Phvul.007G015000.1 locus=Phvul.007G015000 ID=Phvul.007G015000.1.v2.1 annot-version=v2.1) &
CHE circadian clock repression factor (original description: pacid=37166457 transcript=Phvul.007G015000.1 locus=Phvul.007G015000 ID=Phvul.007G015000.1.v2.1 annot-version=v2.1) &
base-exchange-type phosphatidylserine synthase (original description: pacid=37167617 transcript=Phvul.007G034000.2 locus=Phvul.007G034000 ID=Phvul.007G034000.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37166526 transcript=Phvul.007G051100.1 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37166526 transcript=Phvul.007G051100.1 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37166526 transcript=Phvul.007G051100.1 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37166526 transcript=Phvul.007G051100.1 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1) &
copper-containing amine oxidase (CuAO) (original description: pacid=37166437 transcript=Phvul.007G056600.1 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1) &
copper-containing amine oxidase (CuAO) (original description: pacid=37166437 transcript=Phvul.007G056600.1 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1) &
copper-containing amine oxidase (CuAO) (original description: pacid=37166437 transcript=Phvul.007G056600.1 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1) &
copper-containing amine oxidase (CuAO) (original description: pacid=37166437 transcript=Phvul.007G056600.1 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1) &
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SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
 (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
 (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
 (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
 (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
metal ion-chelate reductase (FRO) (original description: pacid=37165410 transcript=Phvul.007G073800.1 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37165410 transcript=Phvul.007G073800.1 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37165410 transcript=Phvul.007G073800.1 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37165410 transcript=Phvul.007G073800.1 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
class phi glutathione S-transferase (original description: pacid=37166653 transcript=Phvul.007G107200.1 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1) &
class phi glutathione S-transferase (original description: pacid=37166653 transcript=Phvul.007G107200.1 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1) &
class phi glutathione S-transferase (original description: pacid=37166653 transcript=Phvul.007G107200.1 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1) &
class phi glutathione S-transferase (original description: pacid=37166653 transcript=Phvul.007G107200.1 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164309 transcript=Phvul.007G189000.1 locus=Phvul.007G189000 ID=Phvul.007G189000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164309 transcript=Phvul.007G189000.1 locus=Phvul.007G189000 ID=Phvul.007G189000.1.v2.1 annot-version=v2.1)
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37164350 transcript=Phvul.007G275700.1 locus=Phvul.007G275700 ID=Phvul.007G275700.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 223.0)
 (original description: pacid=37164350 transcript=Phvul.007G275700.1 locus=Phvul.007G275700 ID=Phvul.007G275700.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 223.0)
 (original description: pacid=37166099 transcript=Phvul.007G276200.1 locus=Phvul.007G276200 ID=Phvul.007G276200.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 253.0)
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 (original description: pacid=37166099 transcript=Phvul.007G276200.1 locus=Phvul.007G276200 ID=Phvul.007G276200.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 253.0)
 (original description: pacid=37164734 transcript=Phvul.007G276300.1 locus=Phvul.007G276300 ID=Phvul.007G276300.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 222.0)
 (original description: pacid=37164734 transcript=Phvul.007G276300.1 locus=Phvul.007G276300 ID=Phvul.007G276300.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 222.0)
exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37159233 transcript=Phvul.008G048200.1 locus=Phvul.008G048200 ID=Phvul.008G048200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159335 transcript=Phvul.008G069000.1 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159335 transcript=Phvul.008G069000.1 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159335 transcript=Phvul.008G069000.1 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159335 transcript=Phvul.008G069000.1 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158099 transcript=Phvul.008G110000.1 locus=Phvul.008G110000 ID=Phvul.008G110000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158099 transcript=Phvul.008G110000.1 locus=Phvul.008G110000 ID=Phvul.008G110000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161383 transcript=Phvul.008G110400.1 locus=Phvul.008G110400 ID=Phvul.008G110400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161383 transcript=Phvul.008G110400.1 locus=Phvul.008G110400 ID=Phvul.008G110400.1.v2.1 annot-version=v2.1)
pepsin-type protease (original description: pacid=37158825 transcript=Phvul.008G118900.1 locus=Phvul.008G118900 ID=Phvul.008G118900.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37158825 transcript=Phvul.008G118900.1 locus=Phvul.008G118900 ID=Phvul.008G118900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37160418 transcript=Phvul.008G157900.1 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160418 transcript=Phvul.008G157900.1 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160418 transcript=Phvul.008G157900.1 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160418 transcript=Phvul.008G157900.1 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1)
hydroxyacyl-ACP dehydratase (mtHD) (original description: pacid=37161546 transcript=Phvul.008G206400.6 locus=Phvul.008G206400 ID=Phvul.008G206400.6.v2.1 annot-version=v2.1) &
hydroxyacyl-ACP dehydratase (mtHD) (original description: pacid=37161546 transcript=Phvul.008G206400.6 locus=Phvul.008G206400 ID=Phvul.008G206400.6.v2.1 annot-version=v2.1) &
hydroxyacyl-ACP dehydratase (mtHD) (original description: pacid=37161546 transcript=Phvul.008G206400.6 locus=Phvul.008G206400 ID=Phvul.008G206400.6.v2.1 annot-version=v2.1) &
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hydroxyacyl-ACP dehydratase (mtHD) (original description: pacid=37161546 transcript=Phvul.008G206400.6 locus=Phvul.008G206400 ID=Phvul.008G206400.6.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37161082 transcript=Phvul.008G225900.1 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161082 transcript=Phvul.008G225900.1 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161082 transcript=Phvul.008G225900.1 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161082 transcript=Phvul.008G225900.1 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1)
proline transporter (ProT) (original description: pacid=37160845 transcript=Phvul.008G227600.1 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1) &
proline transporter (ProT) (original description: pacid=37160845 transcript=Phvul.008G227600.1 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1) &
proline transporter (ProT) (original description: pacid=37160845 transcript=Phvul.008G227600.1 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1) &
proline transporter (ProT) (original description: pacid=37160845 transcript=Phvul.008G227600.1 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37160931 transcript=Phvul.008G274900.3 locus=Phvul.008G274900 ID=Phvul.008G274900.3.v2.1 annot-version=v2.1) & Heterogeneous nuclear ribonucleoprotein 1 OS=Arabidopsis thaliana (sp|q8w034|rnp1_arath : 211.0)
 (original description: pacid=37160931 transcript=Phvul.008G274900.3 locus=Phvul.008G274900 ID=Phvul.008G274900.3.v2.1 annot-version=v2.1) & Heterogeneous nuclear ribonucleoprotein 1 OS=Arabidopsis thaliana (sp|q8w034|rnp1_arath : 211.0)
 (original description: pacid=37160931 transcript=Phvul.008G274900.3 locus=Phvul.008G274900 ID=Phvul.008G274900.3.v2.1 annot-version=v2.1) & Heterogeneous nuclear ribonucleoprotein 1 OS=Arabidopsis thaliana (sp|q8w034|rnp1_arath : 211.0)
component COX15 of cytochrome c oxidase assembly (original description: pacid=37157587 transcript=Phvul.008G282700.1 locus=Phvul.008G282700 ID=Phvul.008G282700.1.v2.1 annot-version=v2.1) &
component COX15 of cytochrome c oxidase assembly (original description: pacid=37157587 transcript=Phvul.008G282700.1 locus=Phvul.008G282700 ID=Phvul.008G282700.1.v2.1 annot-version=v2.1) &
transcription factor (MYB) (original description: pacid=37152011 transcript=Phvul.009G106700.1 locus=Phvul.009G106700 ID=Phvul.009G106700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
protein kinase (MAP3K-WNK) (original description: pacid=37151775 transcript=Phvul.009G173100.4 locus=Phvul.009G173100 ID=Phvul.009G173100.4.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-WNK) (original description: pacid=37151775 transcript=Phvul.009G173100.4 locus=Phvul.009G173100 ID=Phvul.009G173100.4.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-WNK) (original description: pacid=37151775 transcript=Phvul.009G173100.4 locus=Phvul.009G173100 ID=Phvul.009G173100.4.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-WNK) (original description: pacid=37151775 transcript=Phvul.009G173100.4 locus=Phvul.009G173100 ID=Phvul.009G173100.4.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37143296 transcript=Phvul.010G032400.1 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 150.0)
 (original description: pacid=37143296 transcript=Phvul.010G032400.1 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 150.0)
 (original description: pacid=37143296 transcript=Phvul.010G032400.1 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 150.0)
 (original description: pacid=37143296 transcript=Phvul.010G032400.1 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 150.0)
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
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component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37142159 transcript=Phvul.010G070600.3 locus=Phvul.010G070600 ID=Phvul.010G070600.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37155673 transcript=Phvul.011G013900.1 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37155673 transcript=Phvul.011G013900.1 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37155673 transcript=Phvul.011G013900.1 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37155673 transcript=Phvul.011G013900.1 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1) &
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
TAC16 cofactor of plastid-encoded RNA polymerase (original description: pacid=37155940 transcript=Phvul.011G061600.1 locus=Phvul.011G061600 ID=Phvul.011G061600.1.v2.1 annot-version=v2.1) &
TAC16 cofactor of plastid-encoded RNA polymerase (original description: pacid=37155940 transcript=Phvul.011G061600.1 locus=Phvul.011G061600 ID=Phvul.011G061600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156233 transcript=Phvul.011G114700.1 locus=Phvul.011G114700 ID=Phvul.011G114700.1.v2.1 annot-version=v2.1) & S-protein homolog 5 OS=Arabidopsis thaliana (sp|o23020|sph5_arath : 90.5)
 (original description: pacid=37155659 transcript=Phvul.011G123000.1 locus=Phvul.011G123000 ID=Phvul.011G123000.1.v2.1 annot-version=v2.1) & S-protein homolog 5 OS=Arabidopsis thaliana (sp|o23020|sph5_arath : 90.9)
 no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
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Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37156963 transcript=Phvul.011G202700.1 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156963 transcript=Phvul.011G202700.1 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156963 transcript=Phvul.011G202700.1 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156963 transcript=Phvul.011G202700.1 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &
component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &
component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37178902 transcript=Phvul.L007343.1 locus=Phvul.L007343 ID=Phvul.L007343.1.v2.1 annot-version=v2.1) &
2-alkenal reductase (NADP(+)-dependent) OS=Nicotiana tabacum (sp|q9sln8|dbr_tobac : 451.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.3 oxidoreductase acting on CH-CH group of donor(50.1.3 : 281.4) (original description: pacid=37157789 transcript=Phvul.008G004400.1 locus=Phvul.008G004400 ID=Phvul.008G004400.1.v2.1 annot-version=v2.1) &
2-alkenal reductase (NADP(+)-dependent) OS=Nicotiana tabacum (sp|q9sln8|dbr_tobac : 451.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.3 oxidoreductase acting on CH-CH group of donor(50.1.3 : 281.4) (original description: pacid=37157789 transcript=Phvul.008G004400.1 locus=Phvul.008G004400 ID=Phvul.008G004400.1.v2.1 annot-version=v2.1) &
phospholipase A2 (pPLA2-II) (original description: pacid=37167879 transcript=Phvul.001G020300.1 locus=Phvul.001G020300 ID=Phvul.001G020300.1.v2.1 annot-version=v2.1) &
phospholipase A2 (pPLA2-II) (original description: pacid=37168006 transcript=Phvul.001G020350.1 locus=Phvul.001G020350 ID=Phvul.001G020350.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
acid beta-fructofuranosidase (CWIN) (original description: pacid=37171142 transcript=Phvul.001G036800.1 locus=Phvul.001G036800 ID=Phvul.001G036800.1.v2.1 annot-version=v2.1) &
ER cisternae formation factor (LUNAPARK) (original description: pacid=37169604 transcript=Phvul.001G057800.1 locus=Phvul.001G057800 ID=Phvul.001G057800.1.v2.1 annot-version=v2.1) &
ER cisternae formation factor (LUNAPARK) (original description: pacid=37169604 transcript=Phvul.001G057800.1 locus=Phvul.001G057800 ID=Phvul.001G057800.1.v2.1 annot-version=v2.1) &
L-arabinose kinase (original description: pacid=37168452 transcript=Phvul.001G077700.1 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1) &
L-arabinose kinase (original description: pacid=37168452 transcript=Phvul.001G077700.1 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1) &
acetyl-CoA synthetase (original description: pacid=37171272 transcript=Phvul.001G097800.2 locus=Phvul.001G097800 ID=Phvul.001G097800.2.v2.1 annot-version=v2.1) &
acetyl-CoA synthetase (original description: pacid=37171272 transcript=Phvul.001G097800.2 locus=Phvul.001G097800 ID=Phvul.001G097800.2.v2.1 annot-version=v2.1) &
component NOT3/5 of mRNA deadenylation CCR4-NOT complex (original description: pacid=37170938 transcript=Phvul.001G109300.2 locus=Phvul.001G109300 ID=Phvul.001G109300.2.v2.1 annot-version=v2.1) &
component NOT3/5 of mRNA deadenylation CCR4-NOT complex (original description: pacid=37170938 transcript=Phvul.001G109300.2 locus=Phvul.001G109300 ID=Phvul.001G109300.2.v2.1 annot-version=v2.1) &
component NOT3/5 of mRNA deadenylation CCR4-NOT complex (original description: pacid=37170938 transcript=Phvul.001G109300.2 locus=Phvul.001G109300 ID=Phvul.001G109300.2.v2.1 annot-version=v2.1) &
component NOT3/5 of mRNA deadenylation CCR4-NOT complex (original description: pacid=37170938 transcript=Phvul.001G109300.2 locus=Phvul.001G109300 ID=Phvul.001G109300.2.v2.1 annot-version=v2.1) &
diphthamide synthetase (DPH6) (original description: pacid=37170057 transcript=Phvul.001G114900.1 locus=Phvul.001G114900 ID=Phvul.001G114900.1.v2.1 annot-version=v2.1) &
diphthamide synthetase (DPH6) (original description: pacid=37170057 transcript=Phvul.001G114900.1 locus=Phvul.001G114900 ID=Phvul.001G114900.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37171176 transcript=Phvul.001G123000.2 locus=Phvul.001G123000 ID=Phvul.001G123000.2.v2.1 annot-version=v2.1) & Alpha-glucosidase OS=Spinacia oleracea (sp|o04893|aglu_spiol : 80.9)
 (original description: pacid=37171176 transcript=Phvul.001G123000.2 locus=Phvul.001G123000 ID=Phvul.001G123000.2.v2.1 annot-version=v2.1) & Alpha-glucosidase OS=Spinacia oleracea (sp|o04893|aglu_spiol : 80.9)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
transcription factor (AS2/LOB) (original description: pacid=37168712 transcript=Phvul.001G159300.1 locus=Phvul.001G159300 ID=Phvul.001G159300.1.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
stachyose synthase (original description: pacid=37171147 transcript=Phvul.001G214300.2 locus=Phvul.001G214300 ID=Phvul.001G214300.2.v2.1 annot-version=v2.1) &
stachyose synthase (original description: pacid=37171147 transcript=Phvul.001G214300.2 locus=Phvul.001G214300 ID=Phvul.001G214300.2.v2.1 annot-version=v2.1) &
IF-2 translation initiation factor (original description: pacid=37168766 transcript=Phvul.001G220900.1 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1) &
IF-2 translation initiation factor (original description: pacid=37168766 transcript=Phvul.001G220900.1 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1) &
IF-2 translation initiation factor (original description: pacid=37168766 transcript=Phvul.001G220900.1 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1) &
IF-2 translation initiation factor (original description: pacid=37168766 transcript=Phvul.001G220900.1 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
RNA editing factor (YS1) (original description: pacid=37174928 transcript=Phvul.002G043500.1 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1) &
RNA editing factor (YS1) (original description: pacid=37174928 transcript=Phvul.002G043500.1 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1) &
RNA editing factor (YS1) (original description: pacid=37174928 transcript=Phvul.002G043500.1 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1) &
RNA editing factor (YS1) (original description: pacid=37174928 transcript=Phvul.002G043500.1 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37175569 transcript=Phvul.002G058900.1 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37175569 transcript=Phvul.002G058900.1 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1) &
alpha-class expansin (original description: pacid=37176766 transcript=Phvul.002G152900.1 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1) &
alpha-class expansin (original description: pacid=37176766 transcript=Phvul.002G152900.1 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1) &
alpha-class expansin (original description: pacid=37176766 transcript=Phvul.002G152900.1 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1) &
alpha-class expansin (original description: pacid=37176766 transcript=Phvul.002G152900.1 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1) &
UDP-L-rhamnose synthase (original description: pacid=37176460 transcript=Phvul.002G153500.1 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
 (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
 (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
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 (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
 (original description: pacid=37177422 transcript=Phvul.002G253100.1 locus=Phvul.002G253100 ID=Phvul.002G253100.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 98.6)
 (original description: pacid=37177422 transcript=Phvul.002G253100.1 locus=Phvul.002G253100 ID=Phvul.002G253100.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 98.6)
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37176085 transcript=Phvul.002G290000.3 locus=Phvul.002G290000 ID=Phvul.002G290000.3.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37176085 transcript=Phvul.002G290000.3 locus=Phvul.002G290000 ID=Phvul.002G290000.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37144503 transcript=Phvul.003G022200.1 locus=Phvul.003G022200 ID=Phvul.003G022200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144503 transcript=Phvul.003G022200.1 locus=Phvul.003G022200 ID=Phvul.003G022200.1.v2.1 annot-version=v2.1)
1,6-alpha-xylosidase (original description: pacid=37147083 transcript=Phvul.003G035400.1 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1) &
1,6-alpha-xylosidase (original description: pacid=37147083 transcript=Phvul.003G035400.1 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1) &
1,6-alpha-xylosidase (original description: pacid=37147083 transcript=Phvul.003G035400.1 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1) &
1,6-alpha-xylosidase (original description: pacid=37147083 transcript=Phvul.003G035400.1 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1) &
catalytic protein (CER2) (original description: pacid=37145461 transcript=Phvul.003G050600.1 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1) &
catalytic protein (CER2) (original description: pacid=37145461 transcript=Phvul.003G050600.1 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1) &
catalytic protein (CER2) (original description: pacid=37145461 transcript=Phvul.003G050600.1 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1) &
catalytic protein (CER2) (original description: pacid=37145461 transcript=Phvul.003G050600.1 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37146764 transcript=Phvul.003G088200.1 locus=Phvul.003G088200 ID=Phvul.003G088200.1.v2.1 annot-version=v2.1) & C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana (sp|q9zvt9|c2gr1_arath : 1261.0)
 (original description: pacid=37146764 transcript=Phvul.003G088200.1 locus=Phvul.003G088200 ID=Phvul.003G088200.1.v2.1 annot-version=v2.1) & C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana (sp|q9zvt9|c2gr1_arath : 1261.0)
solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
xylogalacturonan xylosyltransferase (original description: pacid=37146945 transcript=Phvul.003G169700.1 locus=Phvul.003G169700 ID=Phvul.003G169700.1.v2.1 annot-version=v2.1) &
alpha-1,3-fucosyltransferase (original description: pacid=37144631 transcript=Phvul.003G292000.3 locus=Phvul.003G292000 ID=Phvul.003G292000.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37163777 transcript=Phvul.004G058600.1 locus=Phvul.004G058600 ID=Phvul.004G058600.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 317.0)
subunit beta of peripheral CF1 subcomplex of ATP synthase complex (original description: pacid=37162257 transcript=Phvul.004G121666.1 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1) &
subunit beta of peripheral CF1 subcomplex of ATP synthase complex (original description: pacid=37162257 transcript=Phvul.004G121666.1 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1) &
subunit beta of peripheral CF1 subcomplex of ATP synthase complex (original description: pacid=37162257 transcript=Phvul.004G121666.1 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1) &
subunit beta of peripheral CF1 subcomplex of ATP synthase complex (original description: pacid=37162257 transcript=Phvul.004G121666.1 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37163533 transcript=Phvul.004G133700.1 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g08430 OS=Arabidopsis thaliana (sp|q9ft92|y5843_arath : 311.0)
 (original description: pacid=37163533 transcript=Phvul.004G133700.1 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g08430 OS=Arabidopsis thaliana (sp|q9ft92|y5843_arath : 311.0)
 (original description: pacid=37163533 transcript=Phvul.004G133700.1 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g08430 OS=Arabidopsis thaliana (sp|q9ft92|y5843_arath : 311.0)
 (original description: pacid=37163533 transcript=Phvul.004G133700.1 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g08430 OS=Arabidopsis thaliana (sp|q9ft92|y5843_arath : 311.0)
atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154040 transcript=Phvul.005G056400.1 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At1g04390 OS=Arabidopsis thaliana (sp|p93820|y1439_arath : 760.0)
 (original description: pacid=37154040 transcript=Phvul.005G056400.1 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At1g04390 OS=Arabidopsis thaliana (sp|p93820|y1439_arath : 760.0)
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154603 transcript=Phvul.005G095600.1 locus=Phvul.005G095600 ID=Phvul.005G095600.1.v2.1 annot-version=v2.1) & Bifunctional riboflavin kinase/FMN phosphatase OS=Arabidopsis thaliana (sp|q84md8|fhyrk_arath : 248.0)
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
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transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
glycerate kinase (original description: pacid=37152247 transcript=Phvul.005G173200.1 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1) &
glycerate kinase (original description: pacid=37152247 transcript=Phvul.005G173200.1 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1) &
glycerate kinase (original description: pacid=37152247 transcript=Phvul.005G173200.1 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1) &
glycerate kinase (original description: pacid=37152247 transcript=Phvul.005G173200.1 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37171334 transcript=Phvul.006G143300.1 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171334 transcript=Phvul.006G143300.1 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171334 transcript=Phvul.006G143300.1 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171334 transcript=Phvul.006G143300.1 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1)
serine carboxypeptidase (original description: pacid=37173086 transcript=Phvul.006G168163.1 locus=Phvul.006G168163 ID=Phvul.006G168163.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37173086 transcript=Phvul.006G168163.1 locus=Phvul.006G168163 ID=Phvul.006G168163.1.v2.1 annot-version=v2.1) &
atypical quiescin sulfhydryl oxidase (QSOX) (original description: pacid=37164578 transcript=Phvul.007G035900.2 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1) &
atypical quiescin sulfhydryl oxidase (QSOX) (original description: pacid=37164578 transcript=Phvul.007G035900.2 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1) &
atypical quiescin sulfhydryl oxidase (QSOX) (original description: pacid=37164578 transcript=Phvul.007G035900.2 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1) &
atypical quiescin sulfhydryl oxidase (QSOX) (original description: pacid=37164578 transcript=Phvul.007G035900.2 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
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 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
PHD finger transcription factor (original description: pacid=37164322 transcript=Phvul.007G114100.3 locus=Phvul.007G114100 ID=Phvul.007G114100.3.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37164322 transcript=Phvul.007G114100.3 locus=Phvul.007G114100 ID=Phvul.007G114100.3.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37164322 transcript=Phvul.007G114100.3 locus=Phvul.007G114100 ID=Phvul.007G114100.3.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37164322 transcript=Phvul.007G114100.3 locus=Phvul.007G114100 ID=Phvul.007G114100.3.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37166949 transcript=Phvul.007G184600.1 locus=Phvul.007G184600 ID=Phvul.007G184600.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37166949 transcript=Phvul.007G184600.1 locus=Phvul.007G184600 ID=Phvul.007G184600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37164330 transcript=Phvul.007G192300.1 locus=Phvul.007G192300 ID=Phvul.007G192300.1.v2.1 annot-version=v2.1) & U-box domain-containing protein 3 OS=Arabidopsis thaliana (sp|q8gwv5|pub3_arath : 647.0)
pectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
cell cycle replicated DNA checkpoint protein (TopBP1) (original description: pacid=37167018 transcript=Phvul.007G215300.1 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1) &
cell cycle replicated DNA checkpoint protein (TopBP1) (original description: pacid=37167018 transcript=Phvul.007G215300.1 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1) &
cell cycle replicated DNA checkpoint protein (TopBP1) (original description: pacid=37167018 transcript=Phvul.007G215300.1 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1) &
cell cycle replicated DNA checkpoint protein (TopBP1) (original description: pacid=37167018 transcript=Phvul.007G215300.1 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37160665 transcript=Phvul.008G043400.1 locus=Phvul.008G043400 ID=Phvul.008G043400.1.v2.1 annot-version=v2.1) & Receptor-like protein 6 OS=Arabidopsis thaliana (sp|q9c637|rlp6_arath : 408.0)
 (original description: pacid=37160665 transcript=Phvul.008G043400.1 locus=Phvul.008G043400 ID=Phvul.008G043400.1.v2.1 annot-version=v2.1) & Receptor-like protein 6 OS=Arabidopsis thaliana (sp|q9c637|rlp6_arath : 408.0)
transcription factor (MYB) (original description: pacid=37158646 transcript=Phvul.008G067300.1 locus=Phvul.008G067300 ID=Phvul.008G067300.1.v2.1 annot-version=v2.1) &
transcription factor (MYB) (original description: pacid=37158646 transcript=Phvul.008G067300.1 locus=Phvul.008G067300 ID=Phvul.008G067300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
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transcriptional co-repressor (LUG) (original description: pacid=37158953 transcript=Phvul.008G125400.2 locus=Phvul.008G125400 ID=Phvul.008G125400.2.v2.1 annot-version=v2.1) &
transcriptional co-repressor (LUG) (original description: pacid=37158953 transcript=Phvul.008G125400.2 locus=Phvul.008G125400 ID=Phvul.008G125400.2.v2.1 annot-version=v2.1) &
transcriptional co-repressor (LUG) (original description: pacid=37158953 transcript=Phvul.008G125400.2 locus=Phvul.008G125400 ID=Phvul.008G125400.2.v2.1 annot-version=v2.1) &
transcriptional co-repressor (LUG) (original description: pacid=37158953 transcript=Phvul.008G125400.2 locus=Phvul.008G125400 ID=Phvul.008G125400.2.v2.1 annot-version=v2.1) &
protease (SBT4) (original description: pacid=37158609 transcript=Phvul.008G229100.1 locus=Phvul.008G229100 ID=Phvul.008G229100.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)
 (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)
M14 carboxypeptidase (original description: pacid=37150212 transcript=Phvul.009G010800.1 locus=Phvul.009G010800 ID=Phvul.009G010800.1.v2.1 annot-version=v2.1) &
M14 carboxypeptidase (original description: pacid=37150212 transcript=Phvul.009G010800.1 locus=Phvul.009G010800 ID=Phvul.009G010800.1.v2.1 annot-version=v2.1) &
SFT12 group Qc-type SNARE protein (original description: pacid=37149708 transcript=Phvul.009G034800.1 locus=Phvul.009G034800 ID=Phvul.009G034800.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
monosaccharide transporter (AZT) (original description: pacid=37150227 transcript=Phvul.009G115500.1 locus=Phvul.009G115500 ID=Phvul.009G115500.1.v2.1 annot-version=v2.1) &
monosaccharide transporter (AZT) (original description: pacid=37150227 transcript=Phvul.009G115500.1 locus=Phvul.009G115500 ID=Phvul.009G115500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37149132 transcript=Phvul.009G158700.1 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At4g14100 OS=Arabidopsis thaliana (sp|q67yc9|y4141_arath : 263.0)
 (original description: pacid=37149132 transcript=Phvul.009G158700.1 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At4g14100 OS=Arabidopsis thaliana (sp|q67yc9|y4141_arath : 263.0)
 (original description: pacid=37149132 transcript=Phvul.009G158700.1 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At4g14100 OS=Arabidopsis thaliana (sp|q67yc9|y4141_arath : 263.0)
 (original description: pacid=37149132 transcript=Phvul.009G158700.1 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At4g14100 OS=Arabidopsis thaliana (sp|q67yc9|y4141_arath : 263.0)
COB cellulose microfibrils and hemicellulose interaction protein (original description: pacid=37151888 transcript=Phvul.009G203100.1 locus=Phvul.009G203100 ID=Phvul.009G203100.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
 (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
 (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
 (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
 no hits & (original description: pacid=37143141 transcript=Phvul.010G026500.1 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143141 transcript=Phvul.010G026500.1 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143141 transcript=Phvul.010G026500.1 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143141 transcript=Phvul.010G026500.1 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1)
effector receptor (NLR) (original description: pacid=37143028 transcript=Phvul.010G028900.2 locus=Phvul.010G028900 ID=Phvul.010G028900.2.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37143028 transcript=Phvul.010G028900.2 locus=Phvul.010G028900 ID=Phvul.010G028900.2.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37143028 transcript=Phvul.010G028900.2 locus=Phvul.010G028900 ID=Phvul.010G028900.2.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37143028 transcript=Phvul.010G028900.2 locus=Phvul.010G028900 ID=Phvul.010G028900.2.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-WNK) (original description: pacid=37142449 transcript=Phvul.010G067900.1 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-WNK) (original description: pacid=37142449 transcript=Phvul.010G067900.1 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1) &
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protein kinase (MAP3K-WNK) (original description: pacid=37142449 transcript=Phvul.010G067900.1 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-WNK) (original description: pacid=37142449 transcript=Phvul.010G067900.1 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37143242 transcript=Phvul.010G094450.1 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1) & Quinolinate synthase, chloroplastic OS=Arabidopsis thaliana (sp|q9fgs4|nada_arath : 152.0)
 (original description: pacid=37143242 transcript=Phvul.010G094450.1 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1) & Quinolinate synthase, chloroplastic OS=Arabidopsis thaliana (sp|q9fgs4|nada_arath : 152.0)
 (original description: pacid=37143242 transcript=Phvul.010G094450.1 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1) & Quinolinate synthase, chloroplastic OS=Arabidopsis thaliana (sp|q9fgs4|nada_arath : 152.0)
 (original description: pacid=37143242 transcript=Phvul.010G094450.1 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1) & Quinolinate synthase, chloroplastic OS=Arabidopsis thaliana (sp|q9fgs4|nada_arath : 152.0)
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37156678 transcript=Phvul.011G004200.1 locus=Phvul.011G004200 ID=Phvul.011G004200.1.v2.1 annot-version=v2.1) & Protein ORANGE, chloroplastic OS=Arabidopsis thaliana (sp|q9fkf4|orang_arath : 453.0)
WRKY33-activating protein (SIB) (original description: pacid=37155891 transcript=Phvul.011G203450.1 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1) &
WRKY33-activating protein (SIB) (original description: pacid=37155891 transcript=Phvul.011G203450.1 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1) &
WRKY33-activating protein (SIB) (original description: pacid=37155891 transcript=Phvul.011G203450.1 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1) &
WRKY33-activating protein (SIB) (original description: pacid=37155891 transcript=Phvul.011G203450.1 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37157494 transcript=Phvul.L001679.1 locus=Phvul.L001679 ID=Phvul.L001679.1.v2.1 annot-version=v2.1) & C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana (sp|q9zvt9|c2gr1_arath : 135.0)
 (original description: pacid=37157494 transcript=Phvul.L001679.1 locus=Phvul.L001679 ID=Phvul.L001679.1.v2.1 annot-version=v2.1) & C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana (sp|q9zvt9|c2gr1_arath : 135.0)
component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &
component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37179027 transcript=Phvul.L009843.2 locus=Phvul.L009843 ID=Phvul.L009843.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37179027 transcript=Phvul.L009843.2 locus=Phvul.L009843 ID=Phvul.L009843.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37179027 transcript=Phvul.L009843.2 locus=Phvul.L009843 ID=Phvul.L009843.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37179027 transcript=Phvul.L009843.2 locus=Phvul.L009843 ID=Phvul.L009843.2.v2.1 annot-version=v2.1) &
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Do not distribute

component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173374 transcript=Phvul.006G201700.1 locus=Phvul.006G201700 ID=Phvul.006G201700.1.v2.1 annot-version=v2.1) & Protein EXECUTER 1, chloroplastic OS=Arabidopsis thaliana (sp|q93yw0|exec1_arath : 424.0)
 no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37151360 transcript=Phvul.009G086800.1 locus=Phvul.009G086800 ID=Phvul.009G086800.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 9 OS=Arabidopsis thaliana (sp|q9c5n2|tmn9_arath : 972.0)
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
xanthine dehydrogenase (original description: pacid=37178944 transcript=Phvul.L009543.1 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1) &
xanthine dehydrogenase (original description: pacid=37178944 transcript=Phvul.L009543.1 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1) &
xanthine dehydrogenase (original description: pacid=37178944 transcript=Phvul.L009543.1 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1) &
xanthine dehydrogenase (original description: pacid=37178944 transcript=Phvul.L009543.1 locus=Phvul.L009543 ID=Phvul.L009543.1.v2.1 annot-version=v2.1) &
transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
galactinol synthase (original description: pacid=37168454 transcript=Phvul.001G215300.2 locus=Phvul.001G215300 ID=Phvul.001G215300.2.v2.1 annot-version=v2.1) &
galactinol synthase (original description: pacid=37168454 transcript=Phvul.001G215300.2 locus=Phvul.001G215300 ID=Phvul.001G215300.2.v2.1 annot-version=v2.1) &
galactinol synthase (original description: pacid=37168454 transcript=Phvul.001G215300.2 locus=Phvul.001G215300 ID=Phvul.001G215300.2.v2.1 annot-version=v2.1) &
galactinol synthase (original description: pacid=37168454 transcript=Phvul.001G215300.2 locus=Phvul.001G215300 ID=Phvul.001G215300.2.v2.1 annot-version=v2.1) &
component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
component EME1 of MUS81-EME1 Holliday junction cleavage heterodimer (original description: pacid=37176220 transcript=Phvul.002G267400.1 locus=Phvul.002G267400 ID=Phvul.002G267400.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37175022 transcript=Phvul.002G281100.1 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37175022 transcript=Phvul.002G281100.1 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37175022 transcript=Phvul.002G281100.1 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37175022 transcript=Phvul.002G281100.1 locus=Phvul.002G281100 ID=Phvul.002G281100.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161946 transcript=Phvul.004G044900.1 locus=Phvul.004G044900 ID=Phvul.004G044900.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 499.0)
 no hits & (original description: pacid=37174157 transcript=Phvul.006G158900.1 locus=Phvul.006G158900 ID=Phvul.006G158900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
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cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
cohesin cofactor (PDS5) (original description: pacid=37160316 transcript=Phvul.008G163350.4 locus=Phvul.008G163350 ID=Phvul.008G163350.4.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148617 transcript=Phvul.009G057800.1 locus=Phvul.009G057800 ID=Phvul.009G057800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142098 transcript=Phvul.010G058700.1 locus=Phvul.010G058700 ID=Phvul.010G058700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142098 transcript=Phvul.010G058700.1 locus=Phvul.010G058700 ID=Phvul.010G058700.1.v2.1 annot-version=v2.1)
ligand-gated cation channel (GLR) (original description: pacid=37169107 transcript=Phvul.001G022400.1 locus=Phvul.001G022400 ID=Phvul.001G022400.1.v2.1 annot-version=v2.1) &
ligand-gated cation channel (GLR) (original description: pacid=37169107 transcript=Phvul.001G022400.1 locus=Phvul.001G022400 ID=Phvul.001G022400.1.v2.1 annot-version=v2.1) &
transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP9/10/25) (original description: pacid=37170135 transcript=Phvul.001G077200.2 locus=Phvul.001G077200 ID=Phvul.001G077200.2.v2.1 annot-version=v2.1) &
L-arabinose kinase (original description: pacid=37168452 transcript=Phvul.001G077700.1 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1) &
L-arabinose kinase (original description: pacid=37168452 transcript=Phvul.001G077700.1 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37168999 transcript=Phvul.001G086466.1 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Oryza sativa subsp. japonica (sp|q6z256|arp2_orysj : 226.0)
 (original description: pacid=37168999 transcript=Phvul.001G086466.1 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Oryza sativa subsp. japonica (sp|q6z256|arp2_orysj : 226.0)
 (original description: pacid=37168999 transcript=Phvul.001G086466.1 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Oryza sativa subsp. japonica (sp|q6z256|arp2_orysj : 226.0)
 (original description: pacid=37168999 transcript=Phvul.001G086466.1 locus=Phvul.001G086466 ID=Phvul.001G086466.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Oryza sativa subsp. japonica (sp|q6z256|arp2_orysj : 226.0)
 (original description: pacid=37170199 transcript=Phvul.001G089600.1 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Arabidopsis thaliana (sp|q9lsd6|arp2_arath : 174.0)
 (original description: pacid=37170199 transcript=Phvul.001G089600.1 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Arabidopsis thaliana (sp|q9lsd6|arp2_arath : 174.0)
 (original description: pacid=37170199 transcript=Phvul.001G089600.1 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Arabidopsis thaliana (sp|q9lsd6|arp2_arath : 174.0)
 (original description: pacid=37170199 transcript=Phvul.001G089600.1 locus=Phvul.001G089600 ID=Phvul.001G089600.1.v2.1 annot-version=v2.1) & Actin-related protein 2 OS=Arabidopsis thaliana (sp|q9lsd6|arp2_arath : 174.0)
transcription factor (NAC) (original description: pacid=37171046 transcript=Phvul.001G091100.1 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37171046 transcript=Phvul.001G091100.1 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37171046 transcript=Phvul.001G091100.1 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37171046 transcript=Phvul.001G091100.1 locus=Phvul.001G091100 ID=Phvul.001G091100.1.v2.1 annot-version=v2.1) &
hydroxymethylglutaryl-CoA lyase (original description: pacid=37169998 transcript=Phvul.001G121000.2 locus=Phvul.001G121000 ID=Phvul.001G121000.2.v2.1 annot-version=v2.1) &
hydroxymethylglutaryl-CoA lyase (original description: pacid=37169998 transcript=Phvul.001G121000.2 locus=Phvul.001G121000 ID=Phvul.001G121000.2.v2.1 annot-version=v2.1) &
subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
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subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
subfamily ABCA transporter (original description: pacid=37167787 transcript=Phvul.001G131150.2 locus=Phvul.001G131150 ID=Phvul.001G131150.2.v2.1 annot-version=v2.1) &
transcription factor (SBP) (original description: pacid=37170682 transcript=Phvul.001G141000.1 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1) &
transcription factor (SBP) (original description: pacid=37170682 transcript=Phvul.001G141000.1 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1) &
transcription factor (SBP) (original description: pacid=37170682 transcript=Phvul.001G141000.1 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1) &
transcription factor (SBP) (original description: pacid=37170682 transcript=Phvul.001G141000.1 locus=Phvul.001G141000 ID=Phvul.001G141000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
TZP circadian clock repression factor (original description: pacid=37178170 transcript=Phvul.002G042000.8 locus=Phvul.002G042000 ID=Phvul.002G042000.8.v2.1 annot-version=v2.1) &
H-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
H-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
regulatory protein (CORD) of cortical microtubule organisation (original description: pacid=37176892 transcript=Phvul.002G071800.1 locus=Phvul.002G071800 ID=Phvul.002G071800.1.v2.1 annot-version=v2.1) &
Matrixin-type metalloprotease (original description: pacid=37178704 transcript=Phvul.002G076600.1 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1) &
Matrixin-type metalloprotease (original description: pacid=37178704 transcript=Phvul.002G076600.1 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1) &
Matrixin-type metalloprotease (original description: pacid=37178704 transcript=Phvul.002G076600.1 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1) &
Matrixin-type metalloprotease (original description: pacid=37178704 transcript=Phvul.002G076600.1 locus=Phvul.002G076600 ID=Phvul.002G076600.1.v2.1 annot-version=v2.1) &
sodium:proton antiporter (SOS1) (original description: pacid=37177088 transcript=Phvul.002G185150.5 locus=Phvul.002G185150 ID=Phvul.002G185150.5.v2.1 annot-version=v2.1) &
sodium:proton antiporter (SOS1) (original description: pacid=37177088 transcript=Phvul.002G185150.5 locus=Phvul.002G185150 ID=Phvul.002G185150.5.v2.1 annot-version=v2.1) &
sodium:proton antiporter (SOS1) (original description: pacid=37177088 transcript=Phvul.002G185150.5 locus=Phvul.002G185150 ID=Phvul.002G185150.5.v2.1 annot-version=v2.1) &
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protein kinase (PERK-related) (original description: pacid=37174973 transcript=Phvul.002G304500.1 locus=Phvul.002G304500 ID=Phvul.002G304500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147291 transcript=Phvul.003G103100.2 locus=Phvul.003G103100 ID=Phvul.003G103100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147291 transcript=Phvul.003G103100.2 locus=Phvul.003G103100 ID=Phvul.003G103100.2.v2.1 annot-version=v2.1)
 (original description: pacid=37161823 transcript=Phvul.004G044800.1 locus=Phvul.004G044800 ID=Phvul.004G044800.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 539.0)
 (original description: pacid=37161859 transcript=Phvul.004G106000.1 locus=Phvul.004G106000 ID=Phvul.004G106000.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g21190 OS=Arabidopsis thaliana (sp|q8lg95|pp332_arath : 310.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37162620 transcript=Phvul.004G133400.1 locus=Phvul.004G133400 ID=Phvul.004G133400.1.v2.1 annot-version=v2.1) &
anion channel / anion:proton antiporter (CLC) (original description: pacid=37162620 transcript=Phvul.004G133400.1 locus=Phvul.004G133400 ID=Phvul.004G133400.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154279 transcript=Phvul.005G087300.1 locus=Phvul.005G087300 ID=Phvul.005G087300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37153200 transcript=Phvul.005G180200.1 locus=Phvul.005G180200 ID=Phvul.005G180200.1.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37153200 transcript=Phvul.005G180200.1 locus=Phvul.005G180200 ID=Phvul.005G180200.1.v2.1 annot-version=v2.1) &
component eEF1B-beta/-delta of eEF1B eEF1A-GDP-recycling complex (original description: pacid=37172334 transcript=Phvul.006G019800.1 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1) &
component eEF1B-beta/-delta of eEF1B eEF1A-GDP-recycling complex (original description: pacid=37172334 transcript=Phvul.006G019800.1 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1) &
component eEF1B-beta/-delta of eEF1B eEF1A-GDP-recycling complex (original description: pacid=37172334 transcript=Phvul.006G019800.1 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1) &
component eEF1B-beta/-delta of eEF1B eEF1A-GDP-recycling complex (original description: pacid=37172334 transcript=Phvul.006G019800.1 locus=Phvul.006G019800 ID=Phvul.006G019800.1.v2.1 annot-version=v2.1) &
subfamily ABCG transporter (original description: pacid=37172897 transcript=Phvul.006G067700.1 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1) &
subfamily ABCG transporter (original description: pacid=37172897 transcript=Phvul.006G067700.1 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1) &
subfamily ABCG transporter (original description: pacid=37172897 transcript=Phvul.006G067700.1 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1) &
subfamily ABCG transporter (original description: pacid=37172897 transcript=Phvul.006G067700.1 locus=Phvul.006G067700 ID=Phvul.006G067700.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37172094 transcript=Phvul.006G106900.2 locus=Phvul.006G106900 ID=Phvul.006G106900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172094 transcript=Phvul.006G106900.2 locus=Phvul.006G106900 ID=Phvul.006G106900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171658 transcript=Phvul.006G137200.3 locus=Phvul.006G137200 ID=Phvul.006G137200.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171658 transcript=Phvul.006G137200.3 locus=Phvul.006G137200 ID=Phvul.006G137200.3.v2.1 annot-version=v2.1)
chlorophyll dephytylase (CLD) (original description: pacid=37167252 transcript=Phvul.007G113800.1 locus=Phvul.007G113800 ID=Phvul.007G113800.1.v2.1 annot-version=v2.1) &
chlorophyll dephytylase (CLD) (original description: pacid=37167252 transcript=Phvul.007G113800.1 locus=Phvul.007G113800 ID=Phvul.007G113800.1.v2.1 annot-version=v2.1) &
Polygalacturonase At1g48100 OS=Arabidopsis thaliana (sp|q949z1|pglr4_arath : 540.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 205.1) (original description: pacid=37166776 transcript=Phvul.007G211400.1 locus=Phvul.007G211400 ID=Phvul.007G211400.1.v2.1 annot-version=v2.1) &
Polygalacturonase At1g48100 OS=Arabidopsis thaliana (sp|q949z1|pglr4_arath : 540.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 205.1) (original description: pacid=37166776 transcript=Phvul.007G211400.1 locus=Phvul.007G211400 ID=Phvul.007G211400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37166206 transcript=Phvul.007G219400.1 locus=Phvul.007G219400 ID=Phvul.007G219400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166206 transcript=Phvul.007G219400.1 locus=Phvul.007G219400 ID=Phvul.007G219400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160112 transcript=Phvul.008G107300.1 locus=Phvul.008G107300 ID=Phvul.008G107300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160112 transcript=Phvul.008G107300.1 locus=Phvul.008G107300 ID=Phvul.008G107300.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 403.8) & Tropinone reductase homolog OS=Datura stramonium (sp|p50165|trnh_datst : 311.0) (original description: pacid=37158053 transcript=Phvul.008G115900.1 locus=Phvul.008G115900 ID=Phvul.008G115900.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 403.8) & Tropinone reductase homolog OS=Datura stramonium (sp|p50165|trnh_datst : 311.0) (original description: pacid=37158053 transcript=Phvul.008G115900.1 locus=Phvul.008G115900 ID=Phvul.008G115900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37158298 transcript=Phvul.008G257700.2 locus=Phvul.008G257700 ID=Phvul.008G257700.2.v2.1 annot-version=v2.1) & Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana (sp|q9s9n9|ccr1_arath : 214.0)
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 (original description: pacid=37158298 transcript=Phvul.008G257700.2 locus=Phvul.008G257700 ID=Phvul.008G257700.2.v2.1 annot-version=v2.1) & Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana (sp|q9s9n9|ccr1_arath : 214.0)
 (original description: pacid=37158298 transcript=Phvul.008G257700.2 locus=Phvul.008G257700 ID=Phvul.008G257700.2.v2.1 annot-version=v2.1) & Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana (sp|q9s9n9|ccr1_arath : 214.0)
 (original description: pacid=37158298 transcript=Phvul.008G257700.2 locus=Phvul.008G257700 ID=Phvul.008G257700.2.v2.1 annot-version=v2.1) & Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana (sp|q9s9n9|ccr1_arath : 214.0)
component COX15 of cytochrome c oxidase assembly (original description: pacid=37157587 transcript=Phvul.008G282700.1 locus=Phvul.008G282700 ID=Phvul.008G282700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37158021 transcript=Phvul.008G289600.1 locus=Phvul.008G289600 ID=Phvul.008G289600.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 12 OS=Arabidopsis thaliana (sp|f4jre0|tmn12_arath : 1080.0)
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37151972 transcript=Phvul.009G127300.1 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1) &
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37151972 transcript=Phvul.009G127300.1 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1) &
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37151972 transcript=Phvul.009G127300.1 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1) &
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37151972 transcript=Phvul.009G127300.1 locus=Phvul.009G127300 ID=Phvul.009G127300.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37151643 transcript=Phvul.009G160700.1 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37151643 transcript=Phvul.009G160700.1 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37151643 transcript=Phvul.009G160700.1 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1) &
xylosyltransferase (IRX10) (original description: pacid=37151643 transcript=Phvul.009G160700.1 locus=Phvul.009G160700 ID=Phvul.009G160700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
 (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
 (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
 (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
 no hits & (original description: pacid=37157418 transcript=Phvul.011G047100.1 locus=Phvul.011G047100 ID=Phvul.011G047100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157418 transcript=Phvul.011G047100.1 locus=Phvul.011G047100 ID=Phvul.011G047100.1.v2.1 annot-version=v2.1)
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &

 no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
acid beta-fructofuranosidase (CWIN) (original description: pacid=37171142 transcript=Phvul.001G036800.1 locus=Phvul.001G036800 ID=Phvul.001G036800.1.v2.1 annot-version=v2.1) &
protein factor U11/U12-65K of U11/U12 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37171024 transcript=Phvul.001G100700.2 locus=Phvul.001G100700 ID=Phvul.001G100700.2.v2.1 annot-version=v2.1) &
protein factor U11/U12-65K of U11/U12 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37171024 transcript=Phvul.001G100700.2 locus=Phvul.001G100700 ID=Phvul.001G100700.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37169901 transcript=Phvul.001G153600.2 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37169901 transcript=Phvul.001G153600.2 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37169901 transcript=Phvul.001G153600.2 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37169901 transcript=Phvul.001G153600.2 locus=Phvul.001G153600 ID=Phvul.001G153600.2.v2.1 annot-version=v2.1)
acetyl-CoA carboxylase regulator (BADC) (original description: pacid=37170160 transcript=Phvul.001G247000.1 locus=Phvul.001G247000 ID=Phvul.001G247000.1.v2.1 annot-version=v2.1) &
beta-like-class expansin (original description: pacid=37175333 transcript=Phvul.002G004100.1 locus=Phvul.002G004100 ID=Phvul.002G004100.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 no hits & (original description: pacid=37177891 transcript=Phvul.002G212900.1 locus=Phvul.002G212900 ID=Phvul.002G212900.1.v2.1 annot-version=v2.1)
 (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
 (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
scaffold component A of PP2A phosphatase complexes (original description: pacid=37147648 transcript=Phvul.003G029000.2 locus=Phvul.003G029000 ID=Phvul.003G029000.2.v2.1 annot-version=v2.1) &
scaffold component A of PP2A phosphatase complexes (original description: pacid=37147648 transcript=Phvul.003G029000.2 locus=Phvul.003G029000 ID=Phvul.003G029000.2.v2.1 annot-version=v2.1) &
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acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
acetyl-CoA C-acyltransferase (original description: pacid=37147433 transcript=Phvul.003G087600.2 locus=Phvul.003G087600 ID=Phvul.003G087600.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37147484 transcript=Phvul.003G141700.1 locus=Phvul.003G141700 ID=Phvul.003G141700.1.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37147484 transcript=Phvul.003G141700.1 locus=Phvul.003G141700 ID=Phvul.003G141700.1.v2.1 annot-version=v2.1) &
component alpha-Tubulin of alpha-beta-Tubulin heterodimer (original description: pacid=37147450 transcript=Phvul.003G231500.1 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1) &
component alpha-Tubulin of alpha-beta-Tubulin heterodimer (original description: pacid=37147450 transcript=Phvul.003G231500.1 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1) &
component alpha-Tubulin of alpha-beta-Tubulin heterodimer (original description: pacid=37147450 transcript=Phvul.003G231500.1 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1) &
component alpha-Tubulin of alpha-beta-Tubulin heterodimer (original description: pacid=37147450 transcript=Phvul.003G231500.1 locus=Phvul.003G231500 ID=Phvul.003G231500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37163167 transcript=Phvul.004G015500.1 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163167 transcript=Phvul.004G015500.1 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163167 transcript=Phvul.004G015500.1 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163167 transcript=Phvul.004G015500.1 locus=Phvul.004G015500 ID=Phvul.004G015500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)
 (original description: pacid=37161946 transcript=Phvul.004G044900.1 locus=Phvul.004G044900 ID=Phvul.004G044900.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 499.0)
 (original description: pacid=37161946 transcript=Phvul.004G044900.1 locus=Phvul.004G044900 ID=Phvul.004G044900.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 499.0)
motor protein (Kinesin-13) (original description: pacid=37162349 transcript=Phvul.004G163200.1 locus=Phvul.004G163200 ID=Phvul.004G163200.1.v2.1 annot-version=v2.1) &
acetyltransferase component HAM of NuA4 histone acetyltransferase complex (original description: pacid=37154558 transcript=Phvul.005G010700.2 locus=Phvul.005G010700 ID=Phvul.005G010700.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
alpha-1,3/1,6-mannosyltransferase (ALG2) (original description: pacid=37152284 transcript=Phvul.005G081600.1 locus=Phvul.005G081600 ID=Phvul.005G081600.1.v2.1 annot-version=v2.1) &
alpha-1,3/1,6-mannosyltransferase (ALG2) (original description: pacid=37152284 transcript=Phvul.005G081600.1 locus=Phvul.005G081600 ID=Phvul.005G081600.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
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transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37172254 transcript=Phvul.006G062000.1 locus=Phvul.006G062000 ID=Phvul.006G062000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172254 transcript=Phvul.006G062000.1 locus=Phvul.006G062000 ID=Phvul.006G062000.1.v2.1 annot-version=v2.1)
aromatic L-amino acid decarboxylase (original description: pacid=37171400 transcript=Phvul.006G130611.1 locus=Phvul.006G130611 ID=Phvul.006G130611.1.v2.1 annot-version=v2.1) &
aromatic L-amino acid decarboxylase (original description: pacid=37171400 transcript=Phvul.006G130611.1 locus=Phvul.006G130611 ID=Phvul.006G130611.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37171957 transcript=Phvul.006G192200.4 locus=Phvul.006G192200 ID=Phvul.006G192200.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171957 transcript=Phvul.006G192200.4 locus=Phvul.006G192200 ID=Phvul.006G192200.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171957 transcript=Phvul.006G192200.4 locus=Phvul.006G192200 ID=Phvul.006G192200.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171957 transcript=Phvul.006G192200.4 locus=Phvul.006G192200 ID=Phvul.006G192200.4.v2.1 annot-version=v2.1)
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
 (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
 no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165459 transcript=Phvul.007G198500.1 locus=Phvul.007G198500 ID=Phvul.007G198500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165459 transcript=Phvul.007G198500.1 locus=Phvul.007G198500 ID=Phvul.007G198500.1.v2.1 annot-version=v2.1)
NUP1/NUP136 nucleoporin of nuclear pore complex (original description: pacid=37164911 transcript=Phvul.007G233800.2 locus=Phvul.007G233800 ID=Phvul.007G233800.2.v2.1 annot-version=v2.1) &
NUP1/NUP136 nucleoporin of nuclear pore complex (original description: pacid=37164911 transcript=Phvul.007G233800.2 locus=Phvul.007G233800 ID=Phvul.007G233800.2.v2.1 annot-version=v2.1) &
NUP1/NUP136 nucleoporin of nuclear pore complex (original description: pacid=37164911 transcript=Phvul.007G233800.2 locus=Phvul.007G233800 ID=Phvul.007G233800.2.v2.1 annot-version=v2.1) &
NUP1/NUP136 nucleoporin of nuclear pore complex (original description: pacid=37164911 transcript=Phvul.007G233800.2 locus=Phvul.007G233800 ID=Phvul.007G233800.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
DNA ligase (LIG6) (original description: pacid=37159578 transcript=Phvul.008G009200.2 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1) &
DNA ligase (LIG6) (original description: pacid=37159578 transcript=Phvul.008G009200.2 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1) &
DNA ligase (LIG6) (original description: pacid=37159578 transcript=Phvul.008G009200.2 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1) &
DNA ligase (LIG6) (original description: pacid=37159578 transcript=Phvul.008G009200.2 locus=Phvul.008G009200 ID=Phvul.008G009200.2.v2.1 annot-version=v2.1) &
phosphate transporter (PHO1) (original description: pacid=37159912 transcript=Phvul.008G038300.1 locus=Phvul.008G038300 ID=Phvul.008G038300.1.v2.1 annot-version=v2.1) &
phosphate transporter (PHO1) (original description: pacid=37159912 transcript=Phvul.008G038300.1 locus=Phvul.008G038300 ID=Phvul.008G038300.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (HAKAI) (original description: pacid=37158726 transcript=Phvul.008G108800.2 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1) &
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E3 ubiquitin ligase (HAKAI) (original description: pacid=37158726 transcript=Phvul.008G108800.2 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (HAKAI) (original description: pacid=37158726 transcript=Phvul.008G108800.2 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (HAKAI) (original description: pacid=37158726 transcript=Phvul.008G108800.2 locus=Phvul.008G108800 ID=Phvul.008G108800.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158099 transcript=Phvul.008G110000.1 locus=Phvul.008G110000 ID=Phvul.008G110000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161383 transcript=Phvul.008G110400.1 locus=Phvul.008G110400 ID=Phvul.008G110400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
 (original description: pacid=37158415 transcript=Phvul.008G199500.1 locus=Phvul.008G199500 ID=Phvul.008G199500.1.v2.1 annot-version=v2.1) & Uncharacterized protein At3g49140 OS=Arabidopsis thaliana (sp|q0wmn5|y3913_arath : 104.0)
UDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
UDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
UDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
UDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37151925 transcript=Phvul.009G026200.1 locus=Phvul.009G026200 ID=Phvul.009G026200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37151925 transcript=Phvul.009G026200.1 locus=Phvul.009G026200 ID=Phvul.009G026200.1.v2.1 annot-version=v2.1) &
metal cation transporter (MEB) (original description: pacid=37150990 transcript=Phvul.009G040800.3 locus=Phvul.009G040800 ID=Phvul.009G040800.3.v2.1 annot-version=v2.1) &
metal cation transporter (MEB) (original description: pacid=37150990 transcript=Phvul.009G040800.3 locus=Phvul.009G040800 ID=Phvul.009G040800.3.v2.1 annot-version=v2.1) &
metal cation transporter (MEB) (original description: pacid=37150990 transcript=Phvul.009G040800.3 locus=Phvul.009G040800 ID=Phvul.009G040800.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37150051 transcript=Phvul.009G246900.4 locus=Phvul.009G246900 ID=Phvul.009G246900.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37142908 transcript=Phvul.010G116400.1 locus=Phvul.010G116400 ID=Phvul.010G116400.1.v2.1 annot-version=v2.1) &
C3H zinc finger transcription factor (original description: pacid=37155198 transcript=Phvul.011G013800.1 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1) &
C3H zinc finger transcription factor (original description: pacid=37155198 transcript=Phvul.011G013800.1 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1) &
C3H zinc finger transcription factor (original description: pacid=37155198 transcript=Phvul.011G013800.1 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1) &
C3H zinc finger transcription factor (original description: pacid=37155198 transcript=Phvul.011G013800.1 locus=Phvul.011G013800 ID=Phvul.011G013800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
 (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
 (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
 (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
methylated DNA binding component SUVH1/3 of SUVH-DNAJ methylation reader complex (original description: pacid=37154996 transcript=Phvul.011G190200.3 locus=Phvul.011G190200 ID=Phvul.011G190200.3.v2.1 annot-version=v2.1) &
methylated DNA binding component SUVH1/3 of SUVH-DNAJ methylation reader complex (original description: pacid=37154996 transcript=Phvul.011G190200.3 locus=Phvul.011G190200 ID=Phvul.011G190200.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170071 transcript=Phvul.001G098600.1 locus=Phvul.001G098600 ID=Phvul.001G098600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170071 transcript=Phvul.001G098600.1 locus=Phvul.001G098600 ID=Phvul.001G098600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170360 transcript=Phvul.001G102901.4 locus=Phvul.001G102901 ID=Phvul.001G102901.4.v2.1 annot-version=v2.1)
N6-methyladenosine demethylase (ALKBH10) (original description: pacid=37168948 transcript=Phvul.001G147800.2 locus=Phvul.001G147800 ID=Phvul.001G147800.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37168987 transcript=Phvul.001G173900.1 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1) & no description available(sp|q9zuu2|pxl2c_arath : 319.0)
 (original description: pacid=37168987 transcript=Phvul.001G173900.1 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1) & no description available(sp|q9zuu2|pxl2c_arath : 319.0)
 (original description: pacid=37168987 transcript=Phvul.001G173900.1 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1) & no description available(sp|q9zuu2|pxl2c_arath : 319.0)
 (original description: pacid=37168987 transcript=Phvul.001G173900.1 locus=Phvul.001G173900 ID=Phvul.001G173900.1.v2.1 annot-version=v2.1) & no description available(sp|q9zuu2|pxl2c_arath : 319.0)
 no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37168919 transcript=Phvul.001G179700.1 locus=Phvul.001G179700 ID=Phvul.001G179700.1.v2.1 annot-version=v2.1)
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
deadenylase component CCR4 of CCR4-NOT complex (original description: pacid=37169688 transcript=Phvul.001G200700.5 locus=Phvul.001G200700 ID=Phvul.001G200700.5.v2.1 annot-version=v2.1) &
 (original description: pacid=37168993 transcript=Phvul.001G260300.1 locus=Phvul.001G260300 ID=Phvul.001G260300.1.v2.1 annot-version=v2.1) & U-box domain-containing protein 6 OS=Arabidopsis thaliana (sp|o48700|pub6_arath : 901.0)
Acetylserotonin O-methyltransferase OS=Arabidopsis thaliana (sp|q9t003|asmt_arath : 299.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 212.4) (original description: pacid=37169062 transcript=Phvul.001G268700.1 locus=Phvul.001G268700 ID=Phvul.001G268700.1.v2.1 annot-version=v2.1) &
Acetylserotonin O-methyltransferase OS=Arabidopsis thaliana (sp|q9t003|asmt_arath : 299.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 212.4) (original description: pacid=37169062 transcript=Phvul.001G268700.1 locus=Phvul.001G268700 ID=Phvul.001G268700.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37175569 transcript=Phvul.002G058900.1 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37175569 transcript=Phvul.002G058900.1 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1) &
H-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
H-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
H-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
H-type thioredoxin (original description: pacid=37177199 transcript=Phvul.002G068200.1 locus=Phvul.002G068200 ID=Phvul.002G068200.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37176681 transcript=Phvul.002G163400.1 locus=Phvul.002G163400 ID=Phvul.002G163400.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37176681 transcript=Phvul.002G163400.1 locus=Phvul.002G163400 ID=Phvul.002G163400.1.v2.1 annot-version=v2.1) &
regulatory factor (SUN3/4/5) nuclear shape determination (original description: pacid=37174412 transcript=Phvul.002G165300.1 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1) &
regulatory factor (SUN3/4/5) nuclear shape determination (original description: pacid=37174412 transcript=Phvul.002G165300.1 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1) &
regulatory factor (SUN3/4/5) nuclear shape determination (original description: pacid=37174412 transcript=Phvul.002G165300.1 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1) &
regulatory factor (SUN3/4/5) nuclear shape determination (original description: pacid=37174412 transcript=Phvul.002G165300.1 locus=Phvul.002G165300 ID=Phvul.002G165300.1.v2.1 annot-version=v2.1) &
bHLH-IVa-class iron homeostasis regulator (original description: pacid=37175361 transcript=Phvul.002G216700.3 locus=Phvul.002G216700 ID=Phvul.002G216700.3.v2.1 annot-version=v2.1) &
bHLH-IVa-class iron homeostasis regulator (original description: pacid=37175361 transcript=Phvul.002G216700.3 locus=Phvul.002G216700 ID=Phvul.002G216700.3.v2.1 annot-version=v2.1) &
bHLH-IVa-class iron homeostasis regulator (original description: pacid=37175361 transcript=Phvul.002G216700.3 locus=Phvul.002G216700 ID=Phvul.002G216700.3.v2.1 annot-version=v2.1) &
bHLH-IVa-class iron homeostasis regulator (original description: pacid=37175361 transcript=Phvul.002G216700.3 locus=Phvul.002G216700 ID=Phvul.002G216700.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
 (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
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Do not distribute

 (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
 (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
 (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
 (original description: pacid=37175448 transcript=Phvul.002G253200.1 locus=Phvul.002G253200 ID=Phvul.002G253200.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 108.0)
sugar efflux transporter (SWEET) (original description: pacid=37177385 transcript=Phvul.002G283800.1 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1) &
sugar efflux transporter (SWEET) (original description: pacid=37177385 transcript=Phvul.002G283800.1 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1) &
sugar efflux transporter (SWEET) (original description: pacid=37177385 transcript=Phvul.002G283800.1 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1) &
sugar efflux transporter (SWEET) (original description: pacid=37177385 transcript=Phvul.002G283800.1 locus=Phvul.002G283800 ID=Phvul.002G283800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176433 transcript=Phvul.002G290904.1 locus=Phvul.002G290904 ID=Phvul.002G290904.1.v2.1 annot-version=v2.1) & Puromycin-sensitive aminopeptidase OS=Arabidopsis thaliana (sp|q8h0s9|psa_arath : 805.0)
 (original description: pacid=37176433 transcript=Phvul.002G290904.1 locus=Phvul.002G290904 ID=Phvul.002G290904.1.v2.1 annot-version=v2.1) & Puromycin-sensitive aminopeptidase OS=Arabidopsis thaliana (sp|q8h0s9|psa_arath : 805.0)
clade A phosphatase (original description: pacid=37175200 transcript=Phvul.002G309100.1 locus=Phvul.002G309100 ID=Phvul.002G309100.1.v2.1 annot-version=v2.1) &
clade A phosphatase (original description: pacid=37175200 transcript=Phvul.002G309100.1 locus=Phvul.002G309100 ID=Phvul.002G309100.1.v2.1 annot-version=v2.1) &
component UFD1 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37176242 transcript=Phvul.002G320900.1 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1) &
component UFD1 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37176242 transcript=Phvul.002G320900.1 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1) &
component UFD1 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37176242 transcript=Phvul.002G320900.1 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1) &
component UFD1 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37176242 transcript=Phvul.002G320900.1 locus=Phvul.002G320900 ID=Phvul.002G320900.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37177610 transcript=Phvul.002G329900.2 locus=Phvul.002G329900 ID=Phvul.002G329900.2.v2.1 annot-version=v2.1) &
methylcytosine-specific DNA glycosylase (ROS1) (original description: pacid=37144552 transcript=Phvul.003G032300.1 locus=Phvul.003G032300 ID=Phvul.003G032300.1.v2.1 annot-version=v2.1) &
methylcytosine-specific DNA glycosylase (ROS1) (original description: pacid=37144552 transcript=Phvul.003G032300.1 locus=Phvul.003G032300 ID=Phvul.003G032300.1.v2.1 annot-version=v2.1) &
catalytic component DPMS1 of DPMS dolichol-phosphate-mannose synthase complex (original description: pacid=37145473 transcript=Phvul.003G057700.1 locus=Phvul.003G057700 ID=Phvul.003G057700.1.v2.1 annot-version=v2.1) &
catalytic component DPMS1 of DPMS dolichol-phosphate-mannose synthase complex (original description: pacid=37145473 transcript=Phvul.003G057700.1 locus=Phvul.003G057700 ID=Phvul.003G057700.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147041 transcript=Phvul.003G078900.1 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147041 transcript=Phvul.003G078900.1 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147041 transcript=Phvul.003G078900.1 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147041 transcript=Phvul.003G078900.1 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1)
beta-galactosidase (BGAL) (original description: pacid=37145378 transcript=Phvul.003G137000.1 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37145378 transcript=Phvul.003G137000.1 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37145378 transcript=Phvul.003G137000.1 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37145378 transcript=Phvul.003G137000.1 locus=Phvul.003G137000 ID=Phvul.003G137000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
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 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146681 transcript=Phvul.003G280100.2 locus=Phvul.003G280100 ID=Phvul.003G280100.2.v2.1 annot-version=v2.1) & Probable methyltransferase PMT20 OS=Arabidopsis thaliana (sp|q9c6s7|pmtk_arath : 983.0)
 (original description: pacid=37146681 transcript=Phvul.003G280100.2 locus=Phvul.003G280100 ID=Phvul.003G280100.2.v2.1 annot-version=v2.1) & Probable methyltransferase PMT20 OS=Arabidopsis thaliana (sp|q9c6s7|pmtk_arath : 983.0)
 (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
 (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
 (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
 (original description: pacid=37147487 transcript=Phvul.003G294601.1 locus=Phvul.003G294601 ID=Phvul.003G294601.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana (sp|q0ww84|rb47b_arath : 97.4)
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (RBP45/47) (original description: pacid=37145147 transcript=Phvul.003G294800.4 locus=Phvul.003G294800 ID=Phvul.003G294800.4.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163425 transcript=Phvul.004G032100.1 locus=Phvul.004G032100 ID=Phvul.004G032100.1.v2.1 annot-version=v2.1)
 (original description: pacid=37161823 transcript=Phvul.004G044800.1 locus=Phvul.004G044800 ID=Phvul.004G044800.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 539.0)
 (original description: pacid=37161823 transcript=Phvul.004G044800.1 locus=Phvul.004G044800 ID=Phvul.004G044800.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 539.0)
 no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162464 transcript=Phvul.004G173101.1 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162464 transcript=Phvul.004G173101.1 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162464 transcript=Phvul.004G173101.1 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162464 transcript=Phvul.004G173101.1 locus=Phvul.004G173101 ID=Phvul.004G173101.1.v2.1 annot-version=v2.1)
chaperone (AKR2) (original description: pacid=37154384 transcript=Phvul.005G006400.1 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1) &
chaperone (AKR2) (original description: pacid=37154384 transcript=Phvul.005G006400.1 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1) &
chaperone (AKR2) (original description: pacid=37154384 transcript=Phvul.005G006400.1 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1) &
chaperone (AKR2) (original description: pacid=37154384 transcript=Phvul.005G006400.1 locus=Phvul.005G006400 ID=Phvul.005G006400.1.v2.1 annot-version=v2.1) &
component alpha of TATA box-binding protein NC2 regulator complex (original description: pacid=37153872 transcript=Phvul.005G014300.2 locus=Phvul.005G014300 ID=Phvul.005G014300.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37154040 transcript=Phvul.005G056400.1 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At1g04390 OS=Arabidopsis thaliana (sp|p93820|y1439_arath : 760.0)
PEP carboxylase (original description: pacid=37154500 transcript=Phvul.005G095300.1 locus=Phvul.005G095300 ID=Phvul.005G095300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37152872 transcript=Phvul.005G100300.1 locus=Phvul.005G100300 ID=Phvul.005G100300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152909 transcript=Phvul.005G116100.2 locus=Phvul.005G116100 ID=Phvul.005G116100.2.v2.1 annot-version=v2.1)
C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
regulatory component B2 of PP2A phosphatase complexes (original description: pacid=37174174 transcript=Phvul.006G105800.1 locus=Phvul.006G105800 ID=Phvul.006G105800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
borate transporter (BOR) (original description: pacid=37171295 transcript=Phvul.006G121500.2 locus=Phvul.006G121500 ID=Phvul.006G121500.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174157 transcript=Phvul.006G158900.1 locus=Phvul.006G158900 ID=Phvul.006G158900.1.v2.1 annot-version=v2.1)
serine carboxypeptidase (original description: pacid=37173338 transcript=Phvul.006G168154.2 locus=Phvul.006G168154 ID=Phvul.006G168154.2.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37173338 transcript=Phvul.006G168154.2 locus=Phvul.006G168154 ID=Phvul.006G168154.2.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37173338 transcript=Phvul.006G168154.2 locus=Phvul.006G168154 ID=Phvul.006G168154.2.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37173338 transcript=Phvul.006G168154.2 locus=Phvul.006G168154 ID=Phvul.006G168154.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37172724 transcript=Phvul.006G193700.1 locus=Phvul.006G193700 ID=Phvul.006G193700.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase CSU1 OS=Arabidopsis thaliana (sp|q9sy88|csu1_arath : 419.0)
 (original description: pacid=37172724 transcript=Phvul.006G193700.1 locus=Phvul.006G193700 ID=Phvul.006G193700.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase CSU1 OS=Arabidopsis thaliana (sp|q9sy88|csu1_arath : 419.0)
 no hits & (original description: pacid=37164997 transcript=Phvul.007G012500.1 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164997 transcript=Phvul.007G012500.1 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164997 transcript=Phvul.007G012500.1 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164997 transcript=Phvul.007G012500.1 locus=Phvul.007G012500 ID=Phvul.007G012500.1.v2.1 annot-version=v2.1)
CHE circadian clock repression factor (original description: pacid=37166457 transcript=Phvul.007G015000.1 locus=Phvul.007G015000 ID=Phvul.007G015000.1.v2.1 annot-version=v2.1) &
CHE circadian clock repression factor (original description: pacid=37166457 transcript=Phvul.007G015000.1 locus=Phvul.007G015000 ID=Phvul.007G015000.1.v2.1 annot-version=v2.1) &
base-exchange-type phosphatidylserine synthase (original description: pacid=37167617 transcript=Phvul.007G034000.2 locus=Phvul.007G034000 ID=Phvul.007G034000.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37166526 transcript=Phvul.007G051100.1 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37166526 transcript=Phvul.007G051100.1 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37166526 transcript=Phvul.007G051100.1 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37166526 transcript=Phvul.007G051100.1 locus=Phvul.007G051100 ID=Phvul.007G051100.1.v2.1 annot-version=v2.1) &
copper-containing amine oxidase (CuAO) (original description: pacid=37166437 transcript=Phvul.007G056600.1 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1) &
copper-containing amine oxidase (CuAO) (original description: pacid=37166437 transcript=Phvul.007G056600.1 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1) &
copper-containing amine oxidase (CuAO) (original description: pacid=37166437 transcript=Phvul.007G056600.1 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1) &
copper-containing amine oxidase (CuAO) (original description: pacid=37166437 transcript=Phvul.007G056600.1 locus=Phvul.007G056600 ID=Phvul.007G056600.1.v2.1 annot-version=v2.1) &
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SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37166015 transcript=Phvul.007G058400.2 locus=Phvul.007G058400 ID=Phvul.007G058400.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
 (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
 (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
 (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
 (original description: pacid=37166219 transcript=Phvul.007G064700.1 locus=Phvul.007G064700 ID=Phvul.007G064700.1.v2.1 annot-version=v2.1) & Carboxylesterase 1 OS=Actinidia eriantha (sp|q0zpv7|cxe1_acter : 319.0)
metal ion-chelate reductase (FRO) (original description: pacid=37165410 transcript=Phvul.007G073800.1 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37165410 transcript=Phvul.007G073800.1 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37165410 transcript=Phvul.007G073800.1 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37165410 transcript=Phvul.007G073800.1 locus=Phvul.007G073800 ID=Phvul.007G073800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
class phi glutathione S-transferase (original description: pacid=37166653 transcript=Phvul.007G107200.1 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1) &
class phi glutathione S-transferase (original description: pacid=37166653 transcript=Phvul.007G107200.1 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1) &
class phi glutathione S-transferase (original description: pacid=37166653 transcript=Phvul.007G107200.1 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1) &
class phi glutathione S-transferase (original description: pacid=37166653 transcript=Phvul.007G107200.1 locus=Phvul.007G107200 ID=Phvul.007G107200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166249 transcript=Phvul.007G182300.2 locus=Phvul.007G182300 ID=Phvul.007G182300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164309 transcript=Phvul.007G189000.1 locus=Phvul.007G189000 ID=Phvul.007G189000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164309 transcript=Phvul.007G189000.1 locus=Phvul.007G189000 ID=Phvul.007G189000.1.v2.1 annot-version=v2.1)
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37166972 transcript=Phvul.007G204300.2 locus=Phvul.007G204300 ID=Phvul.007G204300.2.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37164350 transcript=Phvul.007G275700.1 locus=Phvul.007G275700 ID=Phvul.007G275700.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 223.0)
 (original description: pacid=37164350 transcript=Phvul.007G275700.1 locus=Phvul.007G275700 ID=Phvul.007G275700.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 223.0)
 (original description: pacid=37166099 transcript=Phvul.007G276200.1 locus=Phvul.007G276200 ID=Phvul.007G276200.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 253.0)
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 (original description: pacid=37166099 transcript=Phvul.007G276200.1 locus=Phvul.007G276200 ID=Phvul.007G276200.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 253.0)
 (original description: pacid=37164734 transcript=Phvul.007G276300.1 locus=Phvul.007G276300 ID=Phvul.007G276300.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 222.0)
 (original description: pacid=37164734 transcript=Phvul.007G276300.1 locus=Phvul.007G276300 ID=Phvul.007G276300.1.v2.1 annot-version=v2.1) & Albumin-2 OS=Pisum sativum (sp|p08688|alb2_pea : 222.0)
exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158928 transcript=Phvul.008G008300.6 locus=Phvul.008G008300 ID=Phvul.008G008300.6.v2.1 annot-version=v2.1)
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37159233 transcript=Phvul.008G048200.1 locus=Phvul.008G048200 ID=Phvul.008G048200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159335 transcript=Phvul.008G069000.1 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159335 transcript=Phvul.008G069000.1 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159335 transcript=Phvul.008G069000.1 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159335 transcript=Phvul.008G069000.1 locus=Phvul.008G069000 ID=Phvul.008G069000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157631 transcript=Phvul.008G071966.1 locus=Phvul.008G071966 ID=Phvul.008G071966.1.v2.1 annot-version=v2.1)
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158099 transcript=Phvul.008G110000.1 locus=Phvul.008G110000 ID=Phvul.008G110000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158099 transcript=Phvul.008G110000.1 locus=Phvul.008G110000 ID=Phvul.008G110000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161383 transcript=Phvul.008G110400.1 locus=Phvul.008G110400 ID=Phvul.008G110400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161383 transcript=Phvul.008G110400.1 locus=Phvul.008G110400 ID=Phvul.008G110400.1.v2.1 annot-version=v2.1)
pepsin-type protease (original description: pacid=37158825 transcript=Phvul.008G118900.1 locus=Phvul.008G118900 ID=Phvul.008G118900.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37158825 transcript=Phvul.008G118900.1 locus=Phvul.008G118900 ID=Phvul.008G118900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37160418 transcript=Phvul.008G157900.1 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160418 transcript=Phvul.008G157900.1 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160418 transcript=Phvul.008G157900.1 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160418 transcript=Phvul.008G157900.1 locus=Phvul.008G157900 ID=Phvul.008G157900.1.v2.1 annot-version=v2.1)
hydroxyacyl-ACP dehydratase (mtHD) (original description: pacid=37161546 transcript=Phvul.008G206400.6 locus=Phvul.008G206400 ID=Phvul.008G206400.6.v2.1 annot-version=v2.1) &
hydroxyacyl-ACP dehydratase (mtHD) (original description: pacid=37161546 transcript=Phvul.008G206400.6 locus=Phvul.008G206400 ID=Phvul.008G206400.6.v2.1 annot-version=v2.1) &
hydroxyacyl-ACP dehydratase (mtHD) (original description: pacid=37161546 transcript=Phvul.008G206400.6 locus=Phvul.008G206400 ID=Phvul.008G206400.6.v2.1 annot-version=v2.1) &
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hydroxyacyl-ACP dehydratase (mtHD) (original description: pacid=37161546 transcript=Phvul.008G206400.6 locus=Phvul.008G206400 ID=Phvul.008G206400.6.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37161082 transcript=Phvul.008G225900.1 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161082 transcript=Phvul.008G225900.1 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161082 transcript=Phvul.008G225900.1 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161082 transcript=Phvul.008G225900.1 locus=Phvul.008G225900 ID=Phvul.008G225900.1.v2.1 annot-version=v2.1)
proline transporter (ProT) (original description: pacid=37160845 transcript=Phvul.008G227600.1 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1) &
proline transporter (ProT) (original description: pacid=37160845 transcript=Phvul.008G227600.1 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1) &
proline transporter (ProT) (original description: pacid=37160845 transcript=Phvul.008G227600.1 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1) &
proline transporter (ProT) (original description: pacid=37160845 transcript=Phvul.008G227600.1 locus=Phvul.008G227600 ID=Phvul.008G227600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37160931 transcript=Phvul.008G274900.3 locus=Phvul.008G274900 ID=Phvul.008G274900.3.v2.1 annot-version=v2.1) & Heterogeneous nuclear ribonucleoprotein 1 OS=Arabidopsis thaliana (sp|q8w034|rnp1_arath : 211.0)
 (original description: pacid=37160931 transcript=Phvul.008G274900.3 locus=Phvul.008G274900 ID=Phvul.008G274900.3.v2.1 annot-version=v2.1) & Heterogeneous nuclear ribonucleoprotein 1 OS=Arabidopsis thaliana (sp|q8w034|rnp1_arath : 211.0)
 (original description: pacid=37160931 transcript=Phvul.008G274900.3 locus=Phvul.008G274900 ID=Phvul.008G274900.3.v2.1 annot-version=v2.1) & Heterogeneous nuclear ribonucleoprotein 1 OS=Arabidopsis thaliana (sp|q8w034|rnp1_arath : 211.0)
component COX15 of cytochrome c oxidase assembly (original description: pacid=37157587 transcript=Phvul.008G282700.1 locus=Phvul.008G282700 ID=Phvul.008G282700.1.v2.1 annot-version=v2.1) &
component COX15 of cytochrome c oxidase assembly (original description: pacid=37157587 transcript=Phvul.008G282700.1 locus=Phvul.008G282700 ID=Phvul.008G282700.1.v2.1 annot-version=v2.1) &
transcription factor (MYB) (original description: pacid=37152011 transcript=Phvul.009G106700.1 locus=Phvul.009G106700 ID=Phvul.009G106700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
 (original description: pacid=37148875 transcript=Phvul.009G121300.2 locus=Phvul.009G121300 ID=Phvul.009G121300.2.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana (sp|q8l751|orp1c_arath : 1134.0)
protein kinase (MAP3K-WNK) (original description: pacid=37151775 transcript=Phvul.009G173100.4 locus=Phvul.009G173100 ID=Phvul.009G173100.4.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-WNK) (original description: pacid=37151775 transcript=Phvul.009G173100.4 locus=Phvul.009G173100 ID=Phvul.009G173100.4.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-WNK) (original description: pacid=37151775 transcript=Phvul.009G173100.4 locus=Phvul.009G173100 ID=Phvul.009G173100.4.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-WNK) (original description: pacid=37151775 transcript=Phvul.009G173100.4 locus=Phvul.009G173100 ID=Phvul.009G173100.4.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37143296 transcript=Phvul.010G032400.1 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 150.0)
 (original description: pacid=37143296 transcript=Phvul.010G032400.1 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 150.0)
 (original description: pacid=37143296 transcript=Phvul.010G032400.1 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 150.0)
 (original description: pacid=37143296 transcript=Phvul.010G032400.1 locus=Phvul.010G032400 ID=Phvul.010G032400.1.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 150.0)
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
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component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
component eIF4G of eIF4F mRNA unwinding complex (original description: pacid=37143150 transcript=Phvul.010G043700.9 locus=Phvul.010G043700 ID=Phvul.010G043700.9.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37142159 transcript=Phvul.010G070600.3 locus=Phvul.010G070600 ID=Phvul.010G070600.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37155673 transcript=Phvul.011G013900.1 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37155673 transcript=Phvul.011G013900.1 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37155673 transcript=Phvul.011G013900.1 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37155673 transcript=Phvul.011G013900.1 locus=Phvul.011G013900 ID=Phvul.011G013900.1.v2.1 annot-version=v2.1) &
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
protein kinase (PIKK) (original description: pacid=37154840 transcript=Phvul.011G050300.2 locus=Phvul.011G050300 ID=Phvul.011G050300.2.v2.1 annot-version=v2.1) &
TAC16 cofactor of plastid-encoded RNA polymerase (original description: pacid=37155940 transcript=Phvul.011G061600.1 locus=Phvul.011G061600 ID=Phvul.011G061600.1.v2.1 annot-version=v2.1) &
TAC16 cofactor of plastid-encoded RNA polymerase (original description: pacid=37155940 transcript=Phvul.011G061600.1 locus=Phvul.011G061600 ID=Phvul.011G061600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156233 transcript=Phvul.011G114700.1 locus=Phvul.011G114700 ID=Phvul.011G114700.1.v2.1 annot-version=v2.1) & S-protein homolog 5 OS=Arabidopsis thaliana (sp|o23020|sph5_arath : 90.5)
 (original description: pacid=37155659 transcript=Phvul.011G123000.1 locus=Phvul.011G123000 ID=Phvul.011G123000.1.v2.1 annot-version=v2.1) & S-protein homolog 5 OS=Arabidopsis thaliana (sp|o23020|sph5_arath : 90.9)
 no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155251 transcript=Phvul.011G123701.1 locus=Phvul.011G123701 ID=Phvul.011G123701.1.v2.1 annot-version=v2.1)
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &

Page 670 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37156963 transcript=Phvul.011G202700.1 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156963 transcript=Phvul.011G202700.1 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156963 transcript=Phvul.011G202700.1 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156963 transcript=Phvul.011G202700.1 locus=Phvul.011G202700 ID=Phvul.011G202700.1.v2.1 annot-version=v2.1)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &
component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &
component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &

2-alkenal reductase (NADP(+)-dependent) OS=Nicotiana tabacum (sp|q9sln8|dbr_tobac : 451.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.3 oxidoreductase acting on CH-CH group of donor(50.1.3 : 281.4) (original description: pacid=37157789 transcript=Phvul.008G004400.1 locus=Phvul.008G004400 ID=Phvul.008G004400.1.v2.1 annot-version=v2.1) &
2-alkenal reductase (NADP(+)-dependent) OS=Nicotiana tabacum (sp|q9sln8|dbr_tobac : 451.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.3 oxidoreductase acting on CH-CH group of donor(50.1.3 : 281.4) (original description: pacid=37157789 transcript=Phvul.008G004400.1 locus=Phvul.008G004400 ID=Phvul.008G004400.1.v2.1 annot-version=v2.1) &
phospholipase A2 (pPLA2-II) (original description: pacid=37167879 transcript=Phvul.001G020300.1 locus=Phvul.001G020300 ID=Phvul.001G020300.1.v2.1 annot-version=v2.1) &
phospholipase A2 (pPLA2-II) (original description: pacid=37168006 transcript=Phvul.001G020350.1 locus=Phvul.001G020350 ID=Phvul.001G020350.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167696 transcript=Phvul.001G022700.1 locus=Phvul.001G022700 ID=Phvul.001G022700.1.v2.1 annot-version=v2.1)
acid beta-fructofuranosidase (CWIN) (original description: pacid=37171142 transcript=Phvul.001G036800.1 locus=Phvul.001G036800 ID=Phvul.001G036800.1.v2.1 annot-version=v2.1) &
ER cisternae formation factor (LUNAPARK) (original description: pacid=37169604 transcript=Phvul.001G057800.1 locus=Phvul.001G057800 ID=Phvul.001G057800.1.v2.1 annot-version=v2.1) &
ER cisternae formation factor (LUNAPARK) (original description: pacid=37169604 transcript=Phvul.001G057800.1 locus=Phvul.001G057800 ID=Phvul.001G057800.1.v2.1 annot-version=v2.1) &
L-arabinose kinase (original description: pacid=37168452 transcript=Phvul.001G077700.1 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1) &
L-arabinose kinase (original description: pacid=37168452 transcript=Phvul.001G077700.1 locus=Phvul.001G077700 ID=Phvul.001G077700.1.v2.1 annot-version=v2.1) &
acetyl-CoA synthetase (original description: pacid=37171272 transcript=Phvul.001G097800.2 locus=Phvul.001G097800 ID=Phvul.001G097800.2.v2.1 annot-version=v2.1) &
acetyl-CoA synthetase (original description: pacid=37171272 transcript=Phvul.001G097800.2 locus=Phvul.001G097800 ID=Phvul.001G097800.2.v2.1 annot-version=v2.1) &
component NOT3/5 of mRNA deadenylation CCR4-NOT complex (original description: pacid=37170938 transcript=Phvul.001G109300.2 locus=Phvul.001G109300 ID=Phvul.001G109300.2.v2.1 annot-version=v2.1) &
component NOT3/5 of mRNA deadenylation CCR4-NOT complex (original description: pacid=37170938 transcript=Phvul.001G109300.2 locus=Phvul.001G109300 ID=Phvul.001G109300.2.v2.1 annot-version=v2.1) &
component NOT3/5 of mRNA deadenylation CCR4-NOT complex (original description: pacid=37170938 transcript=Phvul.001G109300.2 locus=Phvul.001G109300 ID=Phvul.001G109300.2.v2.1 annot-version=v2.1) &
component NOT3/5 of mRNA deadenylation CCR4-NOT complex (original description: pacid=37170938 transcript=Phvul.001G109300.2 locus=Phvul.001G109300 ID=Phvul.001G109300.2.v2.1 annot-version=v2.1) &
diphthamide synthetase (DPH6) (original description: pacid=37170057 transcript=Phvul.001G114900.1 locus=Phvul.001G114900 ID=Phvul.001G114900.1.v2.1 annot-version=v2.1) &
diphthamide synthetase (DPH6) (original description: pacid=37170057 transcript=Phvul.001G114900.1 locus=Phvul.001G114900 ID=Phvul.001G114900.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37171176 transcript=Phvul.001G123000.2 locus=Phvul.001G123000 ID=Phvul.001G123000.2.v2.1 annot-version=v2.1) & Alpha-glucosidase OS=Spinacia oleracea (sp|o04893|aglu_spiol : 80.9)
 (original description: pacid=37171176 transcript=Phvul.001G123000.2 locus=Phvul.001G123000 ID=Phvul.001G123000.2.v2.1 annot-version=v2.1) & Alpha-glucosidase OS=Spinacia oleracea (sp|o04893|aglu_spiol : 80.9)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
 (original description: pacid=37169278 transcript=Phvul.001G134100.2 locus=Phvul.001G134100 ID=Phvul.001G134100.2.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 339.0)
transcription factor (AS2/LOB) (original description: pacid=37168712 transcript=Phvul.001G159300.1 locus=Phvul.001G159300 ID=Phvul.001G159300.1.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
transcription factor (PHR1) (original description: pacid=37171160 transcript=Phvul.001G163900.2 locus=Phvul.001G163900 ID=Phvul.001G163900.2.v2.1 annot-version=v2.1) &
stachyose synthase (original description: pacid=37171147 transcript=Phvul.001G214300.2 locus=Phvul.001G214300 ID=Phvul.001G214300.2.v2.1 annot-version=v2.1) &
stachyose synthase (original description: pacid=37171147 transcript=Phvul.001G214300.2 locus=Phvul.001G214300 ID=Phvul.001G214300.2.v2.1 annot-version=v2.1) &
IF-2 translation initiation factor (original description: pacid=37168766 transcript=Phvul.001G220900.1 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1) &
IF-2 translation initiation factor (original description: pacid=37168766 transcript=Phvul.001G220900.1 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1) &
IF-2 translation initiation factor (original description: pacid=37168766 transcript=Phvul.001G220900.1 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1) &
IF-2 translation initiation factor (original description: pacid=37168766 transcript=Phvul.001G220900.1 locus=Phvul.001G220900 ID=Phvul.001G220900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
RNA editing factor (YS1) (original description: pacid=37174928 transcript=Phvul.002G043500.1 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1) &
RNA editing factor (YS1) (original description: pacid=37174928 transcript=Phvul.002G043500.1 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1) &
RNA editing factor (YS1) (original description: pacid=37174928 transcript=Phvul.002G043500.1 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1) &
RNA editing factor (YS1) (original description: pacid=37174928 transcript=Phvul.002G043500.1 locus=Phvul.002G043500 ID=Phvul.002G043500.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37175569 transcript=Phvul.002G058900.1 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37175569 transcript=Phvul.002G058900.1 locus=Phvul.002G058900 ID=Phvul.002G058900.1.v2.1 annot-version=v2.1) &
alpha-class expansin (original description: pacid=37176766 transcript=Phvul.002G152900.1 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1) &
alpha-class expansin (original description: pacid=37176766 transcript=Phvul.002G152900.1 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1) &
alpha-class expansin (original description: pacid=37176766 transcript=Phvul.002G152900.1 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1) &
alpha-class expansin (original description: pacid=37176766 transcript=Phvul.002G152900.1 locus=Phvul.002G152900 ID=Phvul.002G152900.1.v2.1 annot-version=v2.1) &
UDP-L-rhamnose synthase (original description: pacid=37176460 transcript=Phvul.002G153500.1 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
 (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
 (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
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 (original description: pacid=37176697 transcript=Phvul.002G243300.1 locus=Phvul.002G243300 ID=Phvul.002G243300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 284.0)
 (original description: pacid=37177422 transcript=Phvul.002G253100.1 locus=Phvul.002G253100 ID=Phvul.002G253100.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 98.6)
 (original description: pacid=37177422 transcript=Phvul.002G253100.1 locus=Phvul.002G253100 ID=Phvul.002G253100.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 98.6)
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37176085 transcript=Phvul.002G290000.3 locus=Phvul.002G290000 ID=Phvul.002G290000.3.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37176085 transcript=Phvul.002G290000.3 locus=Phvul.002G290000 ID=Phvul.002G290000.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37144503 transcript=Phvul.003G022200.1 locus=Phvul.003G022200 ID=Phvul.003G022200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144503 transcript=Phvul.003G022200.1 locus=Phvul.003G022200 ID=Phvul.003G022200.1.v2.1 annot-version=v2.1)
1,6-alpha-xylosidase (original description: pacid=37147083 transcript=Phvul.003G035400.1 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1) &
1,6-alpha-xylosidase (original description: pacid=37147083 transcript=Phvul.003G035400.1 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1) &
1,6-alpha-xylosidase (original description: pacid=37147083 transcript=Phvul.003G035400.1 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1) &
1,6-alpha-xylosidase (original description: pacid=37147083 transcript=Phvul.003G035400.1 locus=Phvul.003G035400 ID=Phvul.003G035400.1.v2.1 annot-version=v2.1) &
catalytic protein (CER2) (original description: pacid=37145461 transcript=Phvul.003G050600.1 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1) &
catalytic protein (CER2) (original description: pacid=37145461 transcript=Phvul.003G050600.1 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1) &
catalytic protein (CER2) (original description: pacid=37145461 transcript=Phvul.003G050600.1 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1) &
catalytic protein (CER2) (original description: pacid=37145461 transcript=Phvul.003G050600.1 locus=Phvul.003G050600 ID=Phvul.003G050600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37146764 transcript=Phvul.003G088200.1 locus=Phvul.003G088200 ID=Phvul.003G088200.1.v2.1 annot-version=v2.1) & C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana (sp|q9zvt9|c2gr1_arath : 1261.0)
 (original description: pacid=37146764 transcript=Phvul.003G088200.1 locus=Phvul.003G088200 ID=Phvul.003G088200.1.v2.1 annot-version=v2.1) & C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana (sp|q9zvt9|c2gr1_arath : 1261.0)
solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37147137 transcript=Phvul.003G104200.1 locus=Phvul.003G104200 ID=Phvul.003G104200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
xylogalacturonan xylosyltransferase (original description: pacid=37146945 transcript=Phvul.003G169700.1 locus=Phvul.003G169700 ID=Phvul.003G169700.1.v2.1 annot-version=v2.1) &
alpha-1,3-fucosyltransferase (original description: pacid=37144631 transcript=Phvul.003G292000.3 locus=Phvul.003G292000 ID=Phvul.003G292000.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37163777 transcript=Phvul.004G058600.1 locus=Phvul.004G058600 ID=Phvul.004G058600.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 317.0)
subunit beta of peripheral CF1 subcomplex of ATP synthase complex (original description: pacid=37162257 transcript=Phvul.004G121666.1 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1) &
subunit beta of peripheral CF1 subcomplex of ATP synthase complex (original description: pacid=37162257 transcript=Phvul.004G121666.1 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1) &
subunit beta of peripheral CF1 subcomplex of ATP synthase complex (original description: pacid=37162257 transcript=Phvul.004G121666.1 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1) &
subunit beta of peripheral CF1 subcomplex of ATP synthase complex (original description: pacid=37162257 transcript=Phvul.004G121666.1 locus=Phvul.004G121666 ID=Phvul.004G121666.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37163533 transcript=Phvul.004G133700.1 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g08430 OS=Arabidopsis thaliana (sp|q9ft92|y5843_arath : 311.0)
 (original description: pacid=37163533 transcript=Phvul.004G133700.1 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g08430 OS=Arabidopsis thaliana (sp|q9ft92|y5843_arath : 311.0)
 (original description: pacid=37163533 transcript=Phvul.004G133700.1 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g08430 OS=Arabidopsis thaliana (sp|q9ft92|y5843_arath : 311.0)
 (original description: pacid=37163533 transcript=Phvul.004G133700.1 locus=Phvul.004G133700 ID=Phvul.004G133700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g08430 OS=Arabidopsis thaliana (sp|q9ft92|y5843_arath : 311.0)
atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37162268 transcript=Phvul.004G176700.1 locus=Phvul.004G176700 ID=Phvul.004G176700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154040 transcript=Phvul.005G056400.1 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At1g04390 OS=Arabidopsis thaliana (sp|p93820|y1439_arath : 760.0)
 (original description: pacid=37154040 transcript=Phvul.005G056400.1 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At1g04390 OS=Arabidopsis thaliana (sp|p93820|y1439_arath : 760.0)
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154603 transcript=Phvul.005G095600.1 locus=Phvul.005G095600 ID=Phvul.005G095600.1.v2.1 annot-version=v2.1) & Bifunctional riboflavin kinase/FMN phosphatase OS=Arabidopsis thaliana (sp|q84md8|fhyrk_arath : 248.0)
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
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transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37152450 transcript=Phvul.005G097200.6 locus=Phvul.005G097200 ID=Phvul.005G097200.6.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37153440 transcript=Phvul.005G130100.1 locus=Phvul.005G130100 ID=Phvul.005G130100.1.v2.1 annot-version=v2.1) &
glycerate kinase (original description: pacid=37152247 transcript=Phvul.005G173200.1 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1) &
glycerate kinase (original description: pacid=37152247 transcript=Phvul.005G173200.1 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1) &
glycerate kinase (original description: pacid=37152247 transcript=Phvul.005G173200.1 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1) &
glycerate kinase (original description: pacid=37152247 transcript=Phvul.005G173200.1 locus=Phvul.005G173200 ID=Phvul.005G173200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37171334 transcript=Phvul.006G143300.1 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171334 transcript=Phvul.006G143300.1 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171334 transcript=Phvul.006G143300.1 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171334 transcript=Phvul.006G143300.1 locus=Phvul.006G143300 ID=Phvul.006G143300.1.v2.1 annot-version=v2.1)
serine carboxypeptidase (original description: pacid=37173086 transcript=Phvul.006G168163.1 locus=Phvul.006G168163 ID=Phvul.006G168163.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37173086 transcript=Phvul.006G168163.1 locus=Phvul.006G168163 ID=Phvul.006G168163.1.v2.1 annot-version=v2.1) &
atypical quiescin sulfhydryl oxidase (QSOX) (original description: pacid=37164578 transcript=Phvul.007G035900.2 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1) &
atypical quiescin sulfhydryl oxidase (QSOX) (original description: pacid=37164578 transcript=Phvul.007G035900.2 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1) &
atypical quiescin sulfhydryl oxidase (QSOX) (original description: pacid=37164578 transcript=Phvul.007G035900.2 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1) &
atypical quiescin sulfhydryl oxidase (QSOX) (original description: pacid=37164578 transcript=Phvul.007G035900.2 locus=Phvul.007G035900 ID=Phvul.007G035900.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
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 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 no hits & (original description: pacid=37167603 transcript=Phvul.007G099300.1 locus=Phvul.007G099300 ID=Phvul.007G099300.1.v2.1 annot-version=v2.1)
PHD finger transcription factor (original description: pacid=37164322 transcript=Phvul.007G114100.3 locus=Phvul.007G114100 ID=Phvul.007G114100.3.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37164322 transcript=Phvul.007G114100.3 locus=Phvul.007G114100 ID=Phvul.007G114100.3.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37164322 transcript=Phvul.007G114100.3 locus=Phvul.007G114100 ID=Phvul.007G114100.3.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37164322 transcript=Phvul.007G114100.3 locus=Phvul.007G114100 ID=Phvul.007G114100.3.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37166949 transcript=Phvul.007G184600.1 locus=Phvul.007G184600 ID=Phvul.007G184600.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37166949 transcript=Phvul.007G184600.1 locus=Phvul.007G184600 ID=Phvul.007G184600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37164330 transcript=Phvul.007G192300.1 locus=Phvul.007G192300 ID=Phvul.007G192300.1.v2.1 annot-version=v2.1) & U-box domain-containing protein 3 OS=Arabidopsis thaliana (sp|q8gwv5|pub3_arath : 647.0)
pectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37165335 transcript=Phvul.007G210400.1 locus=Phvul.007G210400 ID=Phvul.007G210400.1.v2.1 annot-version=v2.1) &
cell cycle replicated DNA checkpoint protein (TopBP1) (original description: pacid=37167018 transcript=Phvul.007G215300.1 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1) &
cell cycle replicated DNA checkpoint protein (TopBP1) (original description: pacid=37167018 transcript=Phvul.007G215300.1 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1) &
cell cycle replicated DNA checkpoint protein (TopBP1) (original description: pacid=37167018 transcript=Phvul.007G215300.1 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1) &
cell cycle replicated DNA checkpoint protein (TopBP1) (original description: pacid=37167018 transcript=Phvul.007G215300.1 locus=Phvul.007G215300 ID=Phvul.007G215300.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37160665 transcript=Phvul.008G043400.1 locus=Phvul.008G043400 ID=Phvul.008G043400.1.v2.1 annot-version=v2.1) & Receptor-like protein 6 OS=Arabidopsis thaliana (sp|q9c637|rlp6_arath : 408.0)
 (original description: pacid=37160665 transcript=Phvul.008G043400.1 locus=Phvul.008G043400 ID=Phvul.008G043400.1.v2.1 annot-version=v2.1) & Receptor-like protein 6 OS=Arabidopsis thaliana (sp|q9c637|rlp6_arath : 408.0)
transcription factor (MYB) (original description: pacid=37158646 transcript=Phvul.008G067300.1 locus=Phvul.008G067300 ID=Phvul.008G067300.1.v2.1 annot-version=v2.1) &
transcription factor (MYB) (original description: pacid=37158646 transcript=Phvul.008G067300.1 locus=Phvul.008G067300 ID=Phvul.008G067300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159657 transcript=Phvul.008G110100.1 locus=Phvul.008G110100 ID=Phvul.008G110100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161406 transcript=Phvul.008G110200.1 locus=Phvul.008G110200 ID=Phvul.008G110200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160139 transcript=Phvul.008G110500.1 locus=Phvul.008G110500 ID=Phvul.008G110500.1.v2.1 annot-version=v2.1)
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transcriptional co-repressor (LUG) (original description: pacid=37158953 transcript=Phvul.008G125400.2 locus=Phvul.008G125400 ID=Phvul.008G125400.2.v2.1 annot-version=v2.1) &
transcriptional co-repressor (LUG) (original description: pacid=37158953 transcript=Phvul.008G125400.2 locus=Phvul.008G125400 ID=Phvul.008G125400.2.v2.1 annot-version=v2.1) &
transcriptional co-repressor (LUG) (original description: pacid=37158953 transcript=Phvul.008G125400.2 locus=Phvul.008G125400 ID=Phvul.008G125400.2.v2.1 annot-version=v2.1) &
transcriptional co-repressor (LUG) (original description: pacid=37158953 transcript=Phvul.008G125400.2 locus=Phvul.008G125400 ID=Phvul.008G125400.2.v2.1 annot-version=v2.1) &
protease (SBT4) (original description: pacid=37158609 transcript=Phvul.008G229100.1 locus=Phvul.008G229100 ID=Phvul.008G229100.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)
 (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)
M14 carboxypeptidase (original description: pacid=37150212 transcript=Phvul.009G010800.1 locus=Phvul.009G010800 ID=Phvul.009G010800.1.v2.1 annot-version=v2.1) &
M14 carboxypeptidase (original description: pacid=37150212 transcript=Phvul.009G010800.1 locus=Phvul.009G010800 ID=Phvul.009G010800.1.v2.1 annot-version=v2.1) &
SFT12 group Qc-type SNARE protein (original description: pacid=37149708 transcript=Phvul.009G034800.1 locus=Phvul.009G034800 ID=Phvul.009G034800.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37150988 transcript=Phvul.009G060200.2 locus=Phvul.009G060200 ID=Phvul.009G060200.2.v2.1 annot-version=v2.1) &
monosaccharide transporter (AZT) (original description: pacid=37150227 transcript=Phvul.009G115500.1 locus=Phvul.009G115500 ID=Phvul.009G115500.1.v2.1 annot-version=v2.1) &
monosaccharide transporter (AZT) (original description: pacid=37150227 transcript=Phvul.009G115500.1 locus=Phvul.009G115500 ID=Phvul.009G115500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37149132 transcript=Phvul.009G158700.1 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At4g14100 OS=Arabidopsis thaliana (sp|q67yc9|y4141_arath : 263.0)
 (original description: pacid=37149132 transcript=Phvul.009G158700.1 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At4g14100 OS=Arabidopsis thaliana (sp|q67yc9|y4141_arath : 263.0)
 (original description: pacid=37149132 transcript=Phvul.009G158700.1 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At4g14100 OS=Arabidopsis thaliana (sp|q67yc9|y4141_arath : 263.0)
 (original description: pacid=37149132 transcript=Phvul.009G158700.1 locus=Phvul.009G158700 ID=Phvul.009G158700.1.v2.1 annot-version=v2.1) & Uncharacterized protein At4g14100 OS=Arabidopsis thaliana (sp|q67yc9|y4141_arath : 263.0)
COB cellulose microfibrils and hemicellulose interaction protein (original description: pacid=37151888 transcript=Phvul.009G203100.1 locus=Phvul.009G203100 ID=Phvul.009G203100.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37151089 transcript=Phvul.009G232500.1 locus=Phvul.009G232500 ID=Phvul.009G232500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
 (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
 (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
 (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
 no hits & (original description: pacid=37143141 transcript=Phvul.010G026500.1 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143141 transcript=Phvul.010G026500.1 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143141 transcript=Phvul.010G026500.1 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143141 transcript=Phvul.010G026500.1 locus=Phvul.010G026500 ID=Phvul.010G026500.1.v2.1 annot-version=v2.1)
effector receptor (NLR) (original description: pacid=37143028 transcript=Phvul.010G028900.2 locus=Phvul.010G028900 ID=Phvul.010G028900.2.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37143028 transcript=Phvul.010G028900.2 locus=Phvul.010G028900 ID=Phvul.010G028900.2.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37143028 transcript=Phvul.010G028900.2 locus=Phvul.010G028900 ID=Phvul.010G028900.2.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37143028 transcript=Phvul.010G028900.2 locus=Phvul.010G028900 ID=Phvul.010G028900.2.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-WNK) (original description: pacid=37142449 transcript=Phvul.010G067900.1 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-WNK) (original description: pacid=37142449 transcript=Phvul.010G067900.1 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1) &
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protein kinase (MAP3K-WNK) (original description: pacid=37142449 transcript=Phvul.010G067900.1 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-WNK) (original description: pacid=37142449 transcript=Phvul.010G067900.1 locus=Phvul.010G067900 ID=Phvul.010G067900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37142487 transcript=Phvul.010G089200.2 locus=Phvul.010G089200 ID=Phvul.010G089200.2.v2.1 annot-version=v2.1) & Peroxisome biogenesis protein 16 OS=Arabidopsis thaliana (sp|q8s8s1|pex16_arath : 380.0)
 (original description: pacid=37143242 transcript=Phvul.010G094450.1 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1) & Quinolinate synthase, chloroplastic OS=Arabidopsis thaliana (sp|q9fgs4|nada_arath : 152.0)
 (original description: pacid=37143242 transcript=Phvul.010G094450.1 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1) & Quinolinate synthase, chloroplastic OS=Arabidopsis thaliana (sp|q9fgs4|nada_arath : 152.0)
 (original description: pacid=37143242 transcript=Phvul.010G094450.1 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1) & Quinolinate synthase, chloroplastic OS=Arabidopsis thaliana (sp|q9fgs4|nada_arath : 152.0)
 (original description: pacid=37143242 transcript=Phvul.010G094450.1 locus=Phvul.010G094450 ID=Phvul.010G094450.1.v2.1 annot-version=v2.1) & Quinolinate synthase, chloroplastic OS=Arabidopsis thaliana (sp|q9fgs4|nada_arath : 152.0)
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
SAC-group-I inositol-polyphosphate 3,5-phosphatase (original description: pacid=37156003 transcript=Phvul.011G001200.2 locus=Phvul.011G001200 ID=Phvul.011G001200.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37156678 transcript=Phvul.011G004200.1 locus=Phvul.011G004200 ID=Phvul.011G004200.1.v2.1 annot-version=v2.1) & Protein ORANGE, chloroplastic OS=Arabidopsis thaliana (sp|q9fkf4|orang_arath : 453.0)
WRKY33-activating protein (SIB) (original description: pacid=37155891 transcript=Phvul.011G203450.1 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1) &
WRKY33-activating protein (SIB) (original description: pacid=37155891 transcript=Phvul.011G203450.1 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1) &
WRKY33-activating protein (SIB) (original description: pacid=37155891 transcript=Phvul.011G203450.1 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1) &
WRKY33-activating protein (SIB) (original description: pacid=37155891 transcript=Phvul.011G203450.1 locus=Phvul.011G203450 ID=Phvul.011G203450.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37157494 transcript=Phvul.L001679.1 locus=Phvul.L001679 ID=Phvul.L001679.1.v2.1 annot-version=v2.1) & C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana (sp|q9zvt9|c2gr1_arath : 135.0)
 (original description: pacid=37157494 transcript=Phvul.L001679.1 locus=Phvul.L001679 ID=Phvul.L001679.1.v2.1 annot-version=v2.1) & C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana (sp|q9zvt9|c2gr1_arath : 135.0)
component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &
component MAC5 of non-snRNP MOS4-associated complex (original description: pacid=37157526 transcript=Phvul.L002537.1 locus=Phvul.L002537 ID=Phvul.L002537.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37179027 transcript=Phvul.L009843.2 locus=Phvul.L009843 ID=Phvul.L009843.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37179027 transcript=Phvul.L009843.2 locus=Phvul.L009843 ID=Phvul.L009843.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37179027 transcript=Phvul.L009843.2 locus=Phvul.L009843 ID=Phvul.L009843.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37179027 transcript=Phvul.L009843.2 locus=Phvul.L009843 ID=Phvul.L009843.2.v2.1 annot-version=v2.1) &
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 (original description: pacid=37161859 transcript=Phvul.004G106000.1 locus=Phvul.004G106000 ID=Phvul.004G106000.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g21190 OS=Arabidopsis thaliana (sp|q8lg95|pp332_arath : 310.0)

Polygalacturonase At1g48100 OS=Arabidopsis thaliana (sp|q949z1|pglr4_arath : 540.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 205.1) (original description: pacid=37166776 transcript=Phvul.007G211400.1 locus=Phvul.007G211400 ID=Phvul.007G211400.1.v2.1 annot-version=v2.1) &
Polygalacturonase At1g48100 OS=Arabidopsis thaliana (sp|q949z1|pglr4_arath : 540.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 205.1) (original description: pacid=37166776 transcript=Phvul.007G211400.1 locus=Phvul.007G211400 ID=Phvul.007G211400.1.v2.1 annot-version=v2.1) &

Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 403.8) & Tropinone reductase homolog OS=Datura stramonium (sp|p50165|trnh_datst : 311.0) (original description: pacid=37158053 transcript=Phvul.008G115900.1 locus=Phvul.008G115900 ID=Phvul.008G115900.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 403.8) & Tropinone reductase homolog OS=Datura stramonium (sp|p50165|trnh_datst : 311.0) (original description: pacid=37158053 transcript=Phvul.008G115900.1 locus=Phvul.008G115900 ID=Phvul.008G115900.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
 (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
 (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
 (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
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Do not distributeCytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
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UDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
UDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
UDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
UDP-glycosyltransferase 71A16 OS=Pyrus communis (sp|d3uag1|u7a16_pyrco : 405.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 244.3) (original description: pacid=37159277 transcript=Phvul.008G290300.1 locus=Phvul.008G290300 ID=Phvul.008G290300.1.v2.1 annot-version=v2.1) &
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Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
 (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
 (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
 (original description: pacid=37157390 transcript=Phvul.011G173000.1 locus=Phvul.011G173000 ID=Phvul.011G173000.1.v2.1 annot-version=v2.1) & Peptide methionine sulfoxide reductase B1, chloroplastic OS=Oryza sativa subsp. japonica (sp|q0dc89|msrb1_orysj : 235.0)
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Do not distribute

Acetylserotonin O-methyltransferase OS=Arabidopsis thaliana (sp|q9t003|asmt_arath : 299.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 212.4) (original description: pacid=37169062 transcript=Phvul.001G268700.1 locus=Phvul.001G268700 ID=Phvul.001G268700.1.v2.1 annot-version=v2.1) &
Acetylserotonin O-methyltransferase OS=Arabidopsis thaliana (sp|q9t003|asmt_arath : 299.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 212.4) (original description: pacid=37169062 transcript=Phvul.001G268700.1 locus=Phvul.001G268700 ID=Phvul.001G268700.1.v2.1 annot-version=v2.1) &
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Do not distribute

 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)
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Do not distribute

 (original description: pacid=37146857 transcript=Phvul.003G247200.2 locus=Phvul.003G247200 ID=Phvul.003G247200.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g66900 OS=Arabidopsis thaliana (sp|q9fkz1|drl42_arath : 431.0)

 (original description: pacid=37154040 transcript=Phvul.005G056400.1 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At1g04390 OS=Arabidopsis thaliana (sp|p93820|y1439_arath : 760.0)
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Do not distribute
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
 (original description: pacid=37173654 transcript=Phvul.006G113800.2 locus=Phvul.006G113800 ID=Phvul.006G113800.2.v2.1 annot-version=v2.1) & RNA polymerase II transcriptional coactivator KELP OS=Arabidopsis thaliana (sp|o65155|kelp_arath : 80.9)
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Do not distribute
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Do not distribute

Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 458.4) & Caffeic acid 3-O-methyltransferase 1 OS=Ocimum basilicum (sp|q9xgw0|comt1_ociba : 362.0) (original description: pacid=37151728 transcript=Phvul.009G259000.1 locus=Phvul.009G259000 ID=Phvul.009G259000.1.v2.1 annot-version=v2.1) &
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Do not distribute

Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &

Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
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Do not distribute

Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &
Putative threonine aspartase OS=Arabidopsis thaliana (sp|o65268|tasp1_arath : 331.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 50.1) (original description: pacid=37155970 transcript=Phvul.011G160800.3 locus=Phvul.011G160800 ID=Phvul.011G160800.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)
 (original description: pacid=37144324 transcript=Phvul.L002051.2 locus=Phvul.L002051 ID=Phvul.L002051.2.v2.1 annot-version=v2.1) & Probable inactive ATP-dependent zinc metalloprotease FTSHI 5, chloroplastic OS=Arabidopsis thaliana (sp|f4j3n2|ftsi5_arath : 1349.0)

2-alkenal reductase (NADP(+)-dependent) OS=Nicotiana tabacum (sp|q9sln8|dbr_tobac : 451.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.3 oxidoreductase acting on CH-CH group of donor(50.1.3 : 281.4) (original description: pacid=37157789 transcript=Phvul.008G004400.1 locus=Phvul.008G004400 ID=Phvul.008G004400.1.v2.1 annot-version=v2.1) &
2-alkenal reductase (NADP(+)-dependent) OS=Nicotiana tabacum (sp|q9sln8|dbr_tobac : 451.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.3 oxidoreductase acting on CH-CH group of donor(50.1.3 : 281.4) (original description: pacid=37157789 transcript=Phvul.008G004400.1 locus=Phvul.008G004400 ID=Phvul.008G004400.1.v2.1 annot-version=v2.1) &
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Do not distribute

 (original description: pacid=37146764 transcript=Phvul.003G088200.1 locus=Phvul.003G088200 ID=Phvul.003G088200.1.v2.1 annot-version=v2.1) & C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana (sp|q9zvt9|c2gr1_arath : 1261.0)
 (original description: pacid=37146764 transcript=Phvul.003G088200.1 locus=Phvul.003G088200 ID=Phvul.003G088200.1.v2.1 annot-version=v2.1) & C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana (sp|q9zvt9|c2gr1_arath : 1261.0)

 (original description: pacid=37154040 transcript=Phvul.005G056400.1 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At1g04390 OS=Arabidopsis thaliana (sp|p93820|y1439_arath : 760.0)
 (original description: pacid=37154040 transcript=Phvul.005G056400.1 locus=Phvul.005G056400 ID=Phvul.005G056400.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At1g04390 OS=Arabidopsis thaliana (sp|p93820|y1439_arath : 760.0)

 (original description: pacid=37154603 transcript=Phvul.005G095600.1 locus=Phvul.005G095600 ID=Phvul.005G095600.1.v2.1 annot-version=v2.1) & Bifunctional riboflavin kinase/FMN phosphatase OS=Arabidopsis thaliana (sp|q84md8|fhyrk_arath : 248.0)
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Do not distribute

 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
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Do not distribute

 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
 (original description: pacid=37164814 transcript=Phvul.007G069900.5 locus=Phvul.007G069900 ID=Phvul.007G069900.5.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g55630 OS=Arabidopsis thaliana (sp|q7x6a5|ppr81_arath : 601.0)
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Do not distribute (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
 (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
 (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
 (original description: pacid=37151366 transcript=Phvul.009G255100.2 locus=Phvul.009G255100 ID=Phvul.009G255100.2.v2.1 annot-version=v2.1) & Outer envelope pore protein 16-2, chloroplastic OS=Arabidopsis thaliana (sp|q0wmz5|op162_arath : 188.0)
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Do not distribute

Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 403.8) & Tropinone reductase homolog OS=Datura stramonium (sp|p50165|trnh_datst : 311.0) (original description: pacid=37158053 transcript=Phvul.008G115900.1 locus=Phvul.008G115900 ID=Phvul.008G115900.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 403.8) & Tropinone reductase homolog OS=Datura stramonium (sp|p50165|trnh_datst : 311.0) (original description: pacid=37158053 transcript=Phvul.008G115900.1 locus=Phvul.008G115900 ID=Phvul.008G115900.1.v2.1 annot-version=v2.1) &
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Do not distributeCytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
Cytochrome P450 714B2 OS=Oryza sativa subsp. japonica (sp|q0ds59|c14b2_orysj : 99.8) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 68.0) (original description: pacid=37152963 transcript=Phvul.005G015800.2 locus=Phvul.005G015800 ID=Phvul.005G015800.2.v2.1 annot-version=v2.1) &
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Do not distribute

Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
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Do not distribute

2-alkenal reductase (NADP(+)-dependent) OS=Nicotiana tabacum (sp|q9sln8|dbr_tobac : 451.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.3 oxidoreductase acting on CH-CH group of donor(50.1.3 : 281.4) (original description: pacid=37157789 transcript=Phvul.008G004400.1 locus=Phvul.008G004400 ID=Phvul.008G004400.1.v2.1 annot-version=v2.1) &
2-alkenal reductase (NADP(+)-dependent) OS=Nicotiana tabacum (sp|q9sln8|dbr_tobac : 451.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.3 oxidoreductase acting on CH-CH group of donor(50.1.3 : 281.4) (original description: pacid=37157789 transcript=Phvul.008G004400.1 locus=Phvul.008G004400 ID=Phvul.008G004400.1.v2.1 annot-version=v2.1) &

Page 719 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

miRNA_Acc. Target_Acc. Expectation UPE$ miRNA_start miRNA_end
uagcuuaucagacugauguugaPhvul.004G023066.1 3 -1 1 22
uagcuuaucagacugauguugaPhvul.004G023066.1 3 -1 1 22
uagcuuaucagacugauguugacPhvul.004G023066.1 3 -1 1 23
uagcuuaucagacugauguugaPhvul.002G097400.1 3.5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G097400.1 3.5 -1 1 22
uagcuuaucagacugauguugacPhvul.002G097400.1 3.5 -1 1 23
uagcuuaucagacugauguugaPhvul.006G008480.2 3.5 -1 1 22
uagcuuaucagacugauguugaPhvul.006G008480.1 3.5 -1 1 22
uagcuuaucagacugauguugaPhvul.006G008480.2 3.5 -1 1 22
uagcuuaucagacugauguugaPhvul.006G008480.1 3.5 -1 1 22
uagcuuaucagacugauguugacPhvul.006G008480.2 3.5 -1 1 23
uagcuuaucagacugauguugacPhvul.006G008480.1 3.5 -1 1 23
uagcuuaucagacugauguugaPhvul.006G029000.1 3.5 -1 1 22
uagcuuaucagacugauguugaPhvul.006G029000.1 3.5 -1 1 22
uagcuuaucagacugauguugacPhvul.006G029000.1 3.5 -1 1 23
uagcuuaucagacugauguugaPhvul.006G110300.1 3.5 -1 1 22
uagcuuaucagacugauguugaPhvul.006G110300.1 3.5 -1 1 22
uagcuuaucagacugauguugacPhvul.006G110300.1 3.5 -1 1 23
uagcuuaucagacugauguugaPhvul.007G191600.1 3.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G191600.1 3.5 -1 1 22
uagcuuaucagacugauguugacPhvul.007G191600.1 3.5 -1 1 23
uagcuuaucagacugauguugaPhvul.001G070000.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.001G070000.1 4 -1 1 22
uagcuuaucagacugauguugacPhvul.001G070000.1 4 -1 1 23
uagcuuaucagacugauguugaPhvul.001G264600.2 4 -1 1 22
uagcuuaucagacugauguugaPhvul.001G264600.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.001G264600.2 4 -1 1 22
uagcuuaucagacugauguugaPhvul.001G264600.1 4 -1 1 22
uagcuuaucagacugauguugacPhvul.001G264600.2 4 -1 1 23
uagcuuaucagacugauguugacPhvul.001G264600.1 4 -1 1 23
uagcuuaucagacugauguugaPhvul.002G153500.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.002G153500.1 4 -1 1 22
uagcuuaucagacugauguugacPhvul.002G153500.1 4 -1 1 23
uagcuuaucagacugauguugaPhvul.003G092500.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.003G092500.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.004G000300.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.004G000300.1 4 -1 1 22
uagcuuaucagacugauguugacPhvul.004G000300.1 4 -1 1 23
uagcuuaucagacugauguugaPhvul.004G126100.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.004G126100.1 4 -1 1 22
uagcuuaucagacugauguugacPhvul.004G126100.1 4 -1 1 23
uagcuuaucagacugauguugaPhvul.005G063700.2 4 -1 1 22
uagcuuaucagacugauguugaPhvul.005G063700.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.005G063700.2 4 -1 1 22
uagcuuaucagacugauguugaPhvul.005G063700.1 4 -1 1 22
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uagcuuaucagacugauguugacPhvul.005G063700.2 4 -1 1 23
uagcuuaucagacugauguugacPhvul.005G063700.1 4 -1 1 23
uagcuuaucagacugauguugaPhvul.007G020600.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.007G020600.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.007G020700.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.007G020700.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.007G080800.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.007G080800.1 4 -1 1 22
uagcuuaucagacugauguugacPhvul.007G080800.1 4 -1 1 23
uagcuuaucagacugauguugaPhvul.007G254000.2 4 -1 1 22
uagcuuaucagacugauguugaPhvul.007G254000.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.007G254000.2 4 -1 1 22
uagcuuaucagacugauguugaPhvul.007G254000.1 4 -1 1 22
uagcuuaucagacugauguugacPhvul.007G254000.2 4 -1 1 23
uagcuuaucagacugauguugacPhvul.007G254000.1 4 -1 1 23
uagcuuaucagacugauguugaPhvul.008G212500.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.008G212500.1 4 -1 1 22
uagcuuaucagacugauguugacPhvul.008G212500.1 4 -1 1 23
uagcuuaucagacugauguugaPhvul.008G266300.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.008G266300.1 4 -1 1 22
uagcuuaucagacugauguugacPhvul.008G266300.1 4 -1 1 23
uagcuuaucagacugauguugaPhvul.011G002600.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.011G002600.1 4 -1 1 22
uagcuuaucagacugauguugacPhvul.011G002600.1 4 -1 1 23
uagcuuaucagacugauguugaPhvul.011G194501.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.011G194501.1 4 -1 1 22
uagcuuaucagacugauguugacPhvul.011G194501.1 4 -1 1 23
uagcuuaucagacugauguugaPhvul.L000308.2 4 -1 1 22
uagcuuaucagacugauguugaPhvul.L000308.1 4 -1 1 22
uagcuuaucagacugauguugaPhvul.L000308.2 4 -1 1 22
uagcuuaucagacugauguugaPhvul.L000308.1 4 -1 1 22
uagcuuaucagacugauguugacPhvul.L000308.2 4 -1 1 23
uagcuuaucagacugauguugacPhvul.L000308.1 4 -1 1 23
uagcuuaucagacugauguugaPhvul.001G021750.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.001G021750.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.001G021750.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.001G168600.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.001G168600.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G010100.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G010100.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.002G010100.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.002G149100.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G149100.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G155200.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G155200.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G211400.1 4.5 -1 1 22
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uagcuuaucagacugauguugaPhvul.002G211400.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.002G211400.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.003G069400.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.003G069400.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.003G141800.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.003G141800.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.003G141800.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.003G239800.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.003G239800.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.003G239800.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.004G053900.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G053900.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G157700.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G157700.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.004G157700.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.004G177000.3 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G177000.2 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G177000.4 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G177000.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G177000.3 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G177000.2 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G177000.4 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G177000.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.004G177000.3 4.5 -1 1 23
uagcuuaucagacugauguugacPhvul.004G177000.2 4.5 -1 1 23
uagcuuaucagacugauguugacPhvul.004G177000.4 4.5 -1 1 23
uagcuuaucagacugauguugacPhvul.004G177000.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.006G103900.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.006G103900.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.006G103900.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.006G158500.2 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.006G158500.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.006G158500.2 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.006G158500.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.006G158500.2 4.5 -1 1 23
uagcuuaucagacugauguugacPhvul.006G158500.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.007G054000.2 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G054000.2 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.007G054000.2 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.007G154900.2 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.3 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.9 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.7 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.6 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.5 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.8 4.5 -1 1 22
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uagcuuaucagacugauguugaPhvul.007G154900.4 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.2 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.3 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.9 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.7 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.6 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.5 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.8 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.4 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.15 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.13 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.14 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.11 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.12 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.10 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.15 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.13 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.14 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.11 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.12 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G154900.10 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.008G106500.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.008G106500.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G021300.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G021300.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.009G021300.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.009G097000.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G097000.2 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G097000.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G097000.2 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G122000.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G122000.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G227900.2 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G227900.3 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G227900.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G227900.2 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G227900.3 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G227900.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.009G227900.2 4.5 -1 1 23
uagcuuaucagacugauguugacPhvul.009G227900.3 4.5 -1 1 23
uagcuuaucagacugauguugacPhvul.009G227900.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.010G159600.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.010G159600.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.011G084000.1 4.5 -1 1 22
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uagcuuaucagacugauguugaPhvul.011G084000.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.011G084000.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.011G130500.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.011G130500.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.011G130500.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.011G158500.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.011G158500.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.011G158500.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.011G198100.1 4.5 -1 1 22
uagcuuaucagacugauguugaPhvul.011G198100.1 4.5 -1 1 22
uagcuuaucagacugauguugacPhvul.011G198100.1 4.5 -1 1 23
uagcuuaucagacugauguugaPhvul.001G199500.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.001G199500.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.001G199500.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.002G005300.2 5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G005300.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G005300.2 5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G005300.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.002G005300.2 5 -1 1 23
uagcuuaucagacugauguugacPhvul.002G005300.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.002G119100.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G119100.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.002G119100.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.002G132700.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G132700.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.002G132700.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.002G141000.2 5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G141000.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G141000.2 5 -1 1 22
uagcuuaucagacugauguugaPhvul.002G141000.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.003G131900.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.003G131900.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.003G131900.1 5 -1 1 23
uagcuuaucagacugauguugacPhvul.003G225700.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.003G238000.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.003G238000.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.003G259300.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.003G259300.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.003G259300.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.004G037700.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G037700.3 5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G037700.2 5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G037700.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G037700.3 5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G037700.2 5 -1 1 22
uagcuuaucagacugauguugacPhvul.004G037700.1 5 -1 1 23
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uagcuuaucagacugauguugacPhvul.004G037700.3 5 -1 1 23
uagcuuaucagacugauguugacPhvul.004G037700.2 5 -1 1 23
uagcuuaucagacugauguugaPhvul.004G089300.2 5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G089300.4 5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G089300.2 5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G089300.4 5 -1 1 22
uagcuuaucagacugauguugacPhvul.004G089300.2 5 -1 1 23
uagcuuaucagacugauguugacPhvul.004G089300.4 5 -1 1 23
uagcuuaucagacugauguugaPhvul.004G174700.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.004G174700.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.004G174700.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.005G125500.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.005G125500.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.006G044400.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.006G044400.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.006G044400.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.007G072700.3 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.9 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.8 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.6 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.7 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.2 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.5 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.3 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.9 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.8 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.6 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.7 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.2 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.5 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.12 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.13 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.10 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.11 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.12 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.13 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.10 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G072700.11 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G215400.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G215400.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.007G215400.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.007G249800.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.007G249800.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.007G249800.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.008G074600.3 5 -1 1 22
uagcuuaucagacugauguugaPhvul.008G074600.2 5 -1 1 22
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uagcuuaucagacugauguugaPhvul.008G074600.4 5 -1 1 22
uagcuuaucagacugauguugaPhvul.008G074600.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.008G074600.3 5 -1 1 22
uagcuuaucagacugauguugaPhvul.008G074600.2 5 -1 1 22
uagcuuaucagacugauguugaPhvul.008G074600.4 5 -1 1 22
uagcuuaucagacugauguugaPhvul.008G074600.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.008G123400.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.008G123400.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.008G129500.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.008G129500.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.008G129500.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.008G164600.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.008G164600.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.008G164600.1 5 -1 1 23
uagcuuaucagacugauguugacPhvul.008G225300.1 5 -1 1 23
uagcuuaucagacugauguugacPhvul.008G230200.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.009G030500.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G030500.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.009G030500.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.009G099700.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G099700.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.009G099700.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.009G233000.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.009G233000.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.009G233000.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.010G021700.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.010G021700.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.010G021700.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.010G104900.2 5 -1 1 22
uagcuuaucagacugauguugaPhvul.010G104900.2 5 -1 1 22
uagcuuaucagacugauguugacPhvul.010G104900.2 5 -1 1 23
uagcuuaucagacugauguugaPhvul.010G129400.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.010G129400.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.010G129400.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.010G157900.4 5 -1 1 22
uagcuuaucagacugauguugaPhvul.010G157900.3 5 -1 1 22
uagcuuaucagacugauguugaPhvul.010G157900.2 5 -1 1 22
uagcuuaucagacugauguugaPhvul.010G157900.4 5 -1 1 22
uagcuuaucagacugauguugaPhvul.010G157900.3 5 -1 1 22
uagcuuaucagacugauguugaPhvul.010G157900.2 5 -1 1 22
uagcuuaucagacugauguugacPhvul.010G157900.4 5 -1 1 23
uagcuuaucagacugauguugacPhvul.010G157900.3 5 -1 1 23
uagcuuaucagacugauguugacPhvul.010G157900.2 5 -1 1 23
uagcuuaucagacugauguugaPhvul.011G006200.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.011G006200.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.011G006200.1 5 -1 1 23
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uagcuuaucagacugauguugaPhvul.011G161100.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.011G161100.1 5 -1 1 22
uagcuuaucagacugauguugacPhvul.011G161100.1 5 -1 1 23
uagcuuaucagacugauguugaPhvul.011G161900.1 5 -1 1 22
uagcuuaucagacugauguugaPhvul.011G161900.1 5 -1 1 22
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Target_start Target_end miRNA_aligned_fragmentalignment Target_aligned_fragmentInhibition Target_Desc.
1193 1214 UAGCUUAUCAGACUGAUGUUGA   ::::..:::::.::::: :AGCACAUUGGUCUGGUAAGCCACleavage pacid=37163835 locus=Phvul.004G023066 ID=Phvul.004G023066.1.v2.1 annot-version=v2.1
1193 1214 UAGCUUAUCAGACUGAUGUUGA   ::::..:::::.::::: :AGCACAUUGGUCUGGUAAGCCACleavage pacid=37163835 locus=Phvul.004G023066 ID=Phvul.004G023066.1.v2.1 annot-version=v2.1
1192 1214 UAGCUUAUCAGACUGAUGUUGAC    ::::..:::::.::::: :AAGCACAUUGGUCUGGUAAGCCACleavage pacid=37163835 locus=Phvul.004G023066 ID=Phvul.004G023066.1.v2.1 annot-version=v2.1
1039 1060 UAGCUUAUCAGACUGAUGUUGA     ::::::.::.:.:::::UGAUGAUCAGUUUGGUGAGCUACleavage pacid=37175101 locus=Phvul.002G097400 ID=Phvul.002G097400.1.v2.1 annot-version=v2.1
1039 1060 UAGCUUAUCAGACUGAUGUUGA     ::::::.::.:.:::::UGAUGAUCAGUUUGGUGAGCUACleavage pacid=37175101 locus=Phvul.002G097400 ID=Phvul.002G097400.1.v2.1 annot-version=v2.1
1038 1060 UAGCUUAUCAGACUGAUGUUGAC      ::::::.::.:.:::::CUGAUGAUCAGUUUGGUGAGCUACleavage pacid=37175101 locus=Phvul.002G097400 ID=Phvul.002G097400.1.v2.1 annot-version=v2.1
2781 2802 UAGCUUAUCAGACUGAUGUUGA  :::::. :::::::: :.::AGAACAUUUGUCUGAUAUGUUACleavage pacid=37172071 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1
2784 2805 UAGCUUAUCAGACUGAUGUUGA  :::::. :::::::: :.::AGAACAUUUGUCUGAUAUGUUACleavage pacid=37172070 locus=Phvul.006G008480 ID=Phvul.006G008480.1.v2.1 annot-version=v2.1
2781 2802 UAGCUUAUCAGACUGAUGUUGA  :::::. :::::::: :.::AGAACAUUUGUCUGAUAUGUUACleavage pacid=37172071 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1
2784 2805 UAGCUUAUCAGACUGAUGUUGA  :::::. :::::::: :.::AGAACAUUUGUCUGAUAUGUUACleavage pacid=37172070 locus=Phvul.006G008480 ID=Phvul.006G008480.1.v2.1 annot-version=v2.1
2780 2802 UAGCUUAUCAGACUGAUGUUGAC   :::::. :::::::: :.::UAGAACAUUUGUCUGAUAUGUUACleavage pacid=37172071 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1
2783 2805 UAGCUUAUCAGACUGAUGUUGAC   :::::. :::::::: :.::UAGAACAUUUGUCUGAUAUGUUACleavage pacid=37172070 locus=Phvul.006G008480 ID=Phvul.006G008480.1.v2.1 annot-version=v2.1

811 832 UAGCUUAUCAGACUGAUGUUGA    : :::::.::.::::::.CCCUCCUCAGUUUGGUAAGCUGCleavage pacid=37173573 locus=Phvul.006G029000 ID=Phvul.006G029000.1.v2.1 annot-version=v2.1
811 832 UAGCUUAUCAGACUGAUGUUGA    : :::::.::.::::::.CCCUCCUCAGUUUGGUAAGCUGCleavage pacid=37173573 locus=Phvul.006G029000 ID=Phvul.006G029000.1.v2.1 annot-version=v2.1
810 832 UAGCUUAUCAGACUGAUGUUGAC     : :::::.::.::::::.UCCCUCCUCAGUUUGGUAAGCUGCleavage pacid=37173573 locus=Phvul.006G029000 ID=Phvul.006G029000.1.v2.1 annot-version=v2.1

1572 1594 UAGCUUAUCAGACUGA-UGUUGA:..::: :::::::::: :::::UUGACAGUCAGUCUGAUCAGCUACleavage pacid=37172256 locus=Phvul.006G110300 ID=Phvul.006G110300.1.v2.1 annot-version=v2.1
1572 1594 UAGCUUAUCAGACUGA-UGUUGA:..::: :::::::::: :::::UUGACAGUCAGUCUGAUCAGCUACleavage pacid=37172256 locus=Phvul.006G110300 ID=Phvul.006G110300.1.v2.1 annot-version=v2.1
1571 1594 UAGCUUAUCAGACUGA-UGUUGAC :..::: :::::::::: :::::UUUGACAGUCAGUCUGAUCAGCUACleavage pacid=37172256 locus=Phvul.006G110300 ID=Phvul.006G110300.1.v2.1 annot-version=v2.1
3701 3722 UAGCUUAUCAGACUGAUGUUGA: ::::::::::::.:: :.: UGAACAUCAGUCUGGUACGUUUCleavage pacid=37165162 locus=Phvul.007G191600 ID=Phvul.007G191600.1.v2.1 annot-version=v2.1
3701 3722 UAGCUUAUCAGACUGAUGUUGA: ::::::::::::.:: :.: UGAACAUCAGUCUGGUACGUUUCleavage pacid=37165162 locus=Phvul.007G191600 ID=Phvul.007G191600.1.v2.1 annot-version=v2.1
3700 3722 UAGCUUAUCAGACUGAUGUUGAC : ::::::::::::.:: :.: UUGAACAUCAGUCUGGUACGUUUCleavage pacid=37165162 locus=Phvul.007G191600 ID=Phvul.007G191600.1.v2.1 annot-version=v2.1

263 284 UAGCUUAUCAGACUGAUGUUGA     .:::::: :::::::::UCCUAGUCAGUCAGAUAAGCUATranslation pacid=37168185 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1
263 284 UAGCUUAUCAGACUGAUGUUGA     .:::::: :::::::::UCCUAGUCAGUCAGAUAAGCUATranslation pacid=37168185 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1
262 284 UAGCUUAUCAGACUGAUGUUGAC      .:::::: :::::::::CUCCUAGUCAGUCAGAUAAGCUATranslation pacid=37168185 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1
835 856 UAGCUUAUCAGACUGAUGUUGA::::  :  :::::::::::::UCAAACUGUGUCUGAUAAGCUACleavage pacid=37168889 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1
871 892 UAGCUUAUCAGACUGAUGUUGA::::  :  :::::::::::::UCAAACUGUGUCUGAUAAGCUACleavage pacid=37168890 locus=Phvul.001G264600 ID=Phvul.001G264600.1.v2.1 annot-version=v2.1
835 856 UAGCUUAUCAGACUGAUGUUGA::::  :  :::::::::::::UCAAACUGUGUCUGAUAAGCUACleavage pacid=37168889 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1
871 892 UAGCUUAUCAGACUGAUGUUGA::::  :  :::::::::::::UCAAACUGUGUCUGAUAAGCUACleavage pacid=37168890 locus=Phvul.001G264600 ID=Phvul.001G264600.1.v2.1 annot-version=v2.1
834 856 UAGCUUAUCAGACUGAUGUUGAC ::::  :  :::::::::::::UUCAAACUGUGUCUGAUAAGCUACleavage pacid=37168889 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1
870 892 UAGCUUAUCAGACUGAUGUUGAC ::::  :  :::::::::::::UUCAAACUGUGUCUGAUAAGCUACleavage pacid=37168890 locus=Phvul.001G264600 ID=Phvul.001G264600.1.v2.1 annot-version=v2.1
483 504 UAGCUUAUCAGACUGAUGUUGA :::: ::: :::::::: :::ACAACCUCAUUCUGAUAAACUACleavage pacid=37176460 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1
483 504 UAGCUUAUCAGACUGAUGUUGA :::: ::: :::::::: :::ACAACCUCAUUCUGAUAAACUACleavage pacid=37176460 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1
482 504 UAGCUUAUCAGACUGAUGUUGAC  :::: ::: :::::::: :::AACAACCUCAUUCUGAUAAACUACleavage pacid=37176460 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1

2079 2100 UAGCUUAUCAGACUGAUGUUGA   ::::::::.: :::: .::UGCACAUCAGUUUCAUAAUUUACleavage pacid=37144799 locus=Phvul.003G092500 ID=Phvul.003G092500.1.v2.1 annot-version=v2.1
2079 2100 UAGCUUAUCAGACUGAUGUUGA   ::::::::.: :::: .::UGCACAUCAGUUUCAUAAUUUACleavage pacid=37144799 locus=Phvul.003G092500 ID=Phvul.003G092500.1.v2.1 annot-version=v2.1
1281 1302 UAGCUUAUCAGACUGAUGUUGA    :::::::.:::::: :: AGUUCAUCAGUUUGAUAAACUUCleavage pacid=37161689 locus=Phvul.004G000300 ID=Phvul.004G000300.1.v2.1 annot-version=v2.1
1281 1302 UAGCUUAUCAGACUGAUGUUGA    :::::::.:::::: :: AGUUCAUCAGUUUGAUAAACUUCleavage pacid=37161689 locus=Phvul.004G000300 ID=Phvul.004G000300.1.v2.1 annot-version=v2.1
1280 1302 UAGCUUAUCAGACUGAUGUUGAC     :::::::.:::::: :: CAGUUCAUCAGUUUGAUAAACUUCleavage pacid=37161689 locus=Phvul.004G000300 ID=Phvul.004G000300.1.v2.1 annot-version=v2.1
3452 3473 UAGCUUAUCAGACUGAUGUUGA .::: :::: :::::::: ::AUAACUUCAGACUGAUAAGGUACleavage pacid=37163092 locus=Phvul.004G126100 ID=Phvul.004G126100.1.v2.1 annot-version=v2.1
3452 3473 UAGCUUAUCAGACUGAUGUUGA .::: :::: :::::::: ::AUAACUUCAGACUGAUAAGGUACleavage pacid=37163092 locus=Phvul.004G126100 ID=Phvul.004G126100.1.v2.1 annot-version=v2.1
3451 3473 UAGCUUAUCAGACUGAUGUUGAC: .::: :::: :::::::: ::GAUAACUUCAGACUGAUAAGGUACleavage pacid=37163092 locus=Phvul.004G126100 ID=Phvul.004G126100.1.v2.1 annot-version=v2.1
1823 1846 UAGCUUAUCAGACU--GAUGUUGA .::::::  :::.::::::::: AUAACAUCCAAGUUUGAUAAGCUUCleavage pacid=37152911 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1
1823 1846 UAGCUUAUCAGACU--GAUGUUGA .::::::  :::.::::::::: AUAACAUCCAAGUUUGAUAAGCUUCleavage pacid=37152910 locus=Phvul.005G063700 ID=Phvul.005G063700.1.v2.1 annot-version=v2.1
1823 1846 UAGCUUAUCAGACU--GAUGUUGA .::::::  :::.::::::::: AUAACAUCCAAGUUUGAUAAGCUUCleavage pacid=37152911 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1
1823 1846 UAGCUUAUCAGACU--GAUGUUGA .::::::  :::.::::::::: AUAACAUCCAAGUUUGAUAAGCUUCleavage pacid=37152910 locus=Phvul.005G063700 ID=Phvul.005G063700.1.v2.1 annot-version=v2.1
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1822 1846 UAGCUUAUCAGACU--GAUGUUGAC  .::::::  :::.::::::::: AAUAACAUCCAAGUUUGAUAAGCUUCleavage pacid=37152911 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1
1822 1846 UAGCUUAUCAGACU--GAUGUUGAC  .::::::  :::.::::::::: AAUAACAUCCAAGUUUGAUAAGCUUCleavage pacid=37152910 locus=Phvul.005G063700 ID=Phvul.005G063700.1.v2.1 annot-version=v2.1

287 308 UAGCUUAUCAGACUGAUGUUGA: :: .: ::::::: ::::::UGAAGGUGAGUCUGAAAAGCUACleavage pacid=37166010 locus=Phvul.007G020600 ID=Phvul.007G020600.1.v2.1 annot-version=v2.1
287 308 UAGCUUAUCAGACUGAUGUUGA: :: .: ::::::: ::::::UGAAGGUGAGUCUGAAAAGCUACleavage pacid=37166010 locus=Phvul.007G020600 ID=Phvul.007G020600.1.v2.1 annot-version=v2.1

95 116 UAGCUUAUCAGACUGAUGUUGA: :: .: ::::::: ::::::UGAAGGUGAGUCUGAAAAGCUACleavage pacid=37164227 locus=Phvul.007G020700 ID=Phvul.007G020700.1.v2.1 annot-version=v2.1
95 116 UAGCUUAUCAGACUGAUGUUGA: :: .: ::::::: ::::::UGAAGGUGAGUCUGAAAAGCUACleavage pacid=37164227 locus=Phvul.007G020700 ID=Phvul.007G020700.1.v2.1 annot-version=v2.1

2187 2208 UAGCUUAUCAGACUGAUGUUGA::.::::: : :::::.::.:.UCGACAUCUGCCUGAUGAGUUGCleavage pacid=37167622 locus=Phvul.007G080800 ID=Phvul.007G080800.1.v2.1 annot-version=v2.1
2187 2208 UAGCUUAUCAGACUGAUGUUGA::.::::: : :::::.::.:.UCGACAUCUGCCUGAUGAGUUGCleavage pacid=37167622 locus=Phvul.007G080800 ID=Phvul.007G080800.1.v2.1 annot-version=v2.1
2186 2208 UAGCUUAUCAGACUGAUGUUGAC ::.::::: : :::::.::.:.AUCGACAUCUGCCUGAUGAGUUGCleavage pacid=37167622 locus=Phvul.007G080800 ID=Phvul.007G080800.1.v2.1 annot-version=v2.1

948 969 UAGCUUAUCAGACUGAUGUUGA: .: :::.:::::. :::::.UGGAGAUCGGUCUGGCAAGCUGCleavage pacid=37166958 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1
1098 1119 UAGCUUAUCAGACUGAUGUUGA: .: :::.:::::. :::::.UGGAGAUCGGUCUGGCAAGCUGCleavage pacid=37166957 locus=Phvul.007G254000 ID=Phvul.007G254000.1.v2.1 annot-version=v2.1

948 969 UAGCUUAUCAGACUGAUGUUGA: .: :::.:::::. :::::.UGGAGAUCGGUCUGGCAAGCUGCleavage pacid=37166958 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1
1098 1119 UAGCUUAUCAGACUGAUGUUGA: .: :::.:::::. :::::.UGGAGAUCGGUCUGGCAAGCUGCleavage pacid=37166957 locus=Phvul.007G254000 ID=Phvul.007G254000.1.v2.1 annot-version=v2.1

947 969 UAGCUUAUCAGACUGAUGUUGAC:: .: :::.:::::. :::::.GUGGAGAUCGGUCUGGCAAGCUGCleavage pacid=37166958 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1
1097 1119 UAGCUUAUCAGACUGAUGUUGAC:: .: :::.:::::. :::::.GUGGAGAUCGGUCUGGCAAGCUGCleavage pacid=37166957 locus=Phvul.007G254000 ID=Phvul.007G254000.1.v2.1 annot-version=v2.1
2222 2243 UAGCUUAUCAGACUGAUGUUGA:... ::: :::::::.:::: UUGGGAUCCGUCUGAUGAGCUUCleavage pacid=37159081 locus=Phvul.008G212500 ID=Phvul.008G212500.1.v2.1 annot-version=v2.1
2222 2243 UAGCUUAUCAGACUGAUGUUGA:... ::: :::::::.:::: UUGGGAUCCGUCUGAUGAGCUUCleavage pacid=37159081 locus=Phvul.008G212500 ID=Phvul.008G212500.1.v2.1 annot-version=v2.1
2221 2243 UAGCUUAUCAGACUGAUGUUGAC :... ::: :::::::.:::: AUUGGGAUCCGUCUGAUGAGCUUCleavage pacid=37159081 locus=Phvul.008G212500 ID=Phvul.008G212500.1.v2.1 annot-version=v2.1
1470 1491 UAGCUUAUCAGACUGAUGUUGA:::.::: ::::::.::: .::UCAGCAUAAGUCUGGUAACUUACleavage pacid=37158281 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1
1470 1491 UAGCUUAUCAGACUGAUGUUGA:::.::: ::::::.::: .::UCAGCAUAAGUCUGGUAACUUACleavage pacid=37158281 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1
1469 1491 UAGCUUAUCAGACUGAUGUUGAC :::.::: ::::::.::: .::AUCAGCAUAAGUCUGGUAACUUACleavage pacid=37158281 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1
1096 1117 UAGCUUAUCAGACUGAUGUUGA ::.:::..::. :.:::::::ACAGCAUUGGUUAGGUAAGCUATranslation pacid=37155004 locus=Phvul.011G002600 ID=Phvul.011G002600.1.v2.1 annot-version=v2.1
1096 1117 UAGCUUAUCAGACUGAUGUUGA ::.:::..::. :.:::::::ACAGCAUUGGUUAGGUAAGCUATranslation pacid=37155004 locus=Phvul.011G002600 ID=Phvul.011G002600.1.v2.1 annot-version=v2.1
1095 1117 UAGCUUAUCAGACUGAUGUUGAC  ::.:::..::. :.:::::::AACAGCAUUGGUUAGGUAAGCUATranslation pacid=37155004 locus=Phvul.011G002600 ID=Phvul.011G002600.1.v2.1 annot-version=v2.1

852 873 UAGCUUAUCAGACUGAUGUUGA:.:.::::::::::::..: : UUAGCAUCAGUCUGAUGGGGUCCleavage pacid=37155693 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1
852 873 UAGCUUAUCAGACUGAUGUUGA:.:.::::::::::::..: : UUAGCAUCAGUCUGAUGGGGUCCleavage pacid=37155693 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1
851 873 UAGCUUAUCAGACUGAUGUUGAC :.:.::::::::::::..: : AUUAGCAUCAGUCUGAUGGGGUCCleavage pacid=37155693 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1

99 120 UAGCUUAUCAGACUGAUGUUGA :::.::.:::.::::: :.:.GCAAUAUUAGUUUGAUAUGUUGCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
99 120 UAGCUUAUCAGACUGAUGUUGA :::.::.:::.::::: :.:.GCAAUAUUAGUUUGAUAUGUUGCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1
99 120 UAGCUUAUCAGACUGAUGUUGA :::.::.:::.::::: :.:.GCAAUAUUAGUUUGAUAUGUUGCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
99 120 UAGCUUAUCAGACUGAUGUUGA :::.::.:::.::::: :.:.GCAAUAUUAGUUUGAUAUGUUGCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1
98 120 UAGCUUAUCAGACUGAUGUUGAC  :::.::.:::.::::: :.:.AGCAAUAUUAGUUUGAUAUGUUGCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
98 120 UAGCUUAUCAGACUGAUGUUGAC  :::.::.:::.::::: :.:.AGCAAUAUUAGUUUGAUAUGUUGCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1

459 480 UAGCUUAUCAGACUGAUGUUGA  ::::: :: .:::::::.: AGAACAUGAGCUUGAUAAGUUCCleavage pacid=37170232 locus=Phvul.001G021750 ID=Phvul.001G021750.1.v2.1 annot-version=v2.1
459 480 UAGCUUAUCAGACUGAUGUUGA  ::::: :: .:::::::.: AGAACAUGAGCUUGAUAAGUUCCleavage pacid=37170232 locus=Phvul.001G021750 ID=Phvul.001G021750.1.v2.1 annot-version=v2.1
458 480 UAGCUUAUCAGACUGAUGUUGAC   ::::: :: .:::::::.: UAGAACAUGAGCUUGAUAAGUUCCleavage pacid=37170232 locus=Phvul.001G021750 ID=Phvul.001G021750.1.v2.1 annot-version=v2.1
780 801 UAGCUUAUCAGACUGAUGUUGA     ::::::: ::::.:.::UAGUGAUCAGUCAGAUAGGUUATranslation pacid=37169040 locus=Phvul.001G168600 ID=Phvul.001G168600.1.v2.1 annot-version=v2.1
780 801 UAGCUUAUCAGACUGAUGUUGA     ::::::: ::::.:.::UAGUGAUCAGUCAGAUAGGUUATranslation pacid=37169040 locus=Phvul.001G168600 ID=Phvul.001G168600.1.v2.1 annot-version=v2.1
661 682 UAGCUUAUCAGACUGAUGUUGA: ...::.: ::::::.:::: UGGGUAUUACUCUGAUGAGCUUCleavage pacid=37176961 locus=Phvul.002G010100 ID=Phvul.002G010100.1.v2.1 annot-version=v2.1
661 682 UAGCUUAUCAGACUGAUGUUGA: ...::.: ::::::.:::: UGGGUAUUACUCUGAUGAGCUUCleavage pacid=37176961 locus=Phvul.002G010100 ID=Phvul.002G010100.1.v2.1 annot-version=v2.1
660 682 UAGCUUAUCAGACUGAUGUUGAC : ...::.: ::::::.:::: UUGGGUAUUACUCUGAUGAGCUUCleavage pacid=37176961 locus=Phvul.002G010100 ID=Phvul.002G010100.1.v2.1 annot-version=v2.1
768 789 UAGCUUAUCAGACUGAUGUUGA     ::::::: ::::.:.::UACUGAUCAGUCAGAUAGGUUATranslation pacid=37174417 locus=Phvul.002G149100 ID=Phvul.002G149100.1.v2.1 annot-version=v2.1
768 789 UAGCUUAUCAGACUGAUGUUGA     ::::::: ::::.:.::UACUGAUCAGUCAGAUAGGUUATranslation pacid=37174417 locus=Phvul.002G149100 ID=Phvul.002G149100.1.v2.1 annot-version=v2.1

1209 1230 UAGCUUAUCAGACUGAUGUUGA  :::. .:::.::.:.::.:.AGAACGCUAGUUUGGUGAGUUGCleavage pacid=37174540 locus=Phvul.002G155200 ID=Phvul.002G155200.1.v2.1 annot-version=v2.1
1209 1230 UAGCUUAUCAGACUGAUGUUGA  :::. .:::.::.:.::.:.AGAACGCUAGUUUGGUGAGUUGCleavage pacid=37174540 locus=Phvul.002G155200 ID=Phvul.002G155200.1.v2.1 annot-version=v2.1
2296 2317 UAGCUUAUCAGACUGAUGUUGA ::. : ::::.:::::.:.:.GCAGAAACAGUUUGAUAGGUUGCleavage pacid=37175454 locus=Phvul.002G211400 ID=Phvul.002G211400.1.v2.1 annot-version=v2.1

Page 729 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

2296 2317 UAGCUUAUCAGACUGAUGUUGA ::. : ::::.:::::.:.:.GCAGAAACAGUUUGAUAGGUUGCleavage pacid=37175454 locus=Phvul.002G211400 ID=Phvul.002G211400.1.v2.1 annot-version=v2.1
2295 2317 UAGCUUAUCAGACUGAUGUUGAC  ::. : ::::.:::::.:.:.UGCAGAAACAGUUUGAUAGGUUGCleavage pacid=37175454 locus=Phvul.002G211400 ID=Phvul.002G211400.1.v2.1 annot-version=v2.1

831 852 UAGCUUAUCAGACUGAUGUUGA     ::::::: ::::.:.::UAGUGAUCAGUCAGAUAGGUUATranslation pacid=37147834 locus=Phvul.003G069400 ID=Phvul.003G069400.1.v2.1 annot-version=v2.1
831 852 UAGCUUAUCAGACUGAUGUUGA     ::::::: ::::.:.::UAGUGAUCAGUCAGAUAGGUUATranslation pacid=37147834 locus=Phvul.003G069400 ID=Phvul.003G069400.1.v2.1 annot-version=v2.1
294 315 UAGCUUAUCAGACUGAUGUUGA: .::::.. ::: .:::::::UGGACAUUGAUCUUGUAAGCUACleavage pacid=37145836 locus=Phvul.003G141800 ID=Phvul.003G141800.1.v2.1 annot-version=v2.1
294 315 UAGCUUAUCAGACUGAUGUUGA: .::::.. ::: .:::::::UGGACAUUGAUCUUGUAAGCUACleavage pacid=37145836 locus=Phvul.003G141800 ID=Phvul.003G141800.1.v2.1 annot-version=v2.1
293 315 UAGCUUAUCAGACUGAUGUUGAC:: .::::.. ::: .:::::::GUGGACAUUGAUCUUGUAAGCUACleavage pacid=37145836 locus=Phvul.003G141800 ID=Phvul.003G141800.1.v2.1 annot-version=v2.1
125 146 UAGCUUAUCAGACUGAUGUUGA: :.:: ..:::::::..::: UGAGCACUGGUCUGAUGGGCUUCleavage pacid=37144932 locus=Phvul.003G239800 ID=Phvul.003G239800.1.v2.1 annot-version=v2.1
125 146 UAGCUUAUCAGACUGAUGUUGA: :.:: ..:::::::..::: UGAGCACUGGUCUGAUGGGCUUCleavage pacid=37144932 locus=Phvul.003G239800 ID=Phvul.003G239800.1.v2.1 annot-version=v2.1
124 146 UAGCUUAUCAGACUGAUGUUGAC : :.:: ..:::::::..::: AUGAGCACUGGUCUGAUGGGCUUCleavage pacid=37144932 locus=Phvul.003G239800 ID=Phvul.003G239800.1.v2.1 annot-version=v2.1
780 801 UAGCUUAUCAGACUGAUGUUGA     ::::::: ::::.:.::UAGUGAUCAGUCAGAUAGGUUATranslation pacid=37162038 locus=Phvul.004G053900 ID=Phvul.004G053900.1.v2.1 annot-version=v2.1
780 801 UAGCUUAUCAGACUGAUGUUGA     ::::::: ::::.:.::UAGUGAUCAGUCAGAUAGGUUATranslation pacid=37162038 locus=Phvul.004G053900 ID=Phvul.004G053900.1.v2.1 annot-version=v2.1
714 734 UAGCUUAUCAGACUGAUGUUGA ::.:: ::::.:::: :::::ACAGCA-CAGUUUGAUCAGCUACleavage pacid=37163883 locus=Phvul.004G157700 ID=Phvul.004G157700.1.v2.1 annot-version=v2.1
714 734 UAGCUUAUCAGACUGAUGUUGA ::.:: ::::.:::: :::::ACAGCA-CAGUUUGAUCAGCUACleavage pacid=37163883 locus=Phvul.004G157700 ID=Phvul.004G157700.1.v2.1 annot-version=v2.1
713 734 UAGCUUAUCAGACUGAUGUUGAC  ::.:: ::::.:::: :::::CACAGCA-CAGUUUGAUCAGCUACleavage pacid=37163883 locus=Phvul.004G157700 ID=Phvul.004G157700.1.v2.1 annot-version=v2.1

1341 1362 UAGCUUAUCAGACUGAUGUUGA::.::: ..::.: .:::::::UCGACACUGGUUUCGUAAGCUACleavage pacid=37161584 locus=Phvul.004G177000 ID=Phvul.004G177000.3.v2.1 annot-version=v2.1
1258 1279 UAGCUUAUCAGACUGAUGUUGA::.::: ..::.: .:::::::UCGACACUGGUUUCGUAAGCUACleavage pacid=37161587 locus=Phvul.004G177000 ID=Phvul.004G177000.2.v2.1 annot-version=v2.1
1418 1439 UAGCUUAUCAGACUGAUGUUGA::.::: ..::.: .:::::::UCGACACUGGUUUCGUAAGCUACleavage pacid=37161586 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1
1414 1435 UAGCUUAUCAGACUGAUGUUGA::.::: ..::.: .:::::::UCGACACUGGUUUCGUAAGCUACleavage pacid=37161585 locus=Phvul.004G177000 ID=Phvul.004G177000.1.v2.1 annot-version=v2.1
1341 1362 UAGCUUAUCAGACUGAUGUUGA::.::: ..::.: .:::::::UCGACACUGGUUUCGUAAGCUACleavage pacid=37161584 locus=Phvul.004G177000 ID=Phvul.004G177000.3.v2.1 annot-version=v2.1
1258 1279 UAGCUUAUCAGACUGAUGUUGA::.::: ..::.: .:::::::UCGACACUGGUUUCGUAAGCUACleavage pacid=37161587 locus=Phvul.004G177000 ID=Phvul.004G177000.2.v2.1 annot-version=v2.1
1418 1439 UAGCUUAUCAGACUGAUGUUGA::.::: ..::.: .:::::::UCGACACUGGUUUCGUAAGCUACleavage pacid=37161586 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1
1414 1435 UAGCUUAUCAGACUGAUGUUGA::.::: ..::.: .:::::::UCGACACUGGUUUCGUAAGCUACleavage pacid=37161585 locus=Phvul.004G177000 ID=Phvul.004G177000.1.v2.1 annot-version=v2.1
1340 1362 UAGCUUAUCAGACUGAUGUUGAC ::.::: ..::.: .:::::::AUCGACACUGGUUUCGUAAGCUACleavage pacid=37161584 locus=Phvul.004G177000 ID=Phvul.004G177000.3.v2.1 annot-version=v2.1
1257 1279 UAGCUUAUCAGACUGAUGUUGAC ::.::: ..::.: .:::::::AUCGACACUGGUUUCGUAAGCUACleavage pacid=37161587 locus=Phvul.004G177000 ID=Phvul.004G177000.2.v2.1 annot-version=v2.1
1417 1439 UAGCUUAUCAGACUGAUGUUGAC ::.::: ..::.: .:::::::AUCGACACUGGUUUCGUAAGCUACleavage pacid=37161586 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1
1413 1435 UAGCUUAUCAGACUGAUGUUGAC ::.::: ..::.: .:::::::AUCGACACUGGUUUCGUAAGCUACleavage pacid=37161585 locus=Phvul.004G177000 ID=Phvul.004G177000.1.v2.1 annot-version=v2.1
1969 1990 UAGCUUAUCAGACUGAUGUUGA :: .::::::::::: ::.: GCACUAUCAGUCUGAUCAGUUUCleavage pacid=37173217 locus=Phvul.006G103900 ID=Phvul.006G103900.1.v2.1 annot-version=v2.1
1969 1990 UAGCUUAUCAGACUGAUGUUGA :: .::::::::::: ::.: GCACUAUCAGUCUGAUCAGUUUCleavage pacid=37173217 locus=Phvul.006G103900 ID=Phvul.006G103900.1.v2.1 annot-version=v2.1
1968 1990 UAGCUUAUCAGACUGAUGUUGAC  :: .::::::::::: ::.: UGCACUAUCAGUCUGAUCAGUUUCleavage pacid=37173217 locus=Phvul.006G103900 ID=Phvul.006G103900.1.v2.1 annot-version=v2.1

441 462 UAGCUUAUCAGACUGAUGUUGA ::: :::: ::::::..:.:.CCAAGAUCAUUCUGAUGGGUUGCleavage pacid=37172535 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1
671 692 UAGCUUAUCAGACUGAUGUUGA ::: :::: ::::::..:.:.CCAAGAUCAUUCUGAUGGGUUGCleavage pacid=37172534 locus=Phvul.006G158500 ID=Phvul.006G158500.1.v2.1 annot-version=v2.1
441 462 UAGCUUAUCAGACUGAUGUUGA ::: :::: ::::::..:.:.CCAAGAUCAUUCUGAUGGGUUGCleavage pacid=37172535 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1
671 692 UAGCUUAUCAGACUGAUGUUGA ::: :::: ::::::..:.:.CCAAGAUCAUUCUGAUGGGUUGCleavage pacid=37172534 locus=Phvul.006G158500 ID=Phvul.006G158500.1.v2.1 annot-version=v2.1
440 462 UAGCUUAUCAGACUGAUGUUGAC  ::: :::: ::::::..:.:.ACCAAGAUCAUUCUGAUGGGUUGCleavage pacid=37172535 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1
670 692 UAGCUUAUCAGACUGAUGUUGAC  ::: :::: ::::::..:.:.ACCAAGAUCAUUCUGAUGGGUUGCleavage pacid=37172534 locus=Phvul.006G158500 ID=Phvul.006G158500.1.v2.1 annot-version=v2.1
454 475 UAGCUUAUCAGACUGAUGUUGA:::.::::.::. :::.:::: UCAGCAUCGGUUAGAUGAGCUUTranslation pacid=37164242 locus=Phvul.007G054000 ID=Phvul.007G054000.2.v2.1 annot-version=v2.1
454 475 UAGCUUAUCAGACUGAUGUUGA:::.::::.::. :::.:::: UCAGCAUCGGUUAGAUGAGCUUTranslation pacid=37164242 locus=Phvul.007G054000 ID=Phvul.007G054000.2.v2.1 annot-version=v2.1
453 475 UAGCUUAUCAGACUGAUGUUGAC :::.::::.::. :::.:::: UUCAGCAUCGGUUAGAUGAGCUUTranslation pacid=37164242 locus=Phvul.007G054000 ID=Phvul.007G054000.2.v2.1 annot-version=v2.1

1920 1941 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166324 locus=Phvul.007G154900 ID=Phvul.007G154900.2.v2.1 annot-version=v2.1
1924 1945 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166325 locus=Phvul.007G154900 ID=Phvul.007G154900.3.v2.1 annot-version=v2.1
1993 2014 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166322 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1
2005 2026 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166320 locus=Phvul.007G154900 ID=Phvul.007G154900.7.v2.1 annot-version=v2.1
2005 2026 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166319 locus=Phvul.007G154900 ID=Phvul.007G154900.6.v2.1 annot-version=v2.1
2009 2030 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166318 locus=Phvul.007G154900 ID=Phvul.007G154900.5.v2.1 annot-version=v2.1
2009 2030 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166321 locus=Phvul.007G154900 ID=Phvul.007G154900.8.v2.1 annot-version=v2.1
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2097 2118 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166317 locus=Phvul.007G154900 ID=Phvul.007G154900.4.v2.1 annot-version=v2.1
2101 2122 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166316 locus=Phvul.007G154900 ID=Phvul.007G154900.1.v2.1 annot-version=v2.1
1920 1941 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166324 locus=Phvul.007G154900 ID=Phvul.007G154900.2.v2.1 annot-version=v2.1
1924 1945 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166325 locus=Phvul.007G154900 ID=Phvul.007G154900.3.v2.1 annot-version=v2.1
1993 2014 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166322 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1
2005 2026 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166320 locus=Phvul.007G154900 ID=Phvul.007G154900.7.v2.1 annot-version=v2.1
2005 2026 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166319 locus=Phvul.007G154900 ID=Phvul.007G154900.6.v2.1 annot-version=v2.1
2009 2030 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166318 locus=Phvul.007G154900 ID=Phvul.007G154900.5.v2.1 annot-version=v2.1
2009 2030 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166321 locus=Phvul.007G154900 ID=Phvul.007G154900.8.v2.1 annot-version=v2.1
2097 2118 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166317 locus=Phvul.007G154900 ID=Phvul.007G154900.4.v2.1 annot-version=v2.1
2101 2122 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166316 locus=Phvul.007G154900 ID=Phvul.007G154900.1.v2.1 annot-version=v2.1
1629 1650 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166330 locus=Phvul.007G154900 ID=Phvul.007G154900.15.v2.1 annot-version=v2.1
1827 1848 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166328 locus=Phvul.007G154900 ID=Phvul.007G154900.13.v2.1 annot-version=v2.1
1831 1852 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166329 locus=Phvul.007G154900 ID=Phvul.007G154900.14.v2.1 annot-version=v2.1
1828 1849 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166326 locus=Phvul.007G154900 ID=Phvul.007G154900.11.v2.1 annot-version=v2.1
1832 1853 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166327 locus=Phvul.007G154900 ID=Phvul.007G154900.12.v2.1 annot-version=v2.1
1997 2018 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166323 locus=Phvul.007G154900 ID=Phvul.007G154900.10.v2.1 annot-version=v2.1
1629 1650 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166330 locus=Phvul.007G154900 ID=Phvul.007G154900.15.v2.1 annot-version=v2.1
1827 1848 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166328 locus=Phvul.007G154900 ID=Phvul.007G154900.13.v2.1 annot-version=v2.1
1831 1852 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166329 locus=Phvul.007G154900 ID=Phvul.007G154900.14.v2.1 annot-version=v2.1
1828 1849 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166326 locus=Phvul.007G154900 ID=Phvul.007G154900.11.v2.1 annot-version=v2.1
1832 1853 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166327 locus=Phvul.007G154900 ID=Phvul.007G154900.12.v2.1 annot-version=v2.1
1997 2018 UAGCUUAUCAGACUGAUGUUGA: :.::: .:::::.:.: :::UGAGCAUAGGUCUGGUGAUCUACleavage pacid=37166323 locus=Phvul.007G154900 ID=Phvul.007G154900.10.v2.1 annot-version=v2.1
1728 1749 UAGCUUAUCAGACUGAUGUUGA:: :.:: :::.::.::: .::UCCAUAUGAGUUUGGUAAAUUACleavage pacid=37158049 locus=Phvul.008G106500 ID=Phvul.008G106500.1.v2.1 annot-version=v2.1
1728 1749 UAGCUUAUCAGACUGAUGUUGA:: :.:: :::.::.::: .::UCCAUAUGAGUUUGGUAAAUUACleavage pacid=37158049 locus=Phvul.008G106500 ID=Phvul.008G106500.1.v2.1 annot-version=v2.1
1146 1167 UAGCUUAUCAGACUGAUGUUGA::. ::::.::.::: ::::: UCGUCAUCGGUUUGACAAGCUUCleavage pacid=37150677 locus=Phvul.009G021300 ID=Phvul.009G021300.1.v2.1 annot-version=v2.1
1146 1167 UAGCUUAUCAGACUGAUGUUGA::. ::::.::.::: ::::: UCGUCAUCGGUUUGACAAGCUUCleavage pacid=37150677 locus=Phvul.009G021300 ID=Phvul.009G021300.1.v2.1 annot-version=v2.1
1145 1167 UAGCUUAUCAGACUGAUGUUGAC ::. ::::.::.::: ::::: UUCGUCAUCGGUUUGACAAGCUUCleavage pacid=37150677 locus=Phvul.009G021300 ID=Phvul.009G021300.1.v2.1 annot-version=v2.1

750 771 UAGCUUAUCAGACUGAUGUUGA  .::.:::: .::::.: :::AAGACGUCAGAUUGAUGACCUACleavage pacid=37150781 locus=Phvul.009G097000 ID=Phvul.009G097000.1.v2.1 annot-version=v2.1
751 772 UAGCUUAUCAGACUGAUGUUGA  .::.:::: .::::.: :::AAGACGUCAGAUUGAUGACCUACleavage pacid=37150782 locus=Phvul.009G097000 ID=Phvul.009G097000.2.v2.1 annot-version=v2.1
750 771 UAGCUUAUCAGACUGAUGUUGA  .::.:::: .::::.: :::AAGACGUCAGAUUGAUGACCUACleavage pacid=37150781 locus=Phvul.009G097000 ID=Phvul.009G097000.1.v2.1 annot-version=v2.1
751 772 UAGCUUAUCAGACUGAUGUUGA  .::.:::: .::::.: :::AAGACGUCAGAUUGAUGACCUACleavage pacid=37150782 locus=Phvul.009G097000 ID=Phvul.009G097000.2.v2.1 annot-version=v2.1
786 807 UAGCUUAUCAGACUGAUGUUGA     ::::::: ::::.:.::UAGUGAUCAGUCAGAUAGGUUATranslation pacid=37149389 locus=Phvul.009G122000 ID=Phvul.009G122000.1.v2.1 annot-version=v2.1
786 807 UAGCUUAUCAGACUGAUGUUGA     ::::::: ::::.:.::UAGUGAUCAGUCAGAUAGGUUATranslation pacid=37149389 locus=Phvul.009G122000 ID=Phvul.009G122000.1.v2.1 annot-version=v2.1

2152 2173 UAGCUUAUCAGACUGAUGUUGA:: .:::::::.: :: ::.::UCUGCAUCAGUUUUAUCAGUUACleavage pacid=37150214 locus=Phvul.009G227900 ID=Phvul.009G227900.2.v2.1 annot-version=v2.1
2237 2258 UAGCUUAUCAGACUGAUGUUGA:: .:::::::.: :: ::.::UCUGCAUCAGUUUUAUCAGUUACleavage pacid=37150215 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1
2326 2347 UAGCUUAUCAGACUGAUGUUGA:: .:::::::.: :: ::.::UCUGCAUCAGUUUUAUCAGUUACleavage pacid=37150213 locus=Phvul.009G227900 ID=Phvul.009G227900.1.v2.1 annot-version=v2.1
2152 2173 UAGCUUAUCAGACUGAUGUUGA:: .:::::::.: :: ::.::UCUGCAUCAGUUUUAUCAGUUACleavage pacid=37150214 locus=Phvul.009G227900 ID=Phvul.009G227900.2.v2.1 annot-version=v2.1
2237 2258 UAGCUUAUCAGACUGAUGUUGA:: .:::::::.: :: ::.::UCUGCAUCAGUUUUAUCAGUUACleavage pacid=37150215 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1
2326 2347 UAGCUUAUCAGACUGAUGUUGA:: .:::::::.: :: ::.::UCUGCAUCAGUUUUAUCAGUUACleavage pacid=37150213 locus=Phvul.009G227900 ID=Phvul.009G227900.1.v2.1 annot-version=v2.1
2151 2173 UAGCUUAUCAGACUGAUGUUGAC :: .:::::::.: :: ::.::AUCUGCAUCAGUUUUAUCAGUUACleavage pacid=37150214 locus=Phvul.009G227900 ID=Phvul.009G227900.2.v2.1 annot-version=v2.1
2236 2258 UAGCUUAUCAGACUGAUGUUGAC :: .:::::::.: :: ::.::AUCUGCAUCAGUUUUAUCAGUUACleavage pacid=37150215 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1
2325 2347 UAGCUUAUCAGACUGAUGUUGAC :: .:::::::.: :: ::.::AUCUGCAUCAGUUUUAUCAGUUACleavage pacid=37150213 locus=Phvul.009G227900 ID=Phvul.009G227900.1.v2.1 annot-version=v2.1

908 929 UAGCUUAUCAGACUGAUGUUGA  :: ::.: :::::::::: :GGAAAAUUAAUCUGAUAAGCCACleavage pacid=37143260 locus=Phvul.010G159600 ID=Phvul.010G159600.1.v2.1 annot-version=v2.1
908 929 UAGCUUAUCAGACUGAUGUUGA  :: ::.: :::::::::: :GGAAAAUUAAUCUGAUAAGCCACleavage pacid=37143260 locus=Phvul.010G159600 ID=Phvul.010G159600.1.v2.1 annot-version=v2.1

1518 1539 UAGCUUAUCAGACUGAUGUUGA ::.:::: : :::: ::::::CCAGCAUCUGGCUGAAAAGCUACleavage pacid=37155215 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1
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1518 1539 UAGCUUAUCAGACUGAUGUUGA ::.:::: : :::: ::::::CCAGCAUCUGGCUGAAAAGCUACleavage pacid=37155215 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1
1517 1539 UAGCUUAUCAGACUGAUGUUGAC  ::.:::: : :::: ::::::ACCAGCAUCUGGCUGAAAAGCUACleavage pacid=37155215 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1

752 773 UAGCUUAUCAGACUGAUGUUGA:::. : :::: :::::::.::UCAGGAGCAGUAUGAUAAGUUATranslation pacid=37156647 locus=Phvul.011G130500 ID=Phvul.011G130500.1.v2.1 annot-version=v2.1
752 773 UAGCUUAUCAGACUGAUGUUGA:::. : :::: :::::::.::UCAGGAGCAGUAUGAUAAGUUATranslation pacid=37156647 locus=Phvul.011G130500 ID=Phvul.011G130500.1.v2.1 annot-version=v2.1
751 773 UAGCUUAUCAGACUGAUGUUGAC :::. : :::: :::::::.::CUCAGGAGCAGUAUGAUAAGUUATranslation pacid=37156647 locus=Phvul.011G130500 ID=Phvul.011G130500.1.v2.1 annot-version=v2.1

3 24 UAGCUUAUCAGACUGAUGUUGA   :::::: :::::::::.  CACACAUCAUUCUGAUAAGUGCCleavage pacid=37155521 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1
3 24 UAGCUUAUCAGACUGAUGUUGA   :::::: :::::::::.  CACACAUCAUUCUGAUAAGUGCCleavage pacid=37155521 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1
2 24 UAGCUUAUCAGACUGAUGUUGAC    :::::: :::::::::.  ACACACAUCAUUCUGAUAAGUGCCleavage pacid=37155521 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1

2751 2772 UAGCUUAUCAGACUGAUGUUGA:: :::: ::: ::. ::::::UCUACAUGAGUGUGGAAAGCUATranslation pacid=37155983 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1
2751 2772 UAGCUUAUCAGACUGAUGUUGA:: :::: ::: ::. ::::::UCUACAUGAGUGUGGAAAGCUATranslation pacid=37155983 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1
2750 2772 UAGCUUAUCAGACUGAUGUUGAC::: :::: ::: ::. ::::::GUCUACAUGAGUGUGGAAAGCUATranslation pacid=37155983 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1
1565 1586 UAGCUUAUCAGACUGAUGUUGA ::... ::: ::::::.:.::GCAGUGGCAGGCUGAUAGGUUACleavage pacid=37170157 locus=Phvul.001G199500 ID=Phvul.001G199500.1.v2.1 annot-version=v2.1
1565 1586 UAGCUUAUCAGACUGAUGUUGA ::... ::: ::::::.:.::GCAGUGGCAGGCUGAUAGGUUACleavage pacid=37170157 locus=Phvul.001G199500 ID=Phvul.001G199500.1.v2.1 annot-version=v2.1
1564 1586 UAGCUUAUCAGACUGAUGUUGAC  ::... ::: ::::::.:.::AGCAGUGGCAGGCUGAUAGGUUACleavage pacid=37170157 locus=Phvul.001G199500 ID=Phvul.001G199500.1.v2.1 annot-version=v2.1
1691 1712 UAGCUUAUCAGACUGAUGUUGA:... ::..:::: ::..::::UUGGAAUUGGUCUUAUGGGCUACleavage pacid=37176266 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1
1829 1850 UAGCUUAUCAGACUGAUGUUGA:... ::..:::: ::..::::UUGGAAUUGGUCUUAUGGGCUACleavage pacid=37176265 locus=Phvul.002G005300 ID=Phvul.002G005300.1.v2.1 annot-version=v2.1
1691 1712 UAGCUUAUCAGACUGAUGUUGA:... ::..:::: ::..::::UUGGAAUUGGUCUUAUGGGCUACleavage pacid=37176266 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1
1829 1850 UAGCUUAUCAGACUGAUGUUGA:... ::..:::: ::..::::UUGGAAUUGGUCUUAUGGGCUACleavage pacid=37176265 locus=Phvul.002G005300 ID=Phvul.002G005300.1.v2.1 annot-version=v2.1
1690 1712 UAGCUUAUCAGACUGAUGUUGAC::... ::..:::: ::..::::GUUGGAAUUGGUCUUAUGGGCUACleavage pacid=37176266 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1
1828 1850 UAGCUUAUCAGACUGAUGUUGAC::... ::..:::: ::..::::GUUGGAAUUGGUCUUAUGGGCUACleavage pacid=37176265 locus=Phvul.002G005300 ID=Phvul.002G005300.1.v2.1 annot-version=v2.1

133 154 UAGCUUAUCAGACUGAUGUUGA :::::: ::::  ::.::.::ACAACAUGAGUCAUAUGAGUUATranslation pacid=37176043 locus=Phvul.002G119100 ID=Phvul.002G119100.1.v2.1 annot-version=v2.1
133 154 UAGCUUAUCAGACUGAUGUUGA :::::: ::::  ::.::.::ACAACAUGAGUCAUAUGAGUUATranslation pacid=37176043 locus=Phvul.002G119100 ID=Phvul.002G119100.1.v2.1 annot-version=v2.1
132 154 UAGCUUAUCAGACUGAUGUUGAC  :::::: ::::  ::.::.::UACAACAUGAGUCAUAUGAGUUATranslation pacid=37176043 locus=Phvul.002G119100 ID=Phvul.002G119100.1.v2.1 annot-version=v2.1
863 884 UAGCUUAUCAGACUGAUGUUGA:...: :::::.::::::  ::UUGGCUUCAGUUUGAUAAAAUACleavage pacid=37177670 locus=Phvul.002G132700 ID=Phvul.002G132700.1.v2.1 annot-version=v2.1
863 884 UAGCUUAUCAGACUGAUGUUGA:...: :::::.::::::  ::UUGGCUUCAGUUUGAUAAAAUACleavage pacid=37177670 locus=Phvul.002G132700 ID=Phvul.002G132700.1.v2.1 annot-version=v2.1
862 884 UAGCUUAUCAGACUGAUGUUGAC :...: :::::.::::::  ::UUUGGCUUCAGUUUGAUAAAAUACleavage pacid=37177670 locus=Phvul.002G132700 ID=Phvul.002G132700.1.v2.1 annot-version=v2.1
685 707 UAGCUUAUCAG-ACUGAUGUUGA    ::::::: .:::::::.::AUUUCAUCAGUAUUGAUAAGUUATranslation pacid=37175561 locus=Phvul.002G141000 ID=Phvul.002G141000.2.v2.1 annot-version=v2.1
726 748 UAGCUUAUCAG-ACUGAUGUUGA    ::::::: .:::::::.::AUUUCAUCAGUAUUGAUAAGUUATranslation pacid=37175560 locus=Phvul.002G141000 ID=Phvul.002G141000.1.v2.1 annot-version=v2.1
685 707 UAGCUUAUCAG-ACUGAUGUUGA    ::::::: .:::::::.::AUUUCAUCAGUAUUGAUAAGUUATranslation pacid=37175561 locus=Phvul.002G141000 ID=Phvul.002G141000.2.v2.1 annot-version=v2.1
726 748 UAGCUUAUCAG-ACUGAUGUUGA    ::::::: .:::::::.::AUUUCAUCAGUAUUGAUAAGUUATranslation pacid=37175560 locus=Phvul.002G141000 ID=Phvul.002G141000.1.v2.1 annot-version=v2.1

1047 1068 UAGCUUAUCAGACUGAUGUUGA:..::::..: .: :::::.::UUGACAUUGGAUUCAUAAGUUACleavage pacid=37144465 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1
1047 1068 UAGCUUAUCAGACUGAUGUUGA:..::::..: .: :::::.::UUGACAUUGGAUUCAUAAGUUACleavage pacid=37144465 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1
1046 1068 UAGCUUAUCAGACUGAUGUUGAC :..::::..: .: :::::.::UUUGACAUUGGAUUCAUAAGUUACleavage pacid=37144465 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1

768 790 UAGCUUAUCAGACUGAUGUUGAC::: :: :::::.  :::.::::GUCUACUUCAGUUAUAUAGGCUATranslation pacid=37147840 locus=Phvul.003G225700 ID=Phvul.003G225700.1.v2.1 annot-version=v2.1
630 651 UAGCUUAUCAGACUGAUGUUGA:: .:::::::::: :.: .:.UCUGCAUCAGUCUGCUGACUUGCleavage pacid=37147952 locus=Phvul.003G238000 ID=Phvul.003G238000.1.v2.1 annot-version=v2.1
630 651 UAGCUUAUCAGACUGAUGUUGA:: .:::::::::: :.: .:.UCUGCAUCAGUCUGCUGACUUGCleavage pacid=37147952 locus=Phvul.003G238000 ID=Phvul.003G238000.1.v2.1 annot-version=v2.1
845 866 UAGCUUAUCAGACUGAUGUUGA :::::: :: :::: ::::: ACAACAUGAGACUGAGAAGCUUCleavage pacid=37145778 locus=Phvul.003G259300 ID=Phvul.003G259300.1.v2.1 annot-version=v2.1
845 866 UAGCUUAUCAGACUGAUGUUGA :::::: :: :::: ::::: ACAACAUGAGACUGAGAAGCUUCleavage pacid=37145778 locus=Phvul.003G259300 ID=Phvul.003G259300.1.v2.1 annot-version=v2.1
844 866 UAGCUUAUCAGACUGAUGUUGAC  :::::: :: :::: ::::: UACAACAUGAGACUGAGAAGCUUCleavage pacid=37145778 locus=Phvul.003G259300 ID=Phvul.003G259300.1.v2.1 annot-version=v2.1

1335 1356 UAGCUUAUCAGACUGAUGUUGA:.:::::: ::.::  :::.::UUAACAUCCGUUUGUCAAGUUACleavage pacid=37161918 locus=Phvul.004G037700 ID=Phvul.004G037700.1.v2.1 annot-version=v2.1
1438 1459 UAGCUUAUCAGACUGAUGUUGA:.:::::: ::.::  :::.::UUAACAUCCGUUUGUCAAGUUACleavage pacid=37161919 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1
1523 1544 UAGCUUAUCAGACUGAUGUUGA:.:::::: ::.::  :::.::UUAACAUCCGUUUGUCAAGUUACleavage pacid=37161920 locus=Phvul.004G037700 ID=Phvul.004G037700.2.v2.1 annot-version=v2.1
1335 1356 UAGCUUAUCAGACUGAUGUUGA:.:::::: ::.::  :::.::UUAACAUCCGUUUGUCAAGUUACleavage pacid=37161918 locus=Phvul.004G037700 ID=Phvul.004G037700.1.v2.1 annot-version=v2.1
1438 1459 UAGCUUAUCAGACUGAUGUUGA:.:::::: ::.::  :::.::UUAACAUCCGUUUGUCAAGUUACleavage pacid=37161919 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1
1523 1544 UAGCUUAUCAGACUGAUGUUGA:.:::::: ::.::  :::.::UUAACAUCCGUUUGUCAAGUUACleavage pacid=37161920 locus=Phvul.004G037700 ID=Phvul.004G037700.2.v2.1 annot-version=v2.1
1334 1356 UAGCUUAUCAGACUGAUGUUGAC::.:::::: ::.::  :::.::GUUAACAUCCGUUUGUCAAGUUACleavage pacid=37161918 locus=Phvul.004G037700 ID=Phvul.004G037700.1.v2.1 annot-version=v2.1
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1437 1459 UAGCUUAUCAGACUGAUGUUGAC::.:::::: ::.::  :::.::GUUAACAUCCGUUUGUCAAGUUACleavage pacid=37161919 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1
1522 1544 UAGCUUAUCAGACUGAUGUUGAC::.:::::: ::.::  :::.::GUUAACAUCCGUUUGUCAAGUUACleavage pacid=37161920 locus=Phvul.004G037700 ID=Phvul.004G037700.2.v2.1 annot-version=v2.1
1415 1436 UAGCUUAUCAGACUGAUGUUGA:.....:..:::: ::..::::UUGGUGUUGGUCUUAUGGGCUACleavage pacid=37162581 locus=Phvul.004G089300 ID=Phvul.004G089300.2.v2.1 annot-version=v2.1
1415 1436 UAGCUUAUCAGACUGAUGUUGA:.....:..:::: ::..::::UUGGUGUUGGUCUUAUGGGCUACleavage pacid=37162582 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1
1415 1436 UAGCUUAUCAGACUGAUGUUGA:.....:..:::: ::..::::UUGGUGUUGGUCUUAUGGGCUACleavage pacid=37162581 locus=Phvul.004G089300 ID=Phvul.004G089300.2.v2.1 annot-version=v2.1
1415 1436 UAGCUUAUCAGACUGAUGUUGA:.....:..:::: ::..::::UUGGUGUUGGUCUUAUGGGCUACleavage pacid=37162582 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1
1414 1436 UAGCUUAUCAGACUGAUGUUGAC::.....:..:::: ::..::::GUUGGUGUUGGUCUUAUGGGCUACleavage pacid=37162581 locus=Phvul.004G089300 ID=Phvul.004G089300.2.v2.1 annot-version=v2.1
1414 1436 UAGCUUAUCAGACUGAUGUUGAC::.....:..:::: ::..::::GUUGGUGUUGGUCUUAUGGGCUACleavage pacid=37162582 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1
1345 1366 UAGCUUAUCAGACUGAUGUUGA ::.:: :: :.::::: ::::GCAGCAACACUUUGAUAUGCUACleavage pacid=37162565 locus=Phvul.004G174700 ID=Phvul.004G174700.1.v2.1 annot-version=v2.1
1345 1366 UAGCUUAUCAGACUGAUGUUGA ::.:: :: :.::::: ::::GCAGCAACACUUUGAUAUGCUACleavage pacid=37162565 locus=Phvul.004G174700 ID=Phvul.004G174700.1.v2.1 annot-version=v2.1
1344 1366 UAGCUUAUCAGACUGAUGUUGAC  ::.:: :: :.::::: ::::AGCAGCAACACUUUGAUAUGCUACleavage pacid=37162565 locus=Phvul.004G174700 ID=Phvul.004G174700.1.v2.1 annot-version=v2.1

636 657 UAGCUUAUCAGACUGAUGUUGA:: ::::::::.::.:. :. :UCCACAUCAGUUUGGUGUGUCACleavage pacid=37153110 locus=Phvul.005G125500 ID=Phvul.005G125500.1.v2.1 annot-version=v2.1
636 657 UAGCUUAUCAGACUGAUGUUGA:: ::::::::.::.:. :. :UCCACAUCAGUUUGGUGUGUCACleavage pacid=37153110 locus=Phvul.005G125500 ID=Phvul.005G125500.1.v2.1 annot-version=v2.1
167 188 UAGCUUAUCAGACUGAUGUUGA:::: ::. : .:::::::::.UCAAGAUUCGAUUGAUAAGCUGCleavage pacid=37171898 locus=Phvul.006G044400 ID=Phvul.006G044400.1.v2.1 annot-version=v2.1
167 188 UAGCUUAUCAGACUGAUGUUGA:::: ::. : .:::::::::.UCAAGAUUCGAUUGAUAAGCUGCleavage pacid=37171898 locus=Phvul.006G044400 ID=Phvul.006G044400.1.v2.1 annot-version=v2.1
166 188 UAGCUUAUCAGACUGAUGUUGAC :::: ::. : .:::::::::.UUCAAGAUUCGAUUGAUAAGCUGCleavage pacid=37171898 locus=Phvul.006G044400 ID=Phvul.006G044400.1.v2.1 annot-version=v2.1
606 627 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164013 locus=Phvul.007G072700 ID=Phvul.007G072700.3.v2.1 annot-version=v2.1
709 730 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164009 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1
721 742 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164007 locus=Phvul.007G072700 ID=Phvul.007G072700.8.v2.1 annot-version=v2.1
736 757 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164005 locus=Phvul.007G072700 ID=Phvul.007G072700.6.v2.1 annot-version=v2.1
741 762 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164006 locus=Phvul.007G072700 ID=Phvul.007G072700.7.v2.1 annot-version=v2.1
849 870 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164008 locus=Phvul.007G072700 ID=Phvul.007G072700.2.v2.1 annot-version=v2.1
895 916 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164004 locus=Phvul.007G072700 ID=Phvul.007G072700.5.v2.1 annot-version=v2.1
606 627 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164013 locus=Phvul.007G072700 ID=Phvul.007G072700.3.v2.1 annot-version=v2.1
709 730 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164009 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1
721 742 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164007 locus=Phvul.007G072700 ID=Phvul.007G072700.8.v2.1 annot-version=v2.1
736 757 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164005 locus=Phvul.007G072700 ID=Phvul.007G072700.6.v2.1 annot-version=v2.1
741 762 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164006 locus=Phvul.007G072700 ID=Phvul.007G072700.7.v2.1 annot-version=v2.1
849 870 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164008 locus=Phvul.007G072700 ID=Phvul.007G072700.2.v2.1 annot-version=v2.1
895 916 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164004 locus=Phvul.007G072700 ID=Phvul.007G072700.5.v2.1 annot-version=v2.1
471 492 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164012 locus=Phvul.007G072700 ID=Phvul.007G072700.12.v2.1 annot-version=v2.1
652 673 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164014 locus=Phvul.007G072700 ID=Phvul.007G072700.13.v2.1 annot-version=v2.1
744 765 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164010 locus=Phvul.007G072700 ID=Phvul.007G072700.10.v2.1 annot-version=v2.1

1237 1258 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164011 locus=Phvul.007G072700 ID=Phvul.007G072700.11.v2.1 annot-version=v2.1
471 492 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164012 locus=Phvul.007G072700 ID=Phvul.007G072700.12.v2.1 annot-version=v2.1
652 673 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164014 locus=Phvul.007G072700 ID=Phvul.007G072700.13.v2.1 annot-version=v2.1
744 765 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164010 locus=Phvul.007G072700 ID=Phvul.007G072700.10.v2.1 annot-version=v2.1

1237 1258 UAGCUUAUCAGACUGAUGUUGA  :::.::. :.::: .:::::GAAACGUCGUUUUGAGGAGCUACleavage pacid=37164011 locus=Phvul.007G072700 ID=Phvul.007G072700.11.v2.1 annot-version=v2.1
327 348 UAGCUUAUCAGACUGAUGUUGA :..:::::::.::. :: ::.GCGGCAUCAGUUUGGGAACCUGCleavage pacid=37165773 locus=Phvul.007G215400 ID=Phvul.007G215400.1.v2.1 annot-version=v2.1
327 348 UAGCUUAUCAGACUGAUGUUGA :..:::::::.::. :: ::.GCGGCAUCAGUUUGGGAACCUGCleavage pacid=37165773 locus=Phvul.007G215400 ID=Phvul.007G215400.1.v2.1 annot-version=v2.1
326 348 UAGCUUAUCAGACUGAUGUUGAC  :..:::::::.::. :: ::.CGCGGCAUCAGUUUGGGAACCUGCleavage pacid=37165773 locus=Phvul.007G215400 ID=Phvul.007G215400.1.v2.1 annot-version=v2.1

1317 1338 UAGCUUAUCAGACUGAUGUUGA:..:.::. ::.::.:.::.: UUGAUAUUUGUUUGGUGAGUUUCleavage pacid=37165551 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1
1317 1338 UAGCUUAUCAGACUGAUGUUGA:..:.::. ::.::.:.::.: UUGAUAUUUGUUUGGUGAGUUUCleavage pacid=37165551 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1
1316 1338 UAGCUUAUCAGACUGAUGUUGAC :..:.::. ::.::.:.::.: AUUGAUAUUUGUUUGGUGAGUUUCleavage pacid=37165551 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1

463 484 UAGCUUAUCAGACUGAUGUUGA .:. : :::::::::::::  AUAGAAGCAGUCUGAUAAGCAUCleavage pacid=37161057 locus=Phvul.008G074600 ID=Phvul.008G074600.3.v2.1 annot-version=v2.1
1712 1733 UAGCUUAUCAGACUGAUGUUGA .:. : :::::::::::::  AUAGAAGCAGUCUGAUAAGCAUCleavage pacid=37161056 locus=Phvul.008G074600 ID=Phvul.008G074600.2.v2.1 annot-version=v2.1
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3970 3991 UAGCUUAUCAGACUGAUGUUGA .:. : :::::::::::::  AUAGAAGCAGUCUGAUAAGCAUCleavage pacid=37161055 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1
4017 4038 UAGCUUAUCAGACUGAUGUUGA .:. : :::::::::::::  AUAGAAGCAGUCUGAUAAGCAUCleavage pacid=37161054 locus=Phvul.008G074600 ID=Phvul.008G074600.1.v2.1 annot-version=v2.1

463 484 UAGCUUAUCAGACUGAUGUUGA .:. : :::::::::::::  AUAGAAGCAGUCUGAUAAGCAUCleavage pacid=37161057 locus=Phvul.008G074600 ID=Phvul.008G074600.3.v2.1 annot-version=v2.1
1712 1733 UAGCUUAUCAGACUGAUGUUGA .:. : :::::::::::::  AUAGAAGCAGUCUGAUAAGCAUCleavage pacid=37161056 locus=Phvul.008G074600 ID=Phvul.008G074600.2.v2.1 annot-version=v2.1
3970 3991 UAGCUUAUCAGACUGAUGUUGA .:. : :::::::::::::  AUAGAAGCAGUCUGAUAAGCAUCleavage pacid=37161055 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1
4017 4038 UAGCUUAUCAGACUGAUGUUGA .:. : :::::::::::::  AUAGAAGCAGUCUGAUAAGCAUCleavage pacid=37161054 locus=Phvul.008G074600 ID=Phvul.008G074600.1.v2.1 annot-version=v2.1
1321 1342 UAGCUUAUCAGACUGAUGUUGA  ::.::::::.::: .: .::AAAAUAUCAGUUUGAAGAAUUACleavage pacid=37159322 locus=Phvul.008G123400 ID=Phvul.008G123400.1.v2.1 annot-version=v2.1
1321 1342 UAGCUUAUCAGACUGAUGUUGA  ::.::::::.::: .: .::AAAAUAUCAGUUUGAAGAAUUACleavage pacid=37159322 locus=Phvul.008G123400 ID=Phvul.008G123400.1.v2.1 annot-version=v2.1
1781 1802 UAGCUUAUCAGACUGAUGUUGA .:.:::::::.:::::  :: CUAGCAUCAGUUUGAUAUACUUCleavage pacid=37159091 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1
1781 1802 UAGCUUAUCAGACUGAUGUUGA .:.:::::::.:::::  :: CUAGCAUCAGUUUGAUAUACUUCleavage pacid=37159091 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1
1780 1802 UAGCUUAUCAGACUGAUGUUGAC  .:.:::::::.:::::  :: UCUAGCAUCAGUUUGAUAUACUUCleavage pacid=37159091 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1
1544 1565 UAGCUUAUCAGACUGAUGUUGA:....::: ::: ::::.::: UUGGUAUCUGUCAGAUAGGCUCTranslation pacid=37160650 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1
1544 1565 UAGCUUAUCAGACUGAUGUUGA:....::: ::: ::::.::: UUGGUAUCUGUCAGAUAGGCUCTranslation pacid=37160650 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1
1543 1565 UAGCUUAUCAGACUGAUGUUGAC :....::: ::: ::::.::: AUUGGUAUCUGUCAGAUAGGCUCTranslation pacid=37160650 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1

955 979 UAGCUUAUCAGACUG--AUGUUGAC::. ::::  :::::::: ::::: GUUCACAUUCCAGUCUGAGAAGCUUCleavage pacid=37160317 locus=Phvul.008G225300 ID=Phvul.008G225300.1.v2.1 annot-version=v2.1
500 522 UAGCUUAUCAGACUGAUGUUGAC:::   ::::: ::::::::.: GUCCUAAUCAGACUGAUAAGUUCCleavage pacid=37159379 locus=Phvul.008G230200 ID=Phvul.008G230200.1.v2.1 annot-version=v2.1
382 403 UAGCUUAUCAGACUGAUGUUGA  ::::::: :::::::.:.  GAAACAUCAUUCUGAUAGGUGGCleavage pacid=37151241 locus=Phvul.009G030500 ID=Phvul.009G030500.1.v2.1 annot-version=v2.1
382 403 UAGCUUAUCAGACUGAUGUUGA  ::::::: :::::::.:.  GAAACAUCAUUCUGAUAGGUGGCleavage pacid=37151241 locus=Phvul.009G030500 ID=Phvul.009G030500.1.v2.1 annot-version=v2.1
381 403 UAGCUUAUCAGACUGAUGUUGAC   ::::::: :::::::.:.  AGAAACAUCAUUCUGAUAGGUGGCleavage pacid=37151241 locus=Phvul.009G030500 ID=Phvul.009G030500.1.v2.1 annot-version=v2.1

5344 5365 UAGCUUAUCAGACUGAUGUUGA    ::::.::.:::: ::.: UGUUCAUCGGUUUGAUCAGUUUCleavage pacid=37148543 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1
5344 5365 UAGCUUAUCAGACUGAUGUUGA    ::::.::.:::: ::.: UGUUCAUCGGUUUGAUCAGUUUCleavage pacid=37148543 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1
5343 5365 UAGCUUAUCAGACUGAUGUUGAC     ::::.::.:::: ::.: CUGUUCAUCGGUUUGAUCAGUUUCleavage pacid=37148543 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1

926 947 UAGCUUAUCAGACUGAUGUUGA ..::::::::.::. ::: : AUGACAUCAGUUUGGAAAGGUUCleavage pacid=37151970 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1
926 947 UAGCUUAUCAGACUGAUGUUGA ..::::::::.::. ::: : AUGACAUCAGUUUGGAAAGGUUCleavage pacid=37151970 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1
925 947 UAGCUUAUCAGACUGAUGUUGAC: ..::::::::.::. ::: : GAUGACAUCAGUUUGGAAAGGUUCleavage pacid=37151970 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1

1319 1340 UAGCUUAUCAGACUGAUGUUGA :::.: .:::.: ::.::.::ACAAUAAUAGUUUCAUGAGUUACleavage pacid=37143191 locus=Phvul.010G021700 ID=Phvul.010G021700.1.v2.1 annot-version=v2.1
1319 1340 UAGCUUAUCAGACUGAUGUUGA :::.: .:::.: ::.::.::ACAAUAAUAGUUUCAUGAGUUACleavage pacid=37143191 locus=Phvul.010G021700 ID=Phvul.010G021700.1.v2.1 annot-version=v2.1
1318 1340 UAGCUUAUCAGACUGAUGUUGAC  :::.: .:::.: ::.::.::AACAAUAAUAGUUUCAUGAGUUACleavage pacid=37143191 locus=Phvul.010G021700 ID=Phvul.010G021700.1.v2.1 annot-version=v2.1

142 163 UAGCUUAUCAGACUGAUGUUGA::.::::: :::: .::.:: :UCGACAUCUGUCUCGUAGGCGACleavage pacid=37143671 locus=Phvul.010G104900 ID=Phvul.010G104900.2.v2.1 annot-version=v2.1
142 163 UAGCUUAUCAGACUGAUGUUGA::.::::: :::: .::.:: :UCGACAUCUGUCUCGUAGGCGACleavage pacid=37143671 locus=Phvul.010G104900 ID=Phvul.010G104900.2.v2.1 annot-version=v2.1
141 163 UAGCUUAUCAGACUGAUGUUGAC:::.::::: :::: .::.:: :GUCGACAUCUGUCUCGUAGGCGACleavage pacid=37143671 locus=Phvul.010G104900 ID=Phvul.010G104900.2.v2.1 annot-version=v2.1
532 553 UAGCUUAUCAGACUGAUGUUGA ::::: ::::. :: :::::.ACAACAACAGUUAGAAAAGCUGTranslation pacid=37144086 locus=Phvul.010G129400 ID=Phvul.010G129400.1.v2.1 annot-version=v2.1
532 553 UAGCUUAUCAGACUGAUGUUGA ::::: ::::. :: :::::.ACAACAACAGUUAGAAAAGCUGTranslation pacid=37144086 locus=Phvul.010G129400 ID=Phvul.010G129400.1.v2.1 annot-version=v2.1
531 553 UAGCUUAUCAGACUGAUGUUGAC: ::::: ::::. :: :::::.GACAACAACAGUUAGAAAAGCUGTranslation pacid=37144086 locus=Phvul.010G129400 ID=Phvul.010G129400.1.v2.1 annot-version=v2.1

1994 2014 UAGCUUAUCAGACUGAUGUUGA:::. ::::: .:::::::::.UCAG-AUCAGAUUGAUAAGCUGCleavage pacid=37144174 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1
2056 2076 UAGCUUAUCAGACUGAUGUUGA:::. ::::: .:::::::::.UCAG-AUCAGAUUGAUAAGCUGCleavage pacid=37144173 locus=Phvul.010G157900 ID=Phvul.010G157900.3.v2.1 annot-version=v2.1
2070 2090 UAGCUUAUCAGACUGAUGUUGA:::. ::::: .:::::::::.UCAG-AUCAGAUUGAUAAGCUGCleavage pacid=37144172 locus=Phvul.010G157900 ID=Phvul.010G157900.2.v2.1 annot-version=v2.1
1994 2014 UAGCUUAUCAGACUGAUGUUGA:::. ::::: .:::::::::.UCAG-AUCAGAUUGAUAAGCUGCleavage pacid=37144174 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1
2056 2076 UAGCUUAUCAGACUGAUGUUGA:::. ::::: .:::::::::.UCAG-AUCAGAUUGAUAAGCUGCleavage pacid=37144173 locus=Phvul.010G157900 ID=Phvul.010G157900.3.v2.1 annot-version=v2.1
2070 2090 UAGCUUAUCAGACUGAUGUUGA:::. ::::: .:::::::::.UCAG-AUCAGAUUGAUAAGCUGCleavage pacid=37144172 locus=Phvul.010G157900 ID=Phvul.010G157900.2.v2.1 annot-version=v2.1
1993 2014 UAGCUUAUCAGACUGAUGUUGAC :::. ::::: .:::::::::.AUCAG-AUCAGAUUGAUAAGCUGCleavage pacid=37144174 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1
2055 2076 UAGCUUAUCAGACUGAUGUUGAC :::. ::::: .:::::::::.AUCAG-AUCAGAUUGAUAAGCUGCleavage pacid=37144173 locus=Phvul.010G157900 ID=Phvul.010G157900.3.v2.1 annot-version=v2.1
2069 2090 UAGCUUAUCAGACUGAUGUUGAC :::. ::::: .:::::::::.AUCAG-AUCAGAUUGAUAAGCUGCleavage pacid=37144172 locus=Phvul.010G157900 ID=Phvul.010G157900.2.v2.1 annot-version=v2.1
1207 1229 UAGCUUAUCAGA-CUGAUGUUGA .::.::::: :.::.:.:::::CUAAUAUCAGCUUUGGUGAGCUACleavage pacid=37156177 locus=Phvul.011G006200 ID=Phvul.011G006200.1.v2.1 annot-version=v2.1
1207 1229 UAGCUUAUCAGA-CUGAUGUUGA .::.::::: :.::.:.:::::CUAAUAUCAGCUUUGGUGAGCUACleavage pacid=37156177 locus=Phvul.011G006200 ID=Phvul.011G006200.1.v2.1 annot-version=v2.1
1206 1229 UAGCUUAUCAGA-CUGAUGUUGAC  .::.::::: :.::.:.:::::ACUAAUAUCAGCUUUGGUGAGCUACleavage pacid=37156177 locus=Phvul.011G006200 ID=Phvul.011G006200.1.v2.1 annot-version=v2.1
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470 491 UAGCUUAUCAGACUGAUGUUGA::: :: ..: ::::::::.::UCACCAAUGGACUGAUAAGUUACleavage pacid=37155695 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1
470 491 UAGCUUAUCAGACUGAUGUUGA::: :: ..: ::::::::.::UCACCAAUGGACUGAUAAGUUACleavage pacid=37155695 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1
469 491 UAGCUUAUCAGACUGAUGUUGAC ::: :: ..: ::::::::.::UUCACCAAUGGACUGAUAAGUUACleavage pacid=37155695 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1
413 434 UAGCUUAUCAGACUGAUGUUGA::: :  ..:::::.::::.::UCAUCUGUGGUCUGGUAAGUUACleavage pacid=37156825 locus=Phvul.011G161900 ID=Phvul.011G161900.1.v2.1 annot-version=v2.1
413 434 UAGCUUAUCAGACUGAUGUUGA::: :  ..:::::.::::.::UCAUCUGUGGUCUGGUAAGUUACleavage pacid=37156825 locus=Phvul.011G161900 ID=Phvul.011G161900.1.v2.1 annot-version=v2.1
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Multiplicity Target_Acc. ID locusName Pfam
1 Phvul.004G023066.1 Phvul.004G023066 Phvul.004G023066 PF00005,PF00664
1 Phvul.004G023066.1 Phvul.004G023066 Phvul.004G023066 PF00005,PF00664
1 Phvul.004G023066.1 Phvul.004G023066 Phvul.004G023066 PF00005,PF00664
1 Phvul.002G097400.1 Phvul.002G097400 Phvul.002G097400 PF01193,PF01000
1 Phvul.002G097400.1 Phvul.002G097400 Phvul.002G097400 PF01193,PF01000
1 Phvul.002G097400.1 Phvul.002G097400 Phvul.002G097400 PF01193,PF01000
1 Phvul.006G008480.2 Phvul.006G008480 Phvul.006G008480 PF00917,PF13423,PF14533,PF12436
1 Phvul.006G008480.1 Phvul.006G008480 Phvul.006G008480 PF00917,PF13423,PF14533,PF12436
1 Phvul.006G008480.2 Phvul.006G008480 Phvul.006G008480 PF00917,PF13423,PF14533,PF12436
1 Phvul.006G008480.1 Phvul.006G008480 Phvul.006G008480 PF00917,PF13423,PF14533,PF12436
1 Phvul.006G008480.2 Phvul.006G008480 Phvul.006G008480 PF00917,PF13423,PF14533,PF12436
1 Phvul.006G008480.1 Phvul.006G008480 Phvul.006G008480 PF00917,PF13423,PF14533,PF12436
1 Phvul.006G029000.1 Phvul.006G029000 Phvul.006G029000 PF08263,PF00560,PF07714
1 Phvul.006G029000.1 Phvul.006G029000 Phvul.006G029000 PF08263,PF00560,PF07714
1 Phvul.006G029000.1 Phvul.006G029000 Phvul.006G029000 PF08263,PF00560,PF07714
1 Phvul.006G110300.1 Phvul.006G110300 Phvul.006G110300 PF00153
1 Phvul.006G110300.1 Phvul.006G110300 Phvul.006G110300 PF00153
1 Phvul.006G110300.1 Phvul.006G110300 Phvul.006G110300 PF00153
1 Phvul.007G191600.1 Phvul.007G191600 Phvul.007G191600 PF00271,PF00176
1 Phvul.007G191600.1 Phvul.007G191600 Phvul.007G191600 PF00271,PF00176
1 Phvul.007G191600.1 Phvul.007G191600 Phvul.007G191600 PF00271,PF00176
1 Phvul.001G070000.1 Phvul.001G070000 Phvul.001G070000 PF07714
1 Phvul.001G070000.1 Phvul.001G070000 Phvul.001G070000 PF07714
1 Phvul.001G070000.1 Phvul.001G070000 Phvul.001G070000 PF07714
1 Phvul.001G264600.2 Phvul.001G264600 Phvul.001G264600 PF01936
1 Phvul.001G264600.1 Phvul.001G264600 Phvul.001G264600 PF01936
1 Phvul.001G264600.2 Phvul.001G264600 Phvul.001G264600 PF01936
1 Phvul.001G264600.1 Phvul.001G264600 Phvul.001G264600 PF01936
1 Phvul.001G264600.2 Phvul.001G264600 Phvul.001G264600 PF01936
1 Phvul.001G264600.1 Phvul.001G264600 Phvul.001G264600 PF01936
1 Phvul.002G153500.1 Phvul.002G153500 Phvul.002G153500 PF04321
1 Phvul.002G153500.1 Phvul.002G153500 Phvul.002G153500 PF04321
1 Phvul.002G153500.1 Phvul.002G153500 Phvul.002G153500 PF04321
1 Phvul.003G092500.1 Phvul.003G092500 Phvul.003G092500 PF00403
1 Phvul.003G092500.1 Phvul.003G092500 Phvul.003G092500 PF00403
1 Phvul.004G000300.1 Phvul.004G000300 Phvul.004G000300 PF13180,PF13365
1 Phvul.004G000300.1 Phvul.004G000300 Phvul.004G000300 PF13180,PF13365
1 Phvul.004G000300.1 Phvul.004G000300 Phvul.004G000300 PF13180,PF13365
1 Phvul.004G126100.1 Phvul.004G126100 Phvul.004G126100 PF08263,PF00560,PF13855,PF00069
1 Phvul.004G126100.1 Phvul.004G126100 Phvul.004G126100 PF08263,PF00560,PF13855,PF00069
1 Phvul.004G126100.1 Phvul.004G126100 Phvul.004G126100 PF08263,PF00560,PF13855,PF00069
1 Phvul.005G063700.2 Phvul.005G063700 Phvul.005G063700 PF07714
1 Phvul.005G063700.1 Phvul.005G063700 Phvul.005G063700 PF07714
1 Phvul.005G063700.2 Phvul.005G063700 Phvul.005G063700 PF07714
1 Phvul.005G063700.1 Phvul.005G063700 Phvul.005G063700 PF07714
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Do not distribute

1 Phvul.005G063700.2 Phvul.005G063700 Phvul.005G063700 PF07714
1 Phvul.005G063700.1 Phvul.005G063700 Phvul.005G063700 PF07714
1 Phvul.007G020600.1 Phvul.007G020600 Phvul.007G020600 PF00201
1 Phvul.007G020600.1 Phvul.007G020600 Phvul.007G020600 PF00201
1 Phvul.007G020700.1 Phvul.007G020700 Phvul.007G020700 PF00201
1 Phvul.007G020700.1 Phvul.007G020700 Phvul.007G020700 PF00201
1 Phvul.007G080800.1 Phvul.007G080800 Phvul.007G080800 PF03033
1 Phvul.007G080800.1 Phvul.007G080800 Phvul.007G080800 PF03033
1 Phvul.007G080800.1 Phvul.007G080800 Phvul.007G080800 PF03033
1 Phvul.007G254000.2 Phvul.007G254000 Phvul.007G254000 PF00954,PF07714,PF01453
1 Phvul.007G254000.1 Phvul.007G254000 Phvul.007G254000 PF00954,PF07714,PF01453
1 Phvul.007G254000.2 Phvul.007G254000 Phvul.007G254000 PF00954,PF07714,PF01453
1 Phvul.007G254000.1 Phvul.007G254000 Phvul.007G254000 PF00954,PF07714,PF01453
1 Phvul.007G254000.2 Phvul.007G254000 Phvul.007G254000 PF00954,PF07714,PF01453
1 Phvul.007G254000.1 Phvul.007G254000 Phvul.007G254000 PF00954,PF07714,PF01453
1 Phvul.008G212500.1 Phvul.008G212500 Phvul.008G212500 PF01476,PF00069
1 Phvul.008G212500.1 Phvul.008G212500 Phvul.008G212500 PF01476,PF00069
1 Phvul.008G212500.1 Phvul.008G212500 Phvul.008G212500 PF01476,PF00069
1 Phvul.008G266300.1 Phvul.008G266300 Phvul.008G266300 PF16656,PF14008,PF00149
1 Phvul.008G266300.1 Phvul.008G266300 Phvul.008G266300 PF16656,PF14008,PF00149
1 Phvul.008G266300.1 Phvul.008G266300 Phvul.008G266300 PF16656,PF14008,PF00149
1 Phvul.011G002600.1 Phvul.011G002600 Phvul.011G002600 0
1 Phvul.011G002600.1 Phvul.011G002600 Phvul.011G002600 0
1 Phvul.011G002600.1 Phvul.011G002600 Phvul.011G002600 0
1 Phvul.011G194501.1 Phvul.011G194501 Phvul.011G194501 PF01657
1 Phvul.011G194501.1 Phvul.011G194501 Phvul.011G194501 PF01657
1 Phvul.011G194501.1 Phvul.011G194501 Phvul.011G194501 PF01657
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308 PF00847
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308 PF00847
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308 PF00847
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308 PF00847
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308 PF00847
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308 PF00847
1 Phvul.001G021750.1 Phvul.001G021750 Phvul.001G021750 PF00036
1 Phvul.001G021750.1 Phvul.001G021750 Phvul.001G021750 PF00036
1 Phvul.001G021750.1 Phvul.001G021750 Phvul.001G021750 PF00036
1 Phvul.001G168600.1 Phvul.001G168600 Phvul.001G168600 PF12776
1 Phvul.001G168600.1 Phvul.001G168600 Phvul.001G168600 PF12776
1 Phvul.002G010100.1 Phvul.002G010100 Phvul.002G010100 PF10225
1 Phvul.002G010100.1 Phvul.002G010100 Phvul.002G010100 PF10225
1 Phvul.002G010100.1 Phvul.002G010100 Phvul.002G010100 PF10225
1 Phvul.002G149100.1 Phvul.002G149100 Phvul.002G149100 PF12776
1 Phvul.002G149100.1 Phvul.002G149100 Phvul.002G149100 PF12776
1 Phvul.002G155200.1 Phvul.002G155200 Phvul.002G155200 PF02214
1 Phvul.002G155200.1 Phvul.002G155200 Phvul.002G155200 PF02214
1 Phvul.002G211400.1 Phvul.002G211400 Phvul.002G211400 PF03000
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Do not distribute

1 Phvul.002G211400.1 Phvul.002G211400 Phvul.002G211400 PF03000
1 Phvul.002G211400.1 Phvul.002G211400 Phvul.002G211400 PF03000
1 Phvul.003G069400.1 Phvul.003G069400 Phvul.003G069400 PF12776
1 Phvul.003G069400.1 Phvul.003G069400 Phvul.003G069400 PF12776
1 Phvul.003G141800.1 Phvul.003G141800 Phvul.003G141800 PF02225,PF06280,PF05922,PF00082
1 Phvul.003G141800.1 Phvul.003G141800 Phvul.003G141800 PF02225,PF06280,PF05922,PF00082
1 Phvul.003G141800.1 Phvul.003G141800 Phvul.003G141800 PF02225,PF06280,PF05922,PF00082
1 Phvul.003G239800.1 Phvul.003G239800 Phvul.003G239800 0
1 Phvul.003G239800.1 Phvul.003G239800 Phvul.003G239800 0
1 Phvul.003G239800.1 Phvul.003G239800 Phvul.003G239800 0
1 Phvul.004G053900.1 Phvul.004G053900 Phvul.004G053900 PF12776
1 Phvul.004G053900.1 Phvul.004G053900 Phvul.004G053900 PF12776
1 Phvul.004G157700.1 Phvul.004G157700 Phvul.004G157700 PF10496
1 Phvul.004G157700.1 Phvul.004G157700 Phvul.004G157700 PF10496
1 Phvul.004G157700.1 Phvul.004G157700 Phvul.004G157700 PF10496
1 Phvul.004G177000.3 Phvul.004G177000 Phvul.004G177000 0
1 Phvul.004G177000.2 Phvul.004G177000 Phvul.004G177000 0
1 Phvul.004G177000.4 Phvul.004G177000 Phvul.004G177000 0
1 Phvul.004G177000.1 Phvul.004G177000 Phvul.004G177000 0
1 Phvul.004G177000.3 Phvul.004G177000 Phvul.004G177000 0
1 Phvul.004G177000.2 Phvul.004G177000 Phvul.004G177000 0
1 Phvul.004G177000.4 Phvul.004G177000 Phvul.004G177000 0
1 Phvul.004G177000.1 Phvul.004G177000 Phvul.004G177000 0
1 Phvul.004G177000.3 Phvul.004G177000 Phvul.004G177000 0
1 Phvul.004G177000.2 Phvul.004G177000 Phvul.004G177000 0
1 Phvul.004G177000.4 Phvul.004G177000 Phvul.004G177000 0
1 Phvul.004G177000.1 Phvul.004G177000 Phvul.004G177000 0
1 Phvul.006G103900.1 Phvul.006G103900 Phvul.006G103900 PF02736,PF00612,PF01843,PF00063
1 Phvul.006G103900.1 Phvul.006G103900 Phvul.006G103900 PF02736,PF00612,PF01843,PF00063
1 Phvul.006G103900.1 Phvul.006G103900 Phvul.006G103900 PF02736,PF00612,PF01843,PF00063
1 Phvul.006G158500.2 Phvul.006G158500 Phvul.006G158500 PF13920
1 Phvul.006G158500.1 Phvul.006G158500 Phvul.006G158500 PF13920
1 Phvul.006G158500.2 Phvul.006G158500 Phvul.006G158500 PF13920
1 Phvul.006G158500.1 Phvul.006G158500 Phvul.006G158500 PF13920
1 Phvul.006G158500.2 Phvul.006G158500 Phvul.006G158500 PF13920
1 Phvul.006G158500.1 Phvul.006G158500 Phvul.006G158500 PF13920
1 Phvul.007G054000.2 Phvul.007G054000 Phvul.007G054000 PF04851,PF14619,PF00271
1 Phvul.007G054000.2 Phvul.007G054000 Phvul.007G054000 PF04851,PF14619,PF00271
1 Phvul.007G054000.2 Phvul.007G054000 Phvul.007G054000 PF04851,PF14619,PF00271
1 Phvul.007G154900.2 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.3 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.9 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.7 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.6 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.5 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.8 Phvul.007G154900 Phvul.007G154900 PF13921
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Do not distribute

1 Phvul.007G154900.4 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.1 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.2 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.3 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.9 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.7 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.6 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.5 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.8 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.4 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.1 Phvul.007G154900 Phvul.007G154900 PF13921
1 Phvul.007G154900.15 Phvul.007G154900. Phvul.007G154900 PF13921
1 Phvul.007G154900.13 Phvul.007G154900. Phvul.007G154900 PF13921
1 Phvul.007G154900.14 Phvul.007G154900. Phvul.007G154900 PF13921
1 Phvul.007G154900.11 Phvul.007G154900. Phvul.007G154900 PF13921
1 Phvul.007G154900.12 Phvul.007G154900. Phvul.007G154900 PF13921
1 Phvul.007G154900.10 Phvul.007G154900. Phvul.007G154900 PF13921
1 Phvul.007G154900.15 Phvul.007G154900. Phvul.007G154900 PF13921
1 Phvul.007G154900.13 Phvul.007G154900. Phvul.007G154900 PF13921
1 Phvul.007G154900.14 Phvul.007G154900. Phvul.007G154900 PF13921
1 Phvul.007G154900.11 Phvul.007G154900. Phvul.007G154900 PF13921
1 Phvul.007G154900.12 Phvul.007G154900. Phvul.007G154900 PF13921
1 Phvul.007G154900.10 Phvul.007G154900. Phvul.007G154900 PF13921
1 Phvul.008G106500.1 Phvul.008G106500 Phvul.008G106500 PF08263,PF13855,PF00069
1 Phvul.008G106500.1 Phvul.008G106500 Phvul.008G106500 PF08263,PF13855,PF00069
1 Phvul.009G021300.1 Phvul.009G021300 Phvul.009G021300 PF01490
1 Phvul.009G021300.1 Phvul.009G021300 Phvul.009G021300 PF01490
1 Phvul.009G021300.1 Phvul.009G021300 Phvul.009G021300 PF01490
1 Phvul.009G097000.1 Phvul.009G097000 Phvul.009G097000 PF09762
1 Phvul.009G097000.2 Phvul.009G097000 Phvul.009G097000 PF09762
1 Phvul.009G097000.1 Phvul.009G097000 Phvul.009G097000 PF09762
1 Phvul.009G097000.2 Phvul.009G097000 Phvul.009G097000 PF09762
1 Phvul.009G122000.1 Phvul.009G122000 Phvul.009G122000 PF12776
1 Phvul.009G122000.1 Phvul.009G122000 Phvul.009G122000 PF12776
1 Phvul.009G227900.2 Phvul.009G227900 Phvul.009G227900 PF03456,PF02141
1 Phvul.009G227900.3 Phvul.009G227900 Phvul.009G227900 PF03456,PF02141
1 Phvul.009G227900.1 Phvul.009G227900 Phvul.009G227900 PF03456,PF02141
1 Phvul.009G227900.2 Phvul.009G227900 Phvul.009G227900 PF03456,PF02141
1 Phvul.009G227900.3 Phvul.009G227900 Phvul.009G227900 PF03456,PF02141
1 Phvul.009G227900.1 Phvul.009G227900 Phvul.009G227900 PF03456,PF02141
1 Phvul.009G227900.2 Phvul.009G227900 Phvul.009G227900 PF03456,PF02141
1 Phvul.009G227900.3 Phvul.009G227900 Phvul.009G227900 PF03456,PF02141
1 Phvul.009G227900.1 Phvul.009G227900 Phvul.009G227900 PF03456,PF02141
1 Phvul.010G159600.1 Phvul.010G159600 Phvul.010G159600 PF03556
1 Phvul.010G159600.1 Phvul.010G159600 Phvul.010G159600 PF03556
1 Phvul.011G084000.1 Phvul.011G084000 Phvul.011G084000 PF12848,PF00005
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Do not distribute

1 Phvul.011G084000.1 Phvul.011G084000 Phvul.011G084000 PF12848,PF00005
1 Phvul.011G084000.1 Phvul.011G084000 Phvul.011G084000 PF12848,PF00005
1 Phvul.011G130500.1 Phvul.011G130500 Phvul.011G130500 0
1 Phvul.011G130500.1 Phvul.011G130500 Phvul.011G130500 0
1 Phvul.011G130500.1 Phvul.011G130500 Phvul.011G130500 0
1 Phvul.011G158500.1 Phvul.011G158500 Phvul.011G158500 PF00201
1 Phvul.011G158500.1 Phvul.011G158500 Phvul.011G158500 PF00201
1 Phvul.011G158500.1 Phvul.011G158500 Phvul.011G158500 PF00201
1 Phvul.011G198100.1 Phvul.011G198100 Phvul.011G198100 PF00931
1 Phvul.011G198100.1 Phvul.011G198100 Phvul.011G198100 PF00931
1 Phvul.011G198100.1 Phvul.011G198100 Phvul.011G198100 PF00931
1 Phvul.001G199500.1 Phvul.001G199500 Phvul.001G199500 PF01805,PF04818
1 Phvul.001G199500.1 Phvul.001G199500 Phvul.001G199500 PF01805,PF04818
1 Phvul.001G199500.1 Phvul.001G199500 Phvul.001G199500 PF01805,PF04818
1 Phvul.002G005300.2 Phvul.002G005300 Phvul.002G005300 PF03372
1 Phvul.002G005300.1 Phvul.002G005300 Phvul.002G005300 PF03372
1 Phvul.002G005300.2 Phvul.002G005300 Phvul.002G005300 PF03372
1 Phvul.002G005300.1 Phvul.002G005300 Phvul.002G005300 PF03372
1 Phvul.002G005300.2 Phvul.002G005300 Phvul.002G005300 PF03372
1 Phvul.002G005300.1 Phvul.002G005300 Phvul.002G005300 PF03372
1 Phvul.002G119100.1 Phvul.002G119100 Phvul.002G119100 0
1 Phvul.002G119100.1 Phvul.002G119100 Phvul.002G119100 0
1 Phvul.002G119100.1 Phvul.002G119100 Phvul.002G119100 0
1 Phvul.002G132700.1 Phvul.002G132700 Phvul.002G132700 PF01632
1 Phvul.002G132700.1 Phvul.002G132700 Phvul.002G132700 PF01632
1 Phvul.002G132700.1 Phvul.002G132700 Phvul.002G132700 PF01632
1 Phvul.002G141000.2 Phvul.002G141000 Phvul.002G141000 0
1 Phvul.002G141000.1 Phvul.002G141000 Phvul.002G141000 0
1 Phvul.002G141000.2 Phvul.002G141000 Phvul.002G141000 0
1 Phvul.002G141000.1 Phvul.002G141000 Phvul.002G141000 0
1 Phvul.003G131900.1 Phvul.003G131900 Phvul.003G131900 PF08612
1 Phvul.003G131900.1 Phvul.003G131900 Phvul.003G131900 PF08612
1 Phvul.003G131900.1 Phvul.003G131900 Phvul.003G131900 PF08612
1 Phvul.003G225700.1 Phvul.003G225700 Phvul.003G225700 PF00324
1 Phvul.003G238000.1 Phvul.003G238000 Phvul.003G238000 PF13371,PF13414
1 Phvul.003G238000.1 Phvul.003G238000 Phvul.003G238000 PF13371,PF13414
1 Phvul.003G259300.1 Phvul.003G259300 Phvul.003G259300 PF07798
1 Phvul.003G259300.1 Phvul.003G259300 Phvul.003G259300 PF07798
1 Phvul.003G259300.1 Phvul.003G259300 Phvul.003G259300 PF07798
1 Phvul.004G037700.1 Phvul.004G037700 Phvul.004G037700 PF03634
1 Phvul.004G037700.3 Phvul.004G037700 Phvul.004G037700 PF03634
1 Phvul.004G037700.2 Phvul.004G037700 Phvul.004G037700 PF03634
1 Phvul.004G037700.1 Phvul.004G037700 Phvul.004G037700 PF03634
1 Phvul.004G037700.3 Phvul.004G037700 Phvul.004G037700 PF03634
1 Phvul.004G037700.2 Phvul.004G037700 Phvul.004G037700 PF03634
1 Phvul.004G037700.1 Phvul.004G037700 Phvul.004G037700 PF03634
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Do not distribute

1 Phvul.004G037700.3 Phvul.004G037700 Phvul.004G037700 PF03634
1 Phvul.004G037700.2 Phvul.004G037700 Phvul.004G037700 PF03634
1 Phvul.004G089300.2 Phvul.004G089300 Phvul.004G089300 PF03372
1 Phvul.004G089300.4 Phvul.004G089300 Phvul.004G089300 PF03372
1 Phvul.004G089300.2 Phvul.004G089300 Phvul.004G089300 PF03372
1 Phvul.004G089300.4 Phvul.004G089300 Phvul.004G089300 PF03372
1 Phvul.004G089300.2 Phvul.004G089300 Phvul.004G089300 PF03372
1 Phvul.004G089300.4 Phvul.004G089300 Phvul.004G089300 PF03372
1 Phvul.004G174700.1 Phvul.004G174700 Phvul.004G174700 PF03485,PF05746,PF00750
1 Phvul.004G174700.1 Phvul.004G174700 Phvul.004G174700 PF03485,PF05746,PF00750
1 Phvul.004G174700.1 Phvul.004G174700 Phvul.004G174700 PF03485,PF05746,PF00750
1 Phvul.005G125500.1 Phvul.005G125500 Phvul.005G125500 PF03015,PF07993
1 Phvul.005G125500.1 Phvul.005G125500 Phvul.005G125500 PF03015,PF07993
1 Phvul.006G044400.1 Phvul.006G044400 Phvul.006G044400 PF05739,PF09177
1 Phvul.006G044400.1 Phvul.006G044400 Phvul.006G044400 PF05739,PF09177
1 Phvul.006G044400.1 Phvul.006G044400 Phvul.006G044400 PF05739,PF09177
1 Phvul.007G072700.3 Phvul.007G072700 Phvul.007G072700 PF02902
1 Phvul.007G072700.9 Phvul.007G072700 Phvul.007G072700 PF02902
1 Phvul.007G072700.8 Phvul.007G072700 Phvul.007G072700 PF02902
1 Phvul.007G072700.6 Phvul.007G072700 Phvul.007G072700 PF02902
1 Phvul.007G072700.7 Phvul.007G072700 Phvul.007G072700 PF02902
1 Phvul.007G072700.2 Phvul.007G072700 Phvul.007G072700 PF02902
1 Phvul.007G072700.5 Phvul.007G072700 Phvul.007G072700 PF02902
1 Phvul.007G072700.3 Phvul.007G072700 Phvul.007G072700 PF02902
1 Phvul.007G072700.9 Phvul.007G072700 Phvul.007G072700 PF02902
1 Phvul.007G072700.8 Phvul.007G072700 Phvul.007G072700 PF02902
1 Phvul.007G072700.6 Phvul.007G072700 Phvul.007G072700 PF02902
1 Phvul.007G072700.7 Phvul.007G072700 Phvul.007G072700 PF02902
1 Phvul.007G072700.2 Phvul.007G072700 Phvul.007G072700 PF02902
1 Phvul.007G072700.5 Phvul.007G072700 Phvul.007G072700 PF02902
1 Phvul.007G072700.12 Phvul.007G072700. Phvul.007G072700 PF02902
1 Phvul.007G072700.13 Phvul.007G072700. Phvul.007G072700 PF02902
1 Phvul.007G072700.10 Phvul.007G072700. Phvul.007G072700 PF02902
1 Phvul.007G072700.11 Phvul.007G072700. Phvul.007G072700 PF02902
1 Phvul.007G072700.12 Phvul.007G072700. Phvul.007G072700 PF02902
1 Phvul.007G072700.13 Phvul.007G072700. Phvul.007G072700 PF02902
1 Phvul.007G072700.10 Phvul.007G072700. Phvul.007G072700 PF02902
1 Phvul.007G072700.11 Phvul.007G072700. Phvul.007G072700 PF02902
1 Phvul.007G215400.1 Phvul.007G215400 Phvul.007G215400 PF13664
1 Phvul.007G215400.1 Phvul.007G215400 Phvul.007G215400 PF13664
1 Phvul.007G215400.1 Phvul.007G215400 Phvul.007G215400 PF13664
1 Phvul.007G249800.1 Phvul.007G249800 Phvul.007G249800 PF00149
1 Phvul.007G249800.1 Phvul.007G249800 Phvul.007G249800 PF00149
1 Phvul.007G249800.1 Phvul.007G249800 Phvul.007G249800 PF00149
1 Phvul.008G074600.3 Phvul.008G074600 Phvul.008G074600 PF00400,PF14844,PF15787,PF02138
1 Phvul.008G074600.2 Phvul.008G074600 Phvul.008G074600 PF00400,PF14844,PF15787,PF02138
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Do not distribute

1 Phvul.008G074600.4 Phvul.008G074600 Phvul.008G074600 PF00400,PF14844,PF15787,PF02138
1 Phvul.008G074600.1 Phvul.008G074600 Phvul.008G074600 PF00400,PF14844,PF15787,PF02138
1 Phvul.008G074600.3 Phvul.008G074600 Phvul.008G074600 PF00400,PF14844,PF15787,PF02138
1 Phvul.008G074600.2 Phvul.008G074600 Phvul.008G074600 PF00400,PF14844,PF15787,PF02138
1 Phvul.008G074600.4 Phvul.008G074600 Phvul.008G074600 PF00400,PF14844,PF15787,PF02138
1 Phvul.008G074600.1 Phvul.008G074600 Phvul.008G074600 PF00400,PF14844,PF15787,PF02138
1 Phvul.008G123400.1 Phvul.008G123400 Phvul.008G123400 PF00646
1 Phvul.008G123400.1 Phvul.008G123400 Phvul.008G123400 PF00646
1 Phvul.008G129500.1 Phvul.008G129500 Phvul.008G129500 PF04851,PF02170,PF03368,PF00271,PF00636
1 Phvul.008G129500.1 Phvul.008G129500 Phvul.008G129500 PF04851,PF02170,PF03368,PF00271,PF00636
1 Phvul.008G129500.1 Phvul.008G129500 Phvul.008G129500 PF04851,PF02170,PF03368,PF00271,PF00636
1 Phvul.008G164600.1 Phvul.008G164600 Phvul.008G164600 PF13855,PF12819
1 Phvul.008G164600.1 Phvul.008G164600 Phvul.008G164600 PF13855,PF12819
1 Phvul.008G164600.1 Phvul.008G164600 Phvul.008G164600 PF13855,PF12819
1 Phvul.008G225300.1 Phvul.008G225300 Phvul.008G225300 PF01490
1 Phvul.008G230200.1 Phvul.008G230200 Phvul.008G230200 PF04893
1 Phvul.009G030500.1 Phvul.009G030500 Phvul.009G030500 PF07690
1 Phvul.009G030500.1 Phvul.009G030500 Phvul.009G030500 PF07690
1 Phvul.009G030500.1 Phvul.009G030500 Phvul.009G030500 PF07690
1 Phvul.009G099700.1 Phvul.009G099700 Phvul.009G099700 0
1 Phvul.009G099700.1 Phvul.009G099700 Phvul.009G099700 0
1 Phvul.009G099700.1 Phvul.009G099700 Phvul.009G099700 0
1 Phvul.009G233000.1 Phvul.009G233000 Phvul.009G233000 PF04178
1 Phvul.009G233000.1 Phvul.009G233000 Phvul.009G233000 PF04178
1 Phvul.009G233000.1 Phvul.009G233000 Phvul.009G233000 PF04178
1 Phvul.010G021700.1 Phvul.010G021700 Phvul.010G021700 0
1 Phvul.010G021700.1 Phvul.010G021700 Phvul.010G021700 0
1 Phvul.010G021700.1 Phvul.010G021700 Phvul.010G021700 0
1 Phvul.010G104900.2 Phvul.010G104900 Phvul.010G104900 PF02548
1 Phvul.010G104900.2 Phvul.010G104900 Phvul.010G104900 PF02548
1 Phvul.010G104900.2 Phvul.010G104900 Phvul.010G104900 PF02548
1 Phvul.010G129400.1 Phvul.010G129400 Phvul.010G129400 PF03514
1 Phvul.010G129400.1 Phvul.010G129400 Phvul.010G129400 PF03514
1 Phvul.010G129400.1 Phvul.010G129400 Phvul.010G129400 PF03514
1 Phvul.010G157900.4 Phvul.010G157900 Phvul.010G157900 PF16987
1 Phvul.010G157900.3 Phvul.010G157900 Phvul.010G157900 PF16987
1 Phvul.010G157900.2 Phvul.010G157900 Phvul.010G157900 PF16987
1 Phvul.010G157900.4 Phvul.010G157900 Phvul.010G157900 PF16987
1 Phvul.010G157900.3 Phvul.010G157900 Phvul.010G157900 PF16987
1 Phvul.010G157900.2 Phvul.010G157900 Phvul.010G157900 PF16987
1 Phvul.010G157900.4 Phvul.010G157900 Phvul.010G157900 PF16987
1 Phvul.010G157900.3 Phvul.010G157900 Phvul.010G157900 PF16987
1 Phvul.010G157900.2 Phvul.010G157900 Phvul.010G157900 PF16987
1 Phvul.011G006200.1 Phvul.011G006200 Phvul.011G006200 PF01399
1 Phvul.011G006200.1 Phvul.011G006200 Phvul.011G006200 PF01399
1 Phvul.011G006200.1 Phvul.011G006200 Phvul.011G006200 PF01399
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Do not distribute

1 Phvul.011G161100.1 Phvul.011G161100 Phvul.011G161100 PF00067
1 Phvul.011G161100.1 Phvul.011G161100 Phvul.011G161100 PF00067
1 Phvul.011G161100.1 Phvul.011G161100 Phvul.011G161100 PF00067
1 Phvul.011G161900.1 Phvul.011G161900 Phvul.011G161900 PF00067
1 Phvul.011G161900.1 Phvul.011G161900 Phvul.011G161900 PF00067
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Do not distribute

Panther KOG KEGG KOG GO Best-hit-arabi-namearabi-symbol
PTHR24221,PTHR24221:SF141KOG0058 3.6.3.44 0 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT3G28345.1 0
PTHR24221,PTHR24221:SF141KOG0058 3.6.3.44 0 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT3G28345.1 0
PTHR24221,PTHR24221:SF141KOG0058 3.6.3.44 0 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT3G28345.1 0
PTHR11800 KOG1522 2.7.7.6 K03011 GO:0046983,GO:0006351,GO:0003899AT2G15430.1 NRPB3,NRPD3,NRPE3A,RBP36A,RPB35.5A
PTHR11800 KOG1522 2.7.7.6 K03011 GO:0046983,GO:0006351,GO:0003899AT2G15430.1 NRPB3,NRPD3,NRPE3A,RBP36A,RPB35.5A
PTHR11800 KOG1522 2.7.7.6 K03011 GO:0046983,GO:0006351,GO:0003899AT2G15430.1 NRPB3,NRPD3,NRPE3A,RBP36A,RPB35.5A
PTHR24006,PTHR24006:SF4450 3.4.19.12 K11838 GO:0005515 AT5G06600.2 UBP12
PTHR24006,PTHR24006:SF4450 3.4.19.12 K11838 GO:0005515 AT5G06600.2 UBP12
PTHR24006,PTHR24006:SF4450 3.4.19.12 K11838 GO:0005515 AT5G06600.2 UBP12
PTHR24006,PTHR24006:SF4450 3.4.19.12 K11838 GO:0005515 AT5G06600.2 UBP12
PTHR24006,PTHR24006:SF4450 3.4.19.12 K11838 GO:0005515 AT5G06600.2 UBP12
PTHR24006,PTHR24006:SF4450 3.4.19.12 K11838 GO:0005515 AT5G06600.2 UBP12
PTHR27000,PTHR27000:SF121KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT4G20270.1 BAM3
PTHR27000,PTHR27000:SF121KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT4G20270.1 BAM3
PTHR27000,PTHR27000:SF121KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT4G20270.1 BAM3
PTHR24089,PTHR24089:SF397KOG0761 0 K15119 0 AT2G46320.1 0
PTHR24089,PTHR24089:SF397KOG0761 0 K15119 0 AT2G46320.1 0
PTHR24089,PTHR24089:SF397KOG0761 0 K15119 0 AT2G46320.1 0
PTHR10799,PTHR10799:SF6240 3.6.4.12 K10841 GO:0005524 AT2G18760.1 CHR8
PTHR10799,PTHR10799:SF6240 3.6.4.12 K10841 GO:0005524 AT2G18760.1 CHR8
PTHR10799,PTHR10799:SF6240 3.6.4.12 K10841 GO:0005524 AT2G18760.1 CHR8
PTHR27009,PTHR27009:SF21KOG1187 3.1.4.46 0 GO:0006468,GO:0004672AT5G38260.1 0
PTHR27009,PTHR27009:SF21KOG1187 3.1.4.46 0 GO:0006468,GO:0004672AT5G38260.1 0
PTHR27009,PTHR27009:SF21KOG1187 3.1.4.46 0 GO:0006468,GO:0004672AT5G38260.1 0
PTHR35744,PTHR35744:SF20 0 0 0 AT4G12240.1 0
PTHR35744,PTHR35744:SF20 0 0 0 AT4G12240.1 0
PTHR35744,PTHR35744:SF20 0 0 0 AT4G12240.1 0
PTHR35744,PTHR35744:SF20 0 0 0 AT4G12240.1 0
PTHR35744,PTHR35744:SF20 0 0 0 AT4G12240.1 0
PTHR35744,PTHR35744:SF20 0 0 0 AT4G12240.1 0
PTHR10366,PTHR10366:SF4050 1.1.1.133 K12451 0 AT1G63000.1 NRS/ER,UER1
PTHR10366,PTHR10366:SF4050 1.1.1.133 K12451 0 AT1G63000.1 NRS/ER,UER1
PTHR10366,PTHR10366:SF4050 1.1.1.133 K12451 0 AT1G63000.1 NRS/ER,UER1
PTHR22814,PTHR22814:SF33KOG1603 0 0 GO:0046872,GO:0030001AT5G19090.2 0
PTHR22814,PTHR22814:SF33KOG1603 0 0 GO:0046872,GO:0030001AT5G19090.2 0
PTHR22939,PTHR22939:SF87KOG1320 3.4.21.107 0 GO:0005515 AT5G36950.1 DegP10
PTHR22939,PTHR22939:SF87KOG1320 3.4.21.107 0 GO:0005515 AT5G36950.1 DegP10
PTHR22939,PTHR22939:SF87KOG1320 3.4.21.107 0 GO:0005515 AT5G36950.1 DegP10
PTHR27000,PTHR27000:SF84KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G62230.1 ERL1
PTHR27000,PTHR27000:SF84KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G62230.1 ERL1
PTHR27000,PTHR27000:SF84KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G62230.1 ERL1
PTHR22967,PTHR22967:SF63KOG1989 2.7.11.1 K08853 GO:0006468,GO:0004672AT2G32850.2 0
PTHR22967,PTHR22967:SF63KOG1989 2.7.11.1 K08853 GO:0006468,GO:0004672AT2G32850.2 0
PTHR22967,PTHR22967:SF63KOG1989 2.7.11.1 K08853 GO:0006468,GO:0004672AT2G32850.2 0
PTHR22967,PTHR22967:SF63KOG1989 2.7.11.1 K08853 GO:0006468,GO:0004672AT2G32850.2 0
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Do not distribute

PTHR22967,PTHR22967:SF63KOG1989 2.7.11.1 K08853 GO:0006468,GO:0004672AT2G32850.2 0
PTHR22967,PTHR22967:SF63KOG1989 2.7.11.1 K08853 GO:0006468,GO:0004672AT2G32850.2 0
PTHR11926,PTHR11926:SF384KOG1192 2.4.1.272 0 GO:0016758,GO:0008152AT2G15480.2 UGT73B5
PTHR11926,PTHR11926:SF384KOG1192 2.4.1.272 0 GO:0016758,GO:0008152AT2G15480.2 UGT73B5
PTHR11926,PTHR11926:SF384KOG1192 2.4.1.272 0 GO:0016758,GO:0008152AT2G15480.2 UGT73B5
PTHR11926,PTHR11926:SF384KOG1192 2.4.1.272 0 GO:0016758,GO:0008152AT2G15480.2 UGT73B5
PTHR11926,PTHR11926:SF1170 2.4.1.173 0 GO:0030259,GO:0016758,GO:0005975,GO:0008152AT1G43620.2 TT15,UGT80B1
PTHR11926,PTHR11926:SF1170 2.4.1.173 0 GO:0030259,GO:0016758,GO:0005975,GO:0008152AT1G43620.2 TT15,UGT80B1
PTHR11926,PTHR11926:SF1170 2.4.1.173 0 GO:0030259,GO:0016758,GO:0005975,GO:0008152AT1G43620.2 TT15,UGT80B1
PTHR27002,PTHR27002:SF42KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT2G41890.1 0
PTHR27002,PTHR27002:SF42KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT2G41890.1 0
PTHR27002,PTHR27002:SF42KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT2G41890.1 0
PTHR27002,PTHR27002:SF42KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT2G41890.1 0
PTHR27002,PTHR27002:SF42KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT2G41890.1 0
PTHR27002,PTHR27002:SF42KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT2G41890.1 0
PTHR27001,PTHR27001:SF183KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT2G33580.1 0
PTHR27001,PTHR27001:SF183KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT2G33580.1 0
PTHR27001,PTHR27001:SF183KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT2G33580.1 0
PTHR22953,PTHR22953:SF5KOG1378 3.1.3.2 0 GO:0016787 AT3G20500.1 ATPAP18,PAP18
PTHR22953,PTHR22953:SF5KOG1378 3.1.3.2 0 GO:0016787 AT3G20500.1 ATPAP18,PAP18
PTHR22953,PTHR22953:SF5KOG1378 3.1.3.2 0 GO:0016787 AT3G20500.1 ATPAP18,PAP18
PTHR36356,PTHR36356:SF10 0 0 0 AT2G44870.1 0
PTHR36356,PTHR36356:SF10 0 0 0 AT2G44870.1 0
PTHR36356,PTHR36356:SF10 0 0 0 AT2G44870.1 0
PTHR32411 0 0 0 0 AT4G05200.1 CRK25
PTHR32411 0 0 0 0 AT4G05200.1 CRK25
PTHR32411 0 0 0 0 AT4G05200.1 CRK25
PTHR32467,PTHR32467:SF290 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
PTHR32467,PTHR32467:SF290 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
PTHR32467,PTHR32467:SF290 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
PTHR32467,PTHR32467:SF290 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
PTHR32467,PTHR32467:SF290 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
PTHR32467,PTHR32467:SF290 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1

0 0 0 0 GO:0005509 0 0
0 0 0 0 GO:0005509 0 0
0 0 0 0 GO:0005509 0 0

PTHR31704,PTHR31704:SF70 0 0 0 AT4G02550.1 0
PTHR31704,PTHR31704:SF70 0 0 0 AT4G02550.1 0
PTHR31587,PTHR31587:SF20 0 0 0 AT5G67610.1 0
PTHR31587,PTHR31587:SF20 0 0 0 AT5G67610.1 0
PTHR31587,PTHR31587:SF20 0 0 0 AT5G67610.1 0
PTHR31704,PTHR31704:SF70 0 0 0 AT4G02210.2 0
PTHR31704,PTHR31704:SF70 0 0 0 AT4G02210.2 0
PTHR11145 KOG2714 0 0 GO:0051260 AT3G09030.1 0
PTHR11145 KOG2714 0 0 GO:0051260 AT3G09030.1 0
PTHR32370,PTHR32370:SF60 0 0 GO:0016567 AT5G64330.1 JK218,NPH3,RPT3
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Do not distribute

PTHR32370,PTHR32370:SF60 0 0 GO:0016567 AT5G64330.1 JK218,NPH3,RPT3
PTHR32370,PTHR32370:SF60 0 0 GO:0016567 AT5G64330.1 JK218,NPH3,RPT3
PTHR31704,PTHR31704:SF70 0 0 0 AT4G02550.1 0
PTHR31704,PTHR31704:SF70 0 0 0 AT4G02550.1 0
PTHR10795,PTHR10795:SF4310 3.4.21.25 0 GO:0016020,GO:0005618,GO:0004252,GO:0006508AT2G19170.1 SLP3
PTHR10795,PTHR10795:SF4310 3.4.21.25 0 GO:0016020,GO:0005618,GO:0004252,GO:0006508AT2G19170.1 SLP3
PTHR10795,PTHR10795:SF4310 3.4.21.25 0 GO:0016020,GO:0005618,GO:0004252,GO:0006508AT2G19170.1 SLP3
PTHR34663,PTHR34663:SF20 0 0 0 AT2G23270.1 0
PTHR34663,PTHR34663:SF20 0 0 0 AT2G23270.1 0
PTHR34663,PTHR34663:SF20 0 0 0 AT2G23270.1 0
PTHR31704,PTHR31704:SF70 0 0 0 AT4G02550.1 0
PTHR31704,PTHR31704:SF70 0 0 0 AT4G02550.1 0
PTHR15959,PTHR15959:SF0KOG3894 0 K08492 0 AT1G51740.1 ATSYP81,ATUFE1,SYP81,UFE1
PTHR15959,PTHR15959:SF0KOG3894 0 K08492 0 AT1G51740.1 ATSYP81,ATUFE1,SYP81,UFE1
PTHR15959,PTHR15959:SF0KOG3894 0 K08492 0 AT1G51740.1 ATSYP81,ATUFE1,SYP81,UFE1
PTHR10302,PTHR10302:SF80 0 0 GO:0006260,GO:0003697AT4G20010.1 OSB2,PTAC9
PTHR10302,PTHR10302:SF80 0 0 GO:0006260,GO:0003697AT4G20010.1 OSB2,PTAC9
PTHR10302,PTHR10302:SF80 0 0 GO:0006260,GO:0003697AT4G20010.1 OSB2,PTAC9
PTHR10302,PTHR10302:SF80 0 0 GO:0006260,GO:0003697AT4G20010.1 OSB2,PTAC9
PTHR10302,PTHR10302:SF80 0 0 GO:0006260,GO:0003697AT4G20010.1 OSB2,PTAC9
PTHR10302,PTHR10302:SF80 0 0 GO:0006260,GO:0003697AT4G20010.1 OSB2,PTAC9
PTHR10302,PTHR10302:SF80 0 0 GO:0006260,GO:0003697AT4G20010.1 OSB2,PTAC9
PTHR10302,PTHR10302:SF80 0 0 GO:0006260,GO:0003697AT4G20010.1 OSB2,PTAC9
PTHR10302,PTHR10302:SF80 0 0 GO:0006260,GO:0003697AT4G20010.1 OSB2,PTAC9
PTHR10302,PTHR10302:SF80 0 0 GO:0006260,GO:0003697AT4G20010.1 OSB2,PTAC9
PTHR10302,PTHR10302:SF80 0 0 GO:0006260,GO:0003697AT4G20010.1 OSB2,PTAC9
PTHR10302,PTHR10302:SF80 0 0 GO:0006260,GO:0003697AT4G20010.1 OSB2,PTAC9
PTHR13140,PTHR13140:SF3900 3.6.4.1 K10357 GO:0016459,GO:0005524,GO:0003774,GO:0005515AT1G54560.1 ATXIE,XIE
PTHR13140,PTHR13140:SF3900 3.6.4.1 K10357 GO:0016459,GO:0005524,GO:0003774,GO:0005515AT1G54560.1 ATXIE,XIE
PTHR13140,PTHR13140:SF3900 3.6.4.1 K10357 GO:0016459,GO:0005524,GO:0003774,GO:0005515AT1G54560.1 ATXIE,XIE
PTHR10044,PTHR10044:SF98KOG4172 0 0 0 AT4G03000.2 0
PTHR10044,PTHR10044:SF98KOG4172 0 0 0 AT4G03000.2 0
PTHR10044,PTHR10044:SF98KOG4172 0 0 0 AT4G03000.2 0
PTHR10044,PTHR10044:SF98KOG4172 0 0 0 AT4G03000.2 0
PTHR10044,PTHR10044:SF98KOG4172 0 0 0 AT4G03000.2 0
PTHR10044,PTHR10044:SF98KOG4172 0 0 0 AT4G03000.2 0
PTHR10799,PTHR10799:SF6400 3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT3G06010.1 ATCHR12
PTHR10799,PTHR10799:SF6400 3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT3G06010.1 ATCHR12
PTHR10799,PTHR10799:SF6400 3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT3G06010.1 ATCHR12
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
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Do not distribute

PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR10641,PTHR10641:SF5170 0 0 0 AT5G41020.1 0
PTHR27000,PTHR27000:SF143KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G08850.1 0
PTHR27000,PTHR27000:SF143KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G08850.1 0
PTHR22950,PTHR22950:SF267KOG1303 0 0 0 AT1G47670.1 0
PTHR22950,PTHR22950:SF267KOG1303 0 0 0 AT1G47670.1 0
PTHR22950,PTHR22950:SF267KOG1303 0 0 0 AT1G47670.1 0
PTHR16441 0 0 0 0 AT4G32560.1 0
PTHR16441 0 0 0 0 AT4G32560.1 0
PTHR16441 0 0 0 0 AT4G32560.1 0
PTHR16441 0 0 0 0 AT4G32560.1 0
PTHR31704,PTHR31704:SF70 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF70 0 0 0 AT2G24960.2 0
PTHR15288,PTHR15288:SF40 0 0 0 AT5G35560.1 0
PTHR15288,PTHR15288:SF40 0 0 0 AT5G35560.1 0
PTHR15288,PTHR15288:SF40 0 0 0 AT5G35560.1 0
PTHR15288,PTHR15288:SF40 0 0 0 AT5G35560.1 0
PTHR15288,PTHR15288:SF40 0 0 0 AT5G35560.1 0
PTHR15288,PTHR15288:SF40 0 0 0 AT5G35560.1 0
PTHR15288,PTHR15288:SF40 0 0 0 AT5G35560.1 0
PTHR15288,PTHR15288:SF40 0 0 0 AT5G35560.1 0
PTHR15288,PTHR15288:SF40 0 0 0 AT5G35560.1 0
PTHR12281,PTHR12281:SF120 0 K17824 0 AT1G15860.2 0
PTHR12281,PTHR12281:SF120 0 K17824 0 AT1G15860.2 0
PTHR19211,PTHR19211:SF520 3.6.1.3 K06185 GO:0016887,GO:0005524AT5G60790.1 ATGCN1,GCN1
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Do not distribute

PTHR19211,PTHR19211:SF520 3.6.1.3 K06185 GO:0016887,GO:0005524AT5G60790.1 ATGCN1,GCN1
PTHR19211,PTHR19211:SF520 3.6.1.3 K06185 GO:0016887,GO:0005524AT5G60790.1 ATGCN1,GCN1
PTHR34118,PTHR34118:SF30 0 K02116 0 AT2G31040.1 0
PTHR34118,PTHR34118:SF30 0 K02116 0 AT2G31040.1 0
PTHR34118,PTHR34118:SF30 0 K02116 0 AT2G31040.1 0
PTHR11926,PTHR11926:SF2330 2.4.1.324 0 GO:0016758,GO:0008152AT1G22380.1 AtUGT85A3,UGT85A3
PTHR11926,PTHR11926:SF2330 2.4.1.324 0 GO:0016758,GO:0008152AT1G22380.1 AtUGT85A3,UGT85A3
PTHR11926,PTHR11926:SF2330 2.4.1.324 0 GO:0016758,GO:0008152AT1G22380.1 AtUGT85A3,UGT85A3
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR12323 KOG0007 0 0 GO:0006396,GO:0003723AT4G31200.3 0
PTHR12323 KOG0007 0 0 GO:0006396,GO:0003723AT4G31200.3 0
PTHR12323 KOG0007 0 0 GO:0006396,GO:0003723AT4G31200.3 0
PTHR11200,PTHR11200:SF107KOG0565 3.1.3.56 0 0 AT4G18010.2 5PTASE2,AT5PTASE2,IP5PII
PTHR11200,PTHR11200:SF107KOG0565 3.1.3.56 0 0 AT4G18010.2 5PTASE2,AT5PTASE2,IP5PII
PTHR11200,PTHR11200:SF107KOG0565 3.1.3.56 0 0 AT4G18010.2 5PTASE2,AT5PTASE2,IP5PII
PTHR11200,PTHR11200:SF107KOG0565 3.1.3.56 0 0 AT4G18010.2 5PTASE2,AT5PTASE2,IP5PII
PTHR11200,PTHR11200:SF107KOG0565 3.1.3.56 0 0 AT4G18010.2 5PTASE2,AT5PTASE2,IP5PII
PTHR11200,PTHR11200:SF107KOG0565 3.1.3.56 0 0 AT4G18010.2 5PTASE2,AT5PTASE2,IP5PII
PTHR34996,PTHR34996:SF30 0 0 0 0 0
PTHR34996,PTHR34996:SF30 0 0 0 0 0
PTHR34996,PTHR34996:SF30 0 0 0 0 0
PTHR36400 0 0 0 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT5G45590.1 0
PTHR36400 0 0 0 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT5G45590.1 0
PTHR36400 0 0 0 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT5G45590.1 0

0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0

PTHR12465 0 0 K13528 GO:0016592,GO:0006357,GO:0001104AT2G28230.1 0
PTHR12465 0 0 K13528 GO:0016592,GO:0006357,GO:0001104AT2G28230.1 0
PTHR12465 0 0 K13528 GO:0016592,GO:0006357,GO:0001104AT2G28230.1 0
PTHR11785,PTHR11785:SF331KOG1286 0 0 GO:0055085,GO:0016020,GO:0006810,GO:0015171,GO:0003333AT5G04770.1 ATCAT6,CAT6
PTHR23083,PTHR23083:SF443KOG0548 0 0 0 AT4G37460.1 SRFR1
PTHR23083,PTHR23083:SF443KOG0548 0 0 0 AT4G37460.1 SRFR1
PTHR14360,PTHR14360:SF1KOG3156 0 0 0 AT2G16460.1 0
PTHR14360,PTHR14360:SF1KOG3156 0 0 0 AT2G16460.1 0
PTHR14360,PTHR14360:SF1KOG3156 0 0 0 AT2G16460.1 0
PTHR31072,PTHR31072:SF50 0 0 0 AT3G02150.2 PTF1,TCP13,TFPD
PTHR31072,PTHR31072:SF50 0 0 0 AT3G02150.2 PTF1,TCP13,TFPD
PTHR31072,PTHR31072:SF50 0 0 0 AT3G02150.2 PTF1,TCP13,TFPD
PTHR31072,PTHR31072:SF50 0 0 0 AT3G02150.2 PTF1,TCP13,TFPD
PTHR31072,PTHR31072:SF50 0 0 0 AT3G02150.2 PTF1,TCP13,TFPD
PTHR31072,PTHR31072:SF50 0 0 0 AT3G02150.2 PTF1,TCP13,TFPD
PTHR31072,PTHR31072:SF50 0 0 0 AT3G02150.2 PTF1,TCP13,TFPD
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Do not distribute

PTHR31072,PTHR31072:SF50 0 0 0 AT3G02150.2 PTF1,TCP13,TFPD
PTHR31072,PTHR31072:SF50 0 0 0 AT3G02150.2 PTF1,TCP13,TFPD
PTHR11200,PTHR11200:SF128KOG0565 3.1.3.56 0 0 AT1G71710.1 0
PTHR11200,PTHR11200:SF128KOG0565 3.1.3.56 0 0 AT1G71710.1 0
PTHR11200,PTHR11200:SF128KOG0565 3.1.3.56 0 0 AT1G71710.1 0
PTHR11200,PTHR11200:SF128KOG0565 3.1.3.56 0 0 AT1G71710.1 0
PTHR11200,PTHR11200:SF128KOG0565 3.1.3.56 0 0 AT1G71710.1 0
PTHR11200,PTHR11200:SF128KOG0565 3.1.3.56 0 0 AT1G71710.1 0
PTHR11956,PTHR11956:SF50 6.1.1.19 K01887 GO:0006420,GO:0005737,GO:0005524,GO:0004814,GO:0000166AT4G26300.1 emb1027
PTHR11956,PTHR11956:SF50 6.1.1.19 K01887 GO:0006420,GO:0005737,GO:0005524,GO:0004814,GO:0000166AT4G26300.1 emb1027
PTHR11956,PTHR11956:SF50 6.1.1.19 K01887 GO:0006420,GO:0005737,GO:0005524,GO:0004814,GO:0000166AT4G26300.1 emb1027
PTHR11011,PTHR11011:SF25KOG1221 1.2.1.50,1.2.1.84K13356 GO:0080019 AT4G33790.1 CER4,FAR3,G7
PTHR11011,PTHR11011:SF25KOG1221 1.2.1.50,1.2.1.84K13356 GO:0080019 AT4G33790.1 CER4,FAR3,G7
PTHR19957,PTHR19957:SF111KOG3202 0 K08498 GO:0005515,GO:0048193,GO:0016020AT1G28490.1 ATSYP61,OSM1,SYP61
PTHR19957,PTHR19957:SF111KOG3202 0 K08498 GO:0005515,GO:0048193,GO:0016020AT1G28490.1 ATSYP61,OSM1,SYP61
PTHR19957,PTHR19957:SF111KOG3202 0 K08498 GO:0005515,GO:0048193,GO:0016020AT1G28490.1 ATSYP61,OSM1,SYP61
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR12606,PTHR12606:SF15KOG3246 3.4.22.68 0 GO:0008234,GO:0006508AT4G00690.1 ULP1B
PTHR23241,PTHR23241:SF55KOG2886 0 0 0 AT3G62580.1 0
PTHR23241,PTHR23241:SF55KOG2886 0 0 0 AT3G62580.1 0
PTHR23241,PTHR23241:SF55KOG2886 0 0 0 AT3G62580.1 0
PTHR32440,PTHR32440:SF11KOG1432 0 0 GO:0016787 AT3G10150.1 ATPAP16,PAP16
PTHR32440,PTHR32440:SF11KOG1432 0 0 GO:0016787 AT3G10150.1 ATPAP16,PAP16
PTHR32440,PTHR32440:SF11KOG1432 0 0 GO:0016787 AT3G10150.1 ATPAP16,PAP16
PTHR13743,PTHR13743:SF160 0 0 GO:0005515 AT2G45540.1 0
PTHR13743,PTHR13743:SF160 0 0 GO:0005515 AT2G45540.1 0
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Do not distribute

PTHR13743,PTHR13743:SF160 0 0 GO:0005515 AT2G45540.1 0
PTHR13743,PTHR13743:SF160 0 0 GO:0005515 AT2G45540.1 0
PTHR13743,PTHR13743:SF160 0 0 GO:0005515 AT2G45540.1 0
PTHR13743,PTHR13743:SF160 0 0 GO:0005515 AT2G45540.1 0
PTHR13743,PTHR13743:SF160 0 0 GO:0005515 AT2G45540.1 0
PTHR13743,PTHR13743:SF160 0 0 GO:0005515 AT2G45540.1 0
PTHR32133,PTHR32133:SF950 0 0 GO:0005515 AT3G24760.1 0
PTHR32133,PTHR32133:SF950 0 0 GO:0005515 AT3G24760.1 0
PTHR14950,PTHR14950:SF19KOG0701 3.1.26.3 K11592 GO:0016787,GO:0005524,GO:0003677,GO:0005515,GO:0016891,GO:0006396,GO:0004525,GO:0003723AT3G03300.3 ATDCL2,DCL2
PTHR14950,PTHR14950:SF19KOG0701 3.1.26.3 K11592 GO:0016787,GO:0005524,GO:0003677,GO:0005515,GO:0016891,GO:0006396,GO:0004525,GO:0003723AT3G03300.3 ATDCL2,DCL2
PTHR14950,PTHR14950:SF19KOG0701 3.1.26.3 K11592 GO:0016787,GO:0005524,GO:0003677,GO:0005515,GO:0016891,GO:0006396,GO:0004525,GO:0003723AT3G03300.3 ATDCL2,DCL2
PTHR27003,PTHR27003:SF1050 2.7.11.1 0 GO:0005515 AT1G05700.1 0
PTHR27003,PTHR27003:SF1050 2.7.11.1 0 GO:0005515 AT1G05700.1 0
PTHR27003,PTHR27003:SF1050 2.7.11.1 0 GO:0005515 AT1G05700.1 0
PTHR22950,PTHR22950:SF260KOG1303 0 K13946 0 AT2G38120.1 AUX1,MAP1,PIR1,WAV5
PTHR12822,PTHR12822:SF5KOG3114 0 0 GO:0016020 AT2G39805.1 0
PTHR23500,PTHR23500:SF44KOG0254 0 0 GO:0055085,GO:0016021AT1G34580.1 0
PTHR23500,PTHR23500:SF44KOG0254 0 0 GO:0055085,GO:0016021AT1G34580.1 0
PTHR23500,PTHR23500:SF44KOG0254 0 0 GO:0055085,GO:0016021AT1G34580.1 0
PTHR13129,PTHR13129:SF40 0 K11789 0 AT4G31160.1 DCAF1
PTHR13129,PTHR13129:SF40 0 K11789 0 AT4G31160.1 DCAF1
PTHR13129,PTHR13129:SF40 0 K11789 0 AT4G31160.1 DCAF1
PTHR21493,PTHR21493:SF9KOG1743 0 0 GO:0016192 AT3G49420.1 0
PTHR21493,PTHR21493:SF9KOG1743 0 0 GO:0016192 AT3G49420.1 0
PTHR21493,PTHR21493:SF9KOG1743 0 0 GO:0016192 AT3G49420.1 0
PTHR31851,PTHR31851:SF160 0 0 0 AT4G27860.1 0
PTHR31851,PTHR31851:SF160 0 0 0 AT4G27860.1 0
PTHR31851,PTHR31851:SF160 0 0 0 AT4G27860.1 0
PTHR20881 KOG2949 2.1.2.11 K00606 GO:0015940,GO:0003864AT3G61530.1 PANB2
PTHR20881 KOG2949 2.1.2.11 K00606 GO:0015940,GO:0003864AT3G61530.1 PANB2
PTHR20881 KOG2949 2.1.2.11 K00606 GO:0015940,GO:0003864AT3G61530.1 PANB2
PTHR31636,PTHR31636:SF400 0 0 0 AT3G13840.1 0
PTHR31636,PTHR31636:SF400 0 0 0 AT3G13840.1 0
PTHR31636,PTHR31636:SF400 0 0 0 AT3G13840.1 0
PTHR33137,PTHR33137:SF40 0 K14972 0 AT1G15780.1 0
PTHR33137,PTHR33137:SF40 0 K14972 0 AT1G15780.1 0
PTHR33137,PTHR33137:SF40 0 K14972 0 AT1G15780.1 0
PTHR33137,PTHR33137:SF40 0 K14972 0 AT1G15780.1 0
PTHR33137,PTHR33137:SF40 0 K14972 0 AT1G15780.1 0
PTHR33137,PTHR33137:SF40 0 K14972 0 AT1G15780.1 0
PTHR33137,PTHR33137:SF40 0 K14972 0 AT1G15780.1 0
PTHR33137,PTHR33137:SF40 0 K14972 0 AT1G15780.1 0
PTHR33137,PTHR33137:SF40 0 K14972 0 AT1G15780.1 0
PTHR10855 KOG1497 0 K12178 GO:0005515 AT5G42970.1 ATS4,COP14,COP8,CSN4,EMB134,FUS4,FUS8
PTHR10855 KOG1497 0 K12178 GO:0005515 AT5G42970.1 ATS4,COP14,COP8,CSN4,EMB134,FUS4,FUS8
PTHR10855 KOG1497 0 K12178 GO:0005515 AT5G42970.1 ATS4,COP14,COP8,CSN4,EMB134,FUS4,FUS8
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Do not distribute

PTHR24282,PTHR24282:SF53KOG0157 1.14.13.173 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G14690.1 CYP72A15
PTHR24282,PTHR24282:SF53KOG0157 1.14.13.173 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G14690.1 CYP72A15
PTHR24282,PTHR24282:SF53KOG0157 1.14.13.173 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G14690.1 CYP72A15
PTHR24282,PTHR24282:SF53KOG0159 1.14.13.173 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G14690.1 CYP72A15
PTHR24282,PTHR24282:SF53KOG0159 1.14.13.173 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G14690.1 CYP72A15
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Do not distribute

arabi-defline ID Annot_deflineIDENTIFIER NAME DESCRIPTION
ABC transporter family proteinPhvul.004G023066PTHR24221:SF141 - ABC TRANSPORTER B FAMILY MEMBER 15-RELATED (1 of 2)Phvul.004G023066Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37163835 transcript=Phvul.004G023066.1 locus=Phvul.004G023066 ID=Phvul.004G023066.1.v2.1 annot-version=v2.1) &
ABC transporter family proteinPhvul.004G023066PTHR24221:SF141 - ABC TRANSPORTER B FAMILY MEMBER 15-RELATED (1 of 2)Phvul.004G023066Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37163835 transcript=Phvul.004G023066.1 locus=Phvul.004G023066 ID=Phvul.004G023066.1.v2.1 annot-version=v2.1) &
ABC transporter family proteinPhvul.004G023066PTHR24221:SF141 - ABC TRANSPORTER B FAMILY MEMBER 15-RELATED (1 of 2)Phvul.004G023066Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37163835 transcript=Phvul.004G023066.1 locus=Phvul.004G023066 ID=Phvul.004G023066.1.v2.1 annot-version=v2.1) &
DNA-directed RNA polymerase family proteinPhvul.002G097400K03011 - DNA-directed RNA polymerase II subunit RPB3 (RPB3, POLR2C)  (1 of 1)Phvul.002G097400RNA biosynthesis.DNA-dependent RNA polymerase (Pol) complexes.Pol I-V shared regulatory components.subunit 3subunit 3 of RNA polymerase (original description: pacid=37175101 transcript=Phvul.002G097400.1 locus=Phvul.002G097400 ID=Phvul.002G097400.1.v2.1 annot-version=v2.1) &
DNA-directed RNA polymerase family proteinPhvul.002G097400K03011 - DNA-directed RNA polymerase II subunit RPB3 (RPB3, POLR2C)  (1 of 1)Phvul.002G097400RNA biosynthesis.DNA-dependent RNA polymerase (Pol) complexes.Pol I-V shared regulatory components.subunit 3subunit 3 of RNA polymerase (original description: pacid=37175101 transcript=Phvul.002G097400.1 locus=Phvul.002G097400 ID=Phvul.002G097400.1.v2.1 annot-version=v2.1) &
DNA-directed RNA polymerase family proteinPhvul.002G097400K03011 - DNA-directed RNA polymerase II subunit RPB3 (RPB3, POLR2C)  (1 of 1)Phvul.002G097400RNA biosynthesis.DNA-dependent RNA polymerase (Pol) complexes.Pol I-V shared regulatory components.subunit 3subunit 3 of RNA polymerase (original description: pacid=37175101 transcript=Phvul.002G097400.1 locus=Phvul.002G097400 ID=Phvul.002G097400.1.v2.1 annot-version=v2.1) &
ubiquitin-specific protease 12 Phvul.006G008480K11838 - ubiquitin carboxyl-terminal hydrolase 7 (USP7, UBP15)  (1 of 4)Phvul.006G008480Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP12-13)deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
ubiquitin-specific protease 12 Phvul.006G008480K11838 - ubiquitin carboxyl-terminal hydrolase 7 (USP7, UBP15)  (1 of 4)Phvul.006G008480Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP12-13)deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
ubiquitin-specific protease 12 Phvul.006G008480K11838 - ubiquitin carboxyl-terminal hydrolase 7 (USP7, UBP15)  (1 of 4)Phvul.006G008480Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP12-13)deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
ubiquitin-specific protease 12 Phvul.006G008480K11838 - ubiquitin carboxyl-terminal hydrolase 7 (USP7, UBP15)  (1 of 4)Phvul.006G008480Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP12-13)deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
ubiquitin-specific protease 12 Phvul.006G008480K11838 - ubiquitin carboxyl-terminal hydrolase 7 (USP7, UBP15)  (1 of 4)Phvul.006G008480Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP12-13)deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
ubiquitin-specific protease 12 Phvul.006G008480K11838 - ubiquitin carboxyl-terminal hydrolase 7 (USP7, UBP15)  (1 of 4)Phvul.006G008480Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP12-13)deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
Leucine-rich receptor-like protein kinase family proteinPhvul.006G029000PTHR27000:SF121 - LEUCINE-RICH REPEAT RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE BAM3 (1 of 1)Phvul.006G029000Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37173573 transcript=Phvul.006G029000.1 locus=Phvul.006G029000 ID=Phvul.006G029000.1.v2.1 annot-version=v2.1) &
Leucine-rich receptor-like protein kinase family proteinPhvul.006G029000PTHR27000:SF121 - LEUCINE-RICH REPEAT RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE BAM3 (1 of 1)Phvul.006G029000Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37173573 transcript=Phvul.006G029000.1 locus=Phvul.006G029000 ID=Phvul.006G029000.1.v2.1 annot-version=v2.1) &
Leucine-rich receptor-like protein kinase family proteinPhvul.006G029000PTHR27000:SF121 - LEUCINE-RICH REPEAT RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE BAM3 (1 of 1)Phvul.006G029000Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37173573 transcript=Phvul.006G029000.1 locus=Phvul.006G029000 ID=Phvul.006G029000.1.v2.1 annot-version=v2.1) &
Mitochondrial substrate carrier family proteinPhvul.006G110300K15119 - solute carrier family 25, member 39/40 (SLC25A39_40)  (1 of 2)Phvul.006G110300Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37172256 transcript=Phvul.006G110300.1 locus=Phvul.006G110300 ID=Phvul.006G110300.1.v2.1 annot-version=v2.1) &
Mitochondrial substrate carrier family proteinPhvul.006G110300K15119 - solute carrier family 25, member 39/40 (SLC25A39_40)  (1 of 2)Phvul.006G110300Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37172256 transcript=Phvul.006G110300.1 locus=Phvul.006G110300 ID=Phvul.006G110300.1.v2.1 annot-version=v2.1) &
Mitochondrial substrate carrier family proteinPhvul.006G110300K15119 - solute carrier family 25, member 39/40 (SLC25A39_40)  (1 of 2)Phvul.006G110300Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37172256 transcript=Phvul.006G110300.1 locus=Phvul.006G110300 ID=Phvul.006G110300.1.v2.1 annot-version=v2.1) &
chromatin remodeling 8 Phvul.007G191600K10841 - DNA excision repair protein ERCC-6 (ERCC6, CSB, RAD26)  (1 of 1)Phvul.007G191600DNA damage response.nucleotide excision repair (NER).transcription-coupled nucleotide excision repair (TC-NER).DNA repair protein (CSB)DNA repair protein (CSB) (original description: pacid=37165162 transcript=Phvul.007G191600.1 locus=Phvul.007G191600 ID=Phvul.007G191600.1.v2.1 annot-version=v2.1) &
chromatin remodeling 8 Phvul.007G191600K10841 - DNA excision repair protein ERCC-6 (ERCC6, CSB, RAD26)  (1 of 1)Phvul.007G191600DNA damage response.nucleotide excision repair (NER).transcription-coupled nucleotide excision repair (TC-NER).DNA repair protein (CSB)DNA repair protein (CSB) (original description: pacid=37165162 transcript=Phvul.007G191600.1 locus=Phvul.007G191600 ID=Phvul.007G191600.1.v2.1 annot-version=v2.1) &
chromatin remodeling 8 Phvul.007G191600K10841 - DNA excision repair protein ERCC-6 (ERCC6, CSB, RAD26)  (1 of 1)Phvul.007G191600DNA damage response.nucleotide excision repair (NER).transcription-coupled nucleotide excision repair (TC-NER).DNA repair protein (CSB)DNA repair protein (CSB) (original description: pacid=37165162 transcript=Phvul.007G191600.1 locus=Phvul.007G191600 ID=Phvul.007G191600.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.001G070000PTHR27009:SF21 - PR5-LIKE RECEPTOR KINASE-RELATED (1 of 19)Phvul.001G070000Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupRust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.001G070000PTHR27009:SF21 - PR5-LIKE RECEPTOR KINASE-RELATED (1 of 19)Phvul.001G070000Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupRust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.001G070000PTHR27009:SF21 - PR5-LIKE RECEPTOR KINASE-RELATED (1 of 19)Phvul.001G070000Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupRust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &
zinc finger (C2H2 type) family proteinPhvul.001G264600PTHR35744:SF2 - C2H2 TYPE ZINC FINGER PROTEIN (1 of 1)Phvul.001G264600RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
zinc finger (C2H2 type) family proteinPhvul.001G264600PTHR35744:SF2 - C2H2 TYPE ZINC FINGER PROTEIN (1 of 1)Phvul.001G264600RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
zinc finger (C2H2 type) family proteinPhvul.001G264600PTHR35744:SF2 - C2H2 TYPE ZINC FINGER PROTEIN (1 of 1)Phvul.001G264600RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
zinc finger (C2H2 type) family proteinPhvul.001G264600PTHR35744:SF2 - C2H2 TYPE ZINC FINGER PROTEIN (1 of 1)Phvul.001G264600RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
zinc finger (C2H2 type) family proteinPhvul.001G264600PTHR35744:SF2 - C2H2 TYPE ZINC FINGER PROTEIN (1 of 1)Phvul.001G264600RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
zinc finger (C2H2 type) family proteinPhvul.001G264600PTHR35744:SF2 - C2H2 TYPE ZINC FINGER PROTEIN (1 of 1)Phvul.001G264600RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
nucleotide-rhamnose synthase/epimerase-reductasePhvul.002G1535001.1.1.133 - dTDP-4-dehydrorhamnose reductase / dTDP-6-deoxy-L-mannose dehydrogenase (1 of 2)Phvul.002G153500Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-L-rhamnose biosynthesis.UDP-L-rhamnose synthaseUDP-L-rhamnose synthase (original description: pacid=37176460 transcript=Phvul.002G153500.1 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1) &
nucleotide-rhamnose synthase/epimerase-reductasePhvul.002G1535001.1.1.133 - dTDP-4-dehydrorhamnose reductase / dTDP-6-deoxy-L-mannose dehydrogenase (1 of 2)Phvul.002G153500Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-L-rhamnose biosynthesis.UDP-L-rhamnose synthaseUDP-L-rhamnose synthase (original description: pacid=37176460 transcript=Phvul.002G153500.1 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1) &
nucleotide-rhamnose synthase/epimerase-reductasePhvul.002G1535001.1.1.133 - dTDP-4-dehydrorhamnose reductase / dTDP-6-deoxy-L-mannose dehydrogenase (1 of 2)Phvul.002G153500Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-L-rhamnose biosynthesis.UDP-L-rhamnose synthaseUDP-L-rhamnose synthase (original description: pacid=37176460 transcript=Phvul.002G153500.1 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1) &
Heavy metal transport/detoxification superfamily protein Phvul.003G092500PTHR22814:SF33 - HEAVY METAL TRANSPORT/DETOXIFICATION DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G092500not assigned.annotated (original description: pacid=37144799 transcript=Phvul.003G092500.1 locus=Phvul.003G092500 ID=Phvul.003G092500.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 33 OS=Arabidopsis thaliana (sp|f4jzl7|hip33_arath : 120.0)
Heavy metal transport/detoxification superfamily protein Phvul.003G092500PTHR22814:SF33 - HEAVY METAL TRANSPORT/DETOXIFICATION DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G092500not assigned.annotated (original description: pacid=37144799 transcript=Phvul.003G092500.1 locus=Phvul.003G092500 ID=Phvul.003G092500.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 33 OS=Arabidopsis thaliana (sp|f4jzl7|hip33_arath : 120.0)
DegP protease 10 Phvul.004G000300PTHR22939:SF87 - DO-LIKE 15 PROTEIN-RELATED (1 of 1)Phvul.004G000300Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)protease (Deg) (original description: pacid=37161689 transcript=Phvul.004G000300.1 locus=Phvul.004G000300 ID=Phvul.004G000300.1.v2.1 annot-version=v2.1) &
DegP protease 10 Phvul.004G000300PTHR22939:SF87 - DO-LIKE 15 PROTEIN-RELATED (1 of 1)Phvul.004G000300Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)protease (Deg) (original description: pacid=37161689 transcript=Phvul.004G000300.1 locus=Phvul.004G000300 ID=Phvul.004G000300.1.v2.1 annot-version=v2.1) &
DegP protease 10 Phvul.004G000300PTHR22939:SF87 - DO-LIKE 15 PROTEIN-RELATED (1 of 1)Phvul.004G000300Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)protease (Deg) (original description: pacid=37161689 transcript=Phvul.004G000300.1 locus=Phvul.004G000300 ID=Phvul.004G000300.1.v2.1 annot-version=v2.1) &
ERECTA-like 1 Phvul.004G126100PTHR27000:SF84 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE ERL1-RELATED (1 of 2)Phvul.004G126100Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-XIII protein kinase families.protein kinase (LRR-XIIIb)protein kinase (LRR-XIIIb) (original description: pacid=37163092 transcript=Phvul.004G126100.1 locus=Phvul.004G126100 ID=Phvul.004G126100.1.v2.1 annot-version=v2.1) &
ERECTA-like 1 Phvul.004G126100PTHR27000:SF84 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE ERL1-RELATED (1 of 2)Phvul.004G126100Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-XIII protein kinase families.protein kinase (LRR-XIIIb)protein kinase (LRR-XIIIb) (original description: pacid=37163092 transcript=Phvul.004G126100.1 locus=Phvul.004G126100 ID=Phvul.004G126100.1.v2.1 annot-version=v2.1) &
ERECTA-like 1 Phvul.004G126100PTHR27000:SF84 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE ERL1-RELATED (1 of 2)Phvul.004G126100Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-XIII protein kinase families.protein kinase (LRR-XIIIb)protein kinase (LRR-XIIIb) (original description: pacid=37163092 transcript=Phvul.004G126100.1 locus=Phvul.004G126100 ID=Phvul.004G126100.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.005G063700K08853 - AP2-associated kinase [EC:2.7.11.1] (AAK)  (1 of 1)Phvul.005G063700Protein modification.phosphorylation.protein kinase (NAK)protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.005G063700K08853 - AP2-associated kinase [EC:2.7.11.1] (AAK)  (1 of 1)Phvul.005G063700Protein modification.phosphorylation.protein kinase (NAK)protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.005G063700K08853 - AP2-associated kinase [EC:2.7.11.1] (AAK)  (1 of 1)Phvul.005G063700Protein modification.phosphorylation.protein kinase (NAK)protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.005G063700K08853 - AP2-associated kinase [EC:2.7.11.1] (AAK)  (1 of 1)Phvul.005G063700Protein modification.phosphorylation.protein kinase (NAK)protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
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Do not distribute

Protein kinase superfamily proteinPhvul.005G063700K08853 - AP2-associated kinase [EC:2.7.11.1] (AAK)  (1 of 1)Phvul.005G063700Protein modification.phosphorylation.protein kinase (NAK)protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.005G063700K08853 - AP2-associated kinase [EC:2.7.11.1] (AAK)  (1 of 1)Phvul.005G063700Protein modification.phosphorylation.protein kinase (NAK)protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
UDP-glucosyl transferase 73B5Phvul.007G020600PTHR11926//PTHR11926:SF384 - GLUCOSYL/GLUCURONOSYL TRANSFERASES // SUBFAMILY NOT NAMED (1 of 11)Phvul.007G020600Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseSoyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 540.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 149.1) (original description: pacid=37166010 transcript=Phvul.007G020600.1 locus=Phvul.007G020600 ID=Phvul.007G020600.1.v2.1 annot-version=v2.1) &
UDP-glucosyl transferase 73B5Phvul.007G020600PTHR11926//PTHR11926:SF384 - GLUCOSYL/GLUCURONOSYL TRANSFERASES // SUBFAMILY NOT NAMED (1 of 11)Phvul.007G020600Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseSoyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 540.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 149.1) (original description: pacid=37166010 transcript=Phvul.007G020600.1 locus=Phvul.007G020600 ID=Phvul.007G020600.1.v2.1 annot-version=v2.1) &
UDP-glucosyl transferase 73B5Phvul.007G020700PTHR11926//PTHR11926:SF384 - GLUCOSYL/GLUCURONOSYL TRANSFERASES // SUBFAMILY NOT NAMED (1 of 11)Phvul.007G020700Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseSoyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 554.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 144.7) (original description: pacid=37164227 transcript=Phvul.007G020700.1 locus=Phvul.007G020700 ID=Phvul.007G020700.1.v2.1 annot-version=v2.1) &
UDP-glucosyl transferase 73B5Phvul.007G020700PTHR11926//PTHR11926:SF384 - GLUCOSYL/GLUCURONOSYL TRANSFERASES // SUBFAMILY NOT NAMED (1 of 11)Phvul.007G020700Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseSoyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 554.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 144.7) (original description: pacid=37164227 transcript=Phvul.007G020700.1 locus=Phvul.007G020700 ID=Phvul.007G020700.1.v2.1 annot-version=v2.1) &
UDP-Glycosyltransferase superfamily proteinPhvul.007G080800PTHR11926:SF117 - STEROL 3-BETA-GLUCOSYLTRANSFERASE UGT80B1 (1 of 2)Phvul.007G080800Lipid metabolism.phytosterol biosynthesis.phytosterol conjugation.phytosterol glycosylation.UDP-glucose:sterol glucosyltransferaseUDP-glucose:sterol glucosyltransferase (original description: pacid=37167623 transcript=Phvul.007G080800.2 locus=Phvul.007G080800 ID=Phvul.007G080800.2.v2.1 annot-version=v2.1) &
UDP-Glycosyltransferase superfamily proteinPhvul.007G080800PTHR11926:SF117 - STEROL 3-BETA-GLUCOSYLTRANSFERASE UGT80B1 (1 of 2)Phvul.007G080800Lipid metabolism.phytosterol biosynthesis.phytosterol conjugation.phytosterol glycosylation.UDP-glucose:sterol glucosyltransferaseUDP-glucose:sterol glucosyltransferase (original description: pacid=37167623 transcript=Phvul.007G080800.2 locus=Phvul.007G080800 ID=Phvul.007G080800.2.v2.1 annot-version=v2.1) &
UDP-Glycosyltransferase superfamily proteinPhvul.007G080800PTHR11926:SF117 - STEROL 3-BETA-GLUCOSYLTRANSFERASE UGT80B1 (1 of 2)Phvul.007G080800Lipid metabolism.phytosterol biosynthesis.phytosterol conjugation.phytosterol glycosylation.UDP-glucose:sterol glucosyltransferaseUDP-glucose:sterol glucosyltransferase (original description: pacid=37167623 transcript=Phvul.007G080800.2 locus=Phvul.007G080800 ID=Phvul.007G080800.2.v2.1 annot-version=v2.1) &
curculin-like (mannose-binding) lectin family protein / PAN domain-containing proteinPhvul.007G254000PTHR27002:SF42 - G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SD3-1 (1 of 1)Phvul.007G254000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-2)protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
curculin-like (mannose-binding) lectin family protein / PAN domain-containing proteinPhvul.007G254000PTHR27002:SF42 - G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SD3-1 (1 of 1)Phvul.007G254000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-2)protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
curculin-like (mannose-binding) lectin family protein / PAN domain-containing proteinPhvul.007G254000PTHR27002:SF42 - G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SD3-1 (1 of 1)Phvul.007G254000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-2)protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
curculin-like (mannose-binding) lectin family protein / PAN domain-containing proteinPhvul.007G254000PTHR27002:SF42 - G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SD3-1 (1 of 1)Phvul.007G254000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-2)protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
curculin-like (mannose-binding) lectin family protein / PAN domain-containing proteinPhvul.007G254000PTHR27002:SF42 - G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SD3-1 (1 of 1)Phvul.007G254000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-2)protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
curculin-like (mannose-binding) lectin family protein / PAN domain-containing proteinPhvul.007G254000PTHR27002:SF42 - G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SD3-1 (1 of 1)Phvul.007G254000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-2)protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.008G212500PTHR27001:SF183 - PROTEIN LYK5 (1 of 1)Phvul.008G212500External stimuli response.symbiont.symbiosis signalling pathway.LysM receptor kinase (NFR1/LYK3)LysM receptor kinase (NFR1/LYK3) (original description: pacid=37159081 transcript=Phvul.008G212500.1 locus=Phvul.008G212500 ID=Phvul.008G212500.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.008G212500PTHR27001:SF183 - PROTEIN LYK5 (1 of 1)Phvul.008G212500External stimuli response.symbiont.symbiosis signalling pathway.LysM receptor kinase (NFR1/LYK3)LysM receptor kinase (NFR1/LYK3) (original description: pacid=37159081 transcript=Phvul.008G212500.1 locus=Phvul.008G212500 ID=Phvul.008G212500.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.008G212500PTHR27001:SF183 - PROTEIN LYK5 (1 of 1)Phvul.008G212500External stimuli response.symbiont.symbiosis signalling pathway.LysM receptor kinase (NFR1/LYK3)LysM receptor kinase (NFR1/LYK3) (original description: pacid=37159081 transcript=Phvul.008G212500.1 locus=Phvul.008G212500 ID=Phvul.008G212500.1.v2.1 annot-version=v2.1) &
purple acid phosphatase 18 Phvul.008G266300PTHR22953:SF5 - PURPLE ACID PHOSPHATASE 18 (1 of 2)Phvul.008G266300not assigned.annotated (original description: pacid=37158281 transcript=Phvul.008G266300.1 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1) & Purple acid phosphatase 18 OS=Arabidopsis thaliana (sp|q9lju7|ppa18_arath : 655.0)
purple acid phosphatase 18 Phvul.008G266300PTHR22953:SF5 - PURPLE ACID PHOSPHATASE 18 (1 of 2)Phvul.008G266300not assigned.annotated (original description: pacid=37158281 transcript=Phvul.008G266300.1 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1) & Purple acid phosphatase 18 OS=Arabidopsis thaliana (sp|q9lju7|ppa18_arath : 655.0)
purple acid phosphatase 18 Phvul.008G266300PTHR22953:SF5 - PURPLE ACID PHOSPHATASE 18 (1 of 2)Phvul.008G266300not assigned.annotated (original description: pacid=37158281 transcript=Phvul.008G266300.1 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1) & Purple acid phosphatase 18 OS=Arabidopsis thaliana (sp|q9lju7|ppa18_arath : 655.0)

0 Phvul.011G002600PTHR36356:SF1 - EXPRESSED PROTEIN (1 of 1)Phvul.011G002600not assigned.not annotated no hits & (original description: pacid=37155004 transcript=Phvul.011G002600.1 locus=Phvul.011G002600 ID=Phvul.011G002600.1.v2.1 annot-version=v2.1)
0 Phvul.011G002600PTHR36356:SF1 - EXPRESSED PROTEIN (1 of 1)Phvul.011G002600not assigned.not annotated no hits & (original description: pacid=37155004 transcript=Phvul.011G002600.1 locus=Phvul.011G002600 ID=Phvul.011G002600.1.v2.1 annot-version=v2.1)
0 Phvul.011G002600PTHR36356:SF1 - EXPRESSED PROTEIN (1 of 1)Phvul.011G002600not assigned.not annotated no hits & (original description: pacid=37155004 transcript=Phvul.011G002600.1 locus=Phvul.011G002600 ID=Phvul.011G002600.1.v2.1 annot-version=v2.1)

cysteine-rich RLK (RECEPTOR-like protein kinase) 25Phvul.011G194501PF01657 - Salt stress response/antifungal (Stress-antifung)  (1 of 85)Phvul.011G194501not assigned.annotated (original description: pacid=37155693 transcript=Phvul.011G194501.1 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 142.0)
cysteine-rich RLK (RECEPTOR-like protein kinase) 25Phvul.011G194501PF01657 - Salt stress response/antifungal (Stress-antifung)  (1 of 85)Phvul.011G194501not assigned.annotated (original description: pacid=37155693 transcript=Phvul.011G194501.1 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 142.0)
cysteine-rich RLK (RECEPTOR-like protein kinase) 25Phvul.011G194501PF01657 - Salt stress response/antifungal (Stress-antifung)  (1 of 85)Phvul.011G194501not assigned.annotated (original description: pacid=37155693 transcript=Phvul.011G194501.1 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 142.0)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &

0 Phvul.001G021750PF00036 - EF hand (EF-hand_1)  (1 of 7)Phvul.001G021750not assigned.not annotated no hits & (original description: pacid=37170232 transcript=Phvul.001G021750.1 locus=Phvul.001G021750 ID=Phvul.001G021750.1.v2.1 annot-version=v2.1)
0 Phvul.001G021750PF00036 - EF hand (EF-hand_1)  (1 of 7)Phvul.001G021750not assigned.not annotated no hits & (original description: pacid=37170232 transcript=Phvul.001G021750.1 locus=Phvul.001G021750 ID=Phvul.001G021750.1.v2.1 annot-version=v2.1)
0 Phvul.001G021750PF00036 - EF hand (EF-hand_1)  (1 of 7)Phvul.001G021750not assigned.not annotated no hits & (original description: pacid=37170232 transcript=Phvul.001G021750.1 locus=Phvul.001G021750 ID=Phvul.001G021750.1.v2.1 annot-version=v2.1)
0 Phvul.001G168600PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.001G168600not assigned.not annotated no hits & (original description: pacid=37169040 transcript=Phvul.001G168600.1 locus=Phvul.001G168600 ID=Phvul.001G168600.1.v2.1 annot-version=v2.1)
0 Phvul.001G168600PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.001G168600not assigned.not annotated no hits & (original description: pacid=37169040 transcript=Phvul.001G168600.1 locus=Phvul.001G168600 ID=Phvul.001G168600.1.v2.1 annot-version=v2.1)

Uncharacterized conserved protein (DUF2215)Phvul.002G010100PF10225 - Uncharacterized conserved protein (DUF2215) (DUF2215)  (1 of 2)Phvul.002G010100not assigned.not annotated no hits & (original description: pacid=37176961 transcript=Phvul.002G010100.1 locus=Phvul.002G010100 ID=Phvul.002G010100.1.v2.1 annot-version=v2.1)
Uncharacterized conserved protein (DUF2215)Phvul.002G010100PF10225 - Uncharacterized conserved protein (DUF2215) (DUF2215)  (1 of 2)Phvul.002G010100not assigned.not annotated no hits & (original description: pacid=37176961 transcript=Phvul.002G010100.1 locus=Phvul.002G010100 ID=Phvul.002G010100.1.v2.1 annot-version=v2.1)
Uncharacterized conserved protein (DUF2215)Phvul.002G010100PF10225 - Uncharacterized conserved protein (DUF2215) (DUF2215)  (1 of 2)Phvul.002G010100not assigned.not annotated no hits & (original description: pacid=37176961 transcript=Phvul.002G010100.1 locus=Phvul.002G010100 ID=Phvul.002G010100.1.v2.1 annot-version=v2.1)

0 Phvul.002G149100PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.002G149100not assigned.not annotated no hits & (original description: pacid=37174417 transcript=Phvul.002G149100.1 locus=Phvul.002G149100 ID=Phvul.002G149100.1.v2.1 annot-version=v2.1)
0 Phvul.002G149100PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.002G149100not assigned.not annotated no hits & (original description: pacid=37174417 transcript=Phvul.002G149100.1 locus=Phvul.002G149100 ID=Phvul.002G149100.1.v2.1 annot-version=v2.1)

BTB/POZ domain-containing proteinPhvul.002G155200PTHR11145 - TUMOR NECROSIS FACTOR-RELATED (1 of 1)Phvul.002G155200not assigned.annotated (original description: pacid=37174540 transcript=Phvul.002G155200.1 locus=Phvul.002G155200 ID=Phvul.002G155200.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At3g09030 OS=Arabidopsis thaliana (sp|q9s7r7|y3903_arath : 505.0)
BTB/POZ domain-containing proteinPhvul.002G155200PTHR11145 - TUMOR NECROSIS FACTOR-RELATED (1 of 1)Phvul.002G155200not assigned.annotated (original description: pacid=37174540 transcript=Phvul.002G155200.1 locus=Phvul.002G155200 ID=Phvul.002G155200.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At3g09030 OS=Arabidopsis thaliana (sp|q9s7r7|y3903_arath : 505.0)
Phototropic-responsive NPH3 family proteinPhvul.002G211400PTHR32370:SF6 - ROOT PHOTOTROPISM PROTEIN 3 (1 of 2)Phvul.002G211400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.Cullin-based ubiquitylation complexes.CUL3-BTB E3 ligase complexes.BTB/POZ substrate adaptor components.component NPH3component NPH3 of CUL3-BTB E3 ubiquitin ligase complex (original description: pacid=37175454 transcript=Phvul.002G211400.1 locus=Phvul.002G211400 ID=Phvul.002G211400.1.v2.1 annot-version=v2.1) &
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Do not distribute

Phototropic-responsive NPH3 family proteinPhvul.002G211400PTHR32370:SF6 - ROOT PHOTOTROPISM PROTEIN 3 (1 of 2)Phvul.002G211400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.Cullin-based ubiquitylation complexes.CUL3-BTB E3 ligase complexes.BTB/POZ substrate adaptor components.component NPH3component NPH3 of CUL3-BTB E3 ubiquitin ligase complex (original description: pacid=37175454 transcript=Phvul.002G211400.1 locus=Phvul.002G211400 ID=Phvul.002G211400.1.v2.1 annot-version=v2.1) &
Phototropic-responsive NPH3 family proteinPhvul.002G211400PTHR32370:SF6 - ROOT PHOTOTROPISM PROTEIN 3 (1 of 2)Phvul.002G211400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.Cullin-based ubiquitylation complexes.CUL3-BTB E3 ligase complexes.BTB/POZ substrate adaptor components.component NPH3component NPH3 of CUL3-BTB E3 ubiquitin ligase complex (original description: pacid=37175454 transcript=Phvul.002G211400.1 locus=Phvul.002G211400 ID=Phvul.002G211400.1.v2.1 annot-version=v2.1) &

0 Phvul.003G069400PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.003G069400not assigned.not annotated no hits & (original description: pacid=37147834 transcript=Phvul.003G069400.1 locus=Phvul.003G069400 ID=Phvul.003G069400.1.v2.1 annot-version=v2.1)
0 Phvul.003G069400PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.003G069400not assigned.not annotated no hits & (original description: pacid=37147834 transcript=Phvul.003G069400.1 locus=Phvul.003G069400 ID=Phvul.003G069400.1.v2.1 annot-version=v2.1)

subtilisin-like serine protease 3Phvul.003G141800PTHR10795:SF431 - SUBTILISIN SERINE PROTEASE-RELATED (1 of 2)Phvul.003G141800Protein homeostasis.proteolysis.serine-type peptidase activities.S8-class protease (subtilisin) families.protease (SBT2)protease (SBT2) (original description: pacid=37145836 transcript=Phvul.003G141800.1 locus=Phvul.003G141800 ID=Phvul.003G141800.1.v2.1 annot-version=v2.1) &
subtilisin-like serine protease 3Phvul.003G141800PTHR10795:SF431 - SUBTILISIN SERINE PROTEASE-RELATED (1 of 2)Phvul.003G141800Protein homeostasis.proteolysis.serine-type peptidase activities.S8-class protease (subtilisin) families.protease (SBT2)protease (SBT2) (original description: pacid=37145836 transcript=Phvul.003G141800.1 locus=Phvul.003G141800 ID=Phvul.003G141800.1.v2.1 annot-version=v2.1) &
subtilisin-like serine protease 3Phvul.003G141800PTHR10795:SF431 - SUBTILISIN SERINE PROTEASE-RELATED (1 of 2)Phvul.003G141800Protein homeostasis.proteolysis.serine-type peptidase activities.S8-class protease (subtilisin) families.protease (SBT2)protease (SBT2) (original description: pacid=37145836 transcript=Phvul.003G141800.1 locus=Phvul.003G141800 ID=Phvul.003G141800.1.v2.1 annot-version=v2.1) &

0 0 0 Phvul.003G239800Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.PIP/PIPL-peptide activity.PIP/PIPL-precursor polypeptidePIP/PIPL precursor polypeptide (original description: pacid=37144932 transcript=Phvul.003G239800.1 locus=Phvul.003G239800 ID=Phvul.003G239800.1.v2.1 annot-version=v2.1) &
0 0 0 Phvul.003G239800Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.PIP/PIPL-peptide activity.PIP/PIPL-precursor polypeptidePIP/PIPL precursor polypeptide (original description: pacid=37144932 transcript=Phvul.003G239800.1 locus=Phvul.003G239800 ID=Phvul.003G239800.1.v2.1 annot-version=v2.1) &
0 0 0 Phvul.003G239800Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.PIP/PIPL-peptide activity.PIP/PIPL-precursor polypeptidePIP/PIPL precursor polypeptide (original description: pacid=37144932 transcript=Phvul.003G239800.1 locus=Phvul.003G239800 ID=Phvul.003G239800.1.v2.1 annot-version=v2.1) &
0 Phvul.004G053900PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.004G053900not assigned.not annotated no hits & (original description: pacid=37162038 transcript=Phvul.004G053900.1 locus=Phvul.004G053900 ID=Phvul.004G053900.1.v2.1 annot-version=v2.1)
0 Phvul.004G053900PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.004G053900not assigned.not annotated no hits & (original description: pacid=37162038 transcript=Phvul.004G053900.1 locus=Phvul.004G053900 ID=Phvul.004G053900.1.v2.1 annot-version=v2.1)

syntaxin of plants 81 Phvul.004G157700K08492 - syntaxin 18 (STX18)  (1 of 1)Phvul.004G157700Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP8-group componentSYP8-group Qa-type SNARE component (original description: pacid=37163883 transcript=Phvul.004G157700.1 locus=Phvul.004G157700 ID=Phvul.004G157700.1.v2.1 annot-version=v2.1) &
syntaxin of plants 81 Phvul.004G157700K08492 - syntaxin 18 (STX18)  (1 of 1)Phvul.004G157700Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP8-group componentSYP8-group Qa-type SNARE component (original description: pacid=37163883 transcript=Phvul.004G157700.1 locus=Phvul.004G157700 ID=Phvul.004G157700.1.v2.1 annot-version=v2.1) &
syntaxin of plants 81 Phvul.004G157700K08492 - syntaxin 18 (STX18)  (1 of 1)Phvul.004G157700Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP8-group componentSYP8-group Qa-type SNARE component (original description: pacid=37163883 transcript=Phvul.004G157700.1 locus=Phvul.004G157700 ID=Phvul.004G157700.1.v2.1 annot-version=v2.1) &
plastid transcriptionally active 9Phvul.004G177000PTHR10302:SF8 - PROTEIN OSB2, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G177000RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.regulatory co-factor components.component TAC9TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
plastid transcriptionally active 9Phvul.004G177000PTHR10302:SF8 - PROTEIN OSB2, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G177000RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.regulatory co-factor components.component TAC9TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
plastid transcriptionally active 9Phvul.004G177000PTHR10302:SF8 - PROTEIN OSB2, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G177000RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.regulatory co-factor components.component TAC9TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
plastid transcriptionally active 9Phvul.004G177000PTHR10302:SF8 - PROTEIN OSB2, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G177000RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.regulatory co-factor components.component TAC9TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
plastid transcriptionally active 9Phvul.004G177000PTHR10302:SF8 - PROTEIN OSB2, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G177000RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.regulatory co-factor components.component TAC9TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
plastid transcriptionally active 9Phvul.004G177000PTHR10302:SF8 - PROTEIN OSB2, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G177000RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.regulatory co-factor components.component TAC9TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
plastid transcriptionally active 9Phvul.004G177000PTHR10302:SF8 - PROTEIN OSB2, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G177000RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.regulatory co-factor components.component TAC9TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
plastid transcriptionally active 9Phvul.004G177000PTHR10302:SF8 - PROTEIN OSB2, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G177000RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.regulatory co-factor components.component TAC9TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
plastid transcriptionally active 9Phvul.004G177000PTHR10302:SF8 - PROTEIN OSB2, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G177000RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.regulatory co-factor components.component TAC9TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
plastid transcriptionally active 9Phvul.004G177000PTHR10302:SF8 - PROTEIN OSB2, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G177000RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.regulatory co-factor components.component TAC9TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
plastid transcriptionally active 9Phvul.004G177000PTHR10302:SF8 - PROTEIN OSB2, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G177000RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.regulatory co-factor components.component TAC9TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
plastid transcriptionally active 9Phvul.004G177000PTHR10302:SF8 - PROTEIN OSB2, CHLOROPLASTIC-RELATED (1 of 1)Phvul.004G177000RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.regulatory co-factor components.component TAC9TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
Myosin family protein with Dil domainPhvul.006G103900PTHR13140:SF390 - MYOSIN-11-RELATED (1 of 3)Phvul.006G103900Cytoskeleton organisation.microfilament network.myosin microfilament-based motor protein activities.class XI myosinclass XI myosin microfilament-based motor protein (original description: pacid=37173217 transcript=Phvul.006G103900.1 locus=Phvul.006G103900 ID=Phvul.006G103900.1.v2.1 annot-version=v2.1) &
Myosin family protein with Dil domainPhvul.006G103900PTHR13140:SF390 - MYOSIN-11-RELATED (1 of 3)Phvul.006G103900Cytoskeleton organisation.microfilament network.myosin microfilament-based motor protein activities.class XI myosinclass XI myosin microfilament-based motor protein (original description: pacid=37173217 transcript=Phvul.006G103900.1 locus=Phvul.006G103900 ID=Phvul.006G103900.1.v2.1 annot-version=v2.1) &
Myosin family protein with Dil domainPhvul.006G103900PTHR13140:SF390 - MYOSIN-11-RELATED (1 of 3)Phvul.006G103900Cytoskeleton organisation.microfilament network.myosin microfilament-based motor protein activities.class XI myosinclass XI myosin microfilament-based motor protein (original description: pacid=37173217 transcript=Phvul.006G103900.1 locus=Phvul.006G103900 ID=Phvul.006G103900.1.v2.1 annot-version=v2.1) &
RING/U-box superfamily proteinPhvul.006G158500PTHR10044:SF98 - DETERIN (1 of 3)Phvul.006G158500not assigned.annotated (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
RING/U-box superfamily proteinPhvul.006G158500PTHR10044:SF98 - DETERIN (1 of 3)Phvul.006G158500not assigned.annotated (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
RING/U-box superfamily proteinPhvul.006G158500PTHR10044:SF98 - DETERIN (1 of 3)Phvul.006G158500not assigned.annotated (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
RING/U-box superfamily proteinPhvul.006G158500PTHR10044:SF98 - DETERIN (1 of 3)Phvul.006G158500not assigned.annotated (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
RING/U-box superfamily proteinPhvul.006G158500PTHR10044:SF98 - DETERIN (1 of 3)Phvul.006G158500not assigned.annotated (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
RING/U-box superfamily proteinPhvul.006G158500PTHR10044:SF98 - DETERIN (1 of 3)Phvul.006G158500not assigned.annotated (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
Homeotic gene regulator Phvul.007G054000PTHR10799:SF640 - NUCLEAR PROTEIN STH1/NPS1 (1 of 1)Phvul.007G054000Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37164242 transcript=Phvul.007G054000.2 locus=Phvul.007G054000 ID=Phvul.007G054000.2.v2.1 annot-version=v2.1) &
Homeotic gene regulator Phvul.007G054000PTHR10799:SF640 - NUCLEAR PROTEIN STH1/NPS1 (1 of 1)Phvul.007G054000Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37164242 transcript=Phvul.007G054000.2 locus=Phvul.007G054000 ID=Phvul.007G054000.2.v2.1 annot-version=v2.1) &
Homeotic gene regulator Phvul.007G054000PTHR10799:SF640 - NUCLEAR PROTEIN STH1/NPS1 (1 of 1)Phvul.007G054000Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37164242 transcript=Phvul.007G054000.2 locus=Phvul.007G054000 ID=Phvul.007G054000.2.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
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Do not distribute

myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
myb family transcription factorPhvul.007G154900PTHR10641:SF517 - GB (1 of 1)Phvul.007G154900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
Leucine-rich repeat receptor-like protein kinase family proteinPhvul.008G106500PF00069//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 41)Phvul.008G106500Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37158049 transcript=Phvul.008G106500.1 locus=Phvul.008G106500 ID=Phvul.008G106500.1.v2.1 annot-version=v2.1) &
Leucine-rich repeat receptor-like protein kinase family proteinPhvul.008G106500PF00069//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 41)Phvul.008G106500Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37158049 transcript=Phvul.008G106500.1 locus=Phvul.008G106500 ID=Phvul.008G106500.1.v2.1 annot-version=v2.1) &
Transmembrane amino acid transporter family proteinPhvul.009G021300PTHR22950//PTHR22950:SF267 - AMINO ACID TRANSPORTER // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G021300Solute transport.carrier-mediated transport.APC superfamily.AAAP family.amino acid transporter (LHT)amino acid transporter (LHT) (original description: pacid=37150677 transcript=Phvul.009G021300.1 locus=Phvul.009G021300 ID=Phvul.009G021300.1.v2.1 annot-version=v2.1) &
Transmembrane amino acid transporter family proteinPhvul.009G021300PTHR22950//PTHR22950:SF267 - AMINO ACID TRANSPORTER // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G021300Solute transport.carrier-mediated transport.APC superfamily.AAAP family.amino acid transporter (LHT)amino acid transporter (LHT) (original description: pacid=37150677 transcript=Phvul.009G021300.1 locus=Phvul.009G021300 ID=Phvul.009G021300.1.v2.1 annot-version=v2.1) &
Transmembrane amino acid transporter family proteinPhvul.009G021300PTHR22950//PTHR22950:SF267 - AMINO ACID TRANSPORTER // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G021300Solute transport.carrier-mediated transport.APC superfamily.AAAP family.amino acid transporter (LHT)amino acid transporter (LHT) (original description: pacid=37150677 transcript=Phvul.009G021300.1 locus=Phvul.009G021300 ID=Phvul.009G021300.1.v2.1 annot-version=v2.1) &
paramyosin-related Phvul.009G097000PTHR16441 - FIDIPIDINE (1 of 1)Phvul.009G097000not assigned.not annotated no hits & (original description: pacid=37150782 transcript=Phvul.009G097000.2 locus=Phvul.009G097000 ID=Phvul.009G097000.2.v2.1 annot-version=v2.1)
paramyosin-related Phvul.009G097000PTHR16441 - FIDIPIDINE (1 of 1)Phvul.009G097000not assigned.not annotated no hits & (original description: pacid=37150782 transcript=Phvul.009G097000.2 locus=Phvul.009G097000 ID=Phvul.009G097000.2.v2.1 annot-version=v2.1)
paramyosin-related Phvul.009G097000PTHR16441 - FIDIPIDINE (1 of 1)Phvul.009G097000not assigned.not annotated no hits & (original description: pacid=37150782 transcript=Phvul.009G097000.2 locus=Phvul.009G097000 ID=Phvul.009G097000.2.v2.1 annot-version=v2.1)
paramyosin-related Phvul.009G097000PTHR16441 - FIDIPIDINE (1 of 1)Phvul.009G097000not assigned.not annotated no hits & (original description: pacid=37150782 transcript=Phvul.009G097000.2 locus=Phvul.009G097000 ID=Phvul.009G097000.2.v2.1 annot-version=v2.1)

0 Phvul.009G122000PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G122000not assigned.not annotated no hits & (original description: pacid=37149389 transcript=Phvul.009G122000.1 locus=Phvul.009G122000 ID=Phvul.009G122000.1.v2.1 annot-version=v2.1)
0 Phvul.009G122000PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G122000not assigned.not annotated no hits & (original description: pacid=37149389 transcript=Phvul.009G122000.1 locus=Phvul.009G122000 ID=Phvul.009G122000.1.v2.1 annot-version=v2.1)

DENN (AEX-3) domain-containing proteinPhvul.009G227900PTHR15288:SF4 - DENN (AEX-3) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.009G227900not assigned.not annotated no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
DENN (AEX-3) domain-containing proteinPhvul.009G227900PTHR15288:SF4 - DENN (AEX-3) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.009G227900not assigned.not annotated no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
DENN (AEX-3) domain-containing proteinPhvul.009G227900PTHR15288:SF4 - DENN (AEX-3) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.009G227900not assigned.not annotated no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
DENN (AEX-3) domain-containing proteinPhvul.009G227900PTHR15288:SF4 - DENN (AEX-3) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.009G227900not assigned.not annotated no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
DENN (AEX-3) domain-containing proteinPhvul.009G227900PTHR15288:SF4 - DENN (AEX-3) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.009G227900not assigned.not annotated no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
DENN (AEX-3) domain-containing proteinPhvul.009G227900PTHR15288:SF4 - DENN (AEX-3) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.009G227900not assigned.not annotated no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
DENN (AEX-3) domain-containing proteinPhvul.009G227900PTHR15288:SF4 - DENN (AEX-3) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.009G227900not assigned.not annotated no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
DENN (AEX-3) domain-containing proteinPhvul.009G227900PTHR15288:SF4 - DENN (AEX-3) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.009G227900not assigned.not annotated no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
DENN (AEX-3) domain-containing proteinPhvul.009G227900PTHR15288:SF4 - DENN (AEX-3) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.009G227900not assigned.not annotated no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
Domain of unknown function (DUF298)Phvul.010G159600PTHR12281:SF12 - DEFECTIVE IN CULLIN NEDDYLATION PROTEIN (1 of 1)Phvul.010G159600not assigned.not annotated no hits & (original description: pacid=37143260 transcript=Phvul.010G159600.1 locus=Phvul.010G159600 ID=Phvul.010G159600.1.v2.1 annot-version=v2.1)
Domain of unknown function (DUF298)Phvul.010G159600PTHR12281:SF12 - DEFECTIVE IN CULLIN NEDDYLATION PROTEIN (1 of 1)Phvul.010G159600not assigned.not annotated no hits & (original description: pacid=37143260 transcript=Phvul.010G159600.1 locus=Phvul.010G159600 ID=Phvul.010G159600.1.v2.1 annot-version=v2.1)
ABC transporter family proteinPhvul.011G084000K06185 - ATP-binding cassette, subfamily F, member 2 (ABCF2)  (1 of 2)Phvul.011G084000not assigned.annotated (original description: pacid=37155215 transcript=Phvul.011G084000.1 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1) & ABC transporter F family member 1 OS=Arabidopsis thaliana (sp|q9fjh6|ab1f_arath : 941.0)
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Do not distribute

ABC transporter family proteinPhvul.011G084000K06185 - ATP-binding cassette, subfamily F, member 2 (ABCF2)  (1 of 2)Phvul.011G084000not assigned.annotated (original description: pacid=37155215 transcript=Phvul.011G084000.1 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1) & ABC transporter F family member 1 OS=Arabidopsis thaliana (sp|q9fjh6|ab1f_arath : 941.0)
ABC transporter family proteinPhvul.011G084000K06185 - ATP-binding cassette, subfamily F, member 2 (ABCF2)  (1 of 2)Phvul.011G084000not assigned.annotated (original description: pacid=37155215 transcript=Phvul.011G084000.1 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1) & ABC transporter F family member 1 OS=Arabidopsis thaliana (sp|q9fjh6|ab1f_arath : 941.0)
ATP synthase protein I -relatedPhvul.011G130500K02116 - ATP synthase protein I (atpI)  (1 of 1)Phvul.011G130500Photosynthesis.photophosphorylation.ATP synthase complex.assembly.assembly factor (CGL160)CGL160 factor involved in ATP synthase complex assembly (original description: pacid=37156647 transcript=Phvul.011G130500.1 locus=Phvul.011G130500 ID=Phvul.011G130500.1.v2.1 annot-version=v2.1) &
ATP synthase protein I -relatedPhvul.011G130500K02116 - ATP synthase protein I (atpI)  (1 of 1)Phvul.011G130500Photosynthesis.photophosphorylation.ATP synthase complex.assembly.assembly factor (CGL160)CGL160 factor involved in ATP synthase complex assembly (original description: pacid=37156647 transcript=Phvul.011G130500.1 locus=Phvul.011G130500 ID=Phvul.011G130500.1.v2.1 annot-version=v2.1) &
ATP synthase protein I -relatedPhvul.011G130500K02116 - ATP synthase protein I (atpI)  (1 of 1)Phvul.011G130500Photosynthesis.photophosphorylation.ATP synthase complex.assembly.assembly factor (CGL160)CGL160 factor involved in ATP synthase complex assembly (original description: pacid=37156647 transcript=Phvul.011G130500.1 locus=Phvul.011G130500 ID=Phvul.011G130500.1.v2.1 annot-version=v2.1) &
UDP-glucosyl transferase 85A3Phvul.011G158500PTHR11926:SF233 - UDP-GLYCOSYLTRANSFERASE 85A1-RELATED (1 of 4)Phvul.011G158500Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseLinamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
UDP-glucosyl transferase 85A3Phvul.011G158500PTHR11926:SF233 - UDP-GLYCOSYLTRANSFERASE 85A1-RELATED (1 of 4)Phvul.011G158500Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseLinamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
UDP-glucosyl transferase 85A3Phvul.011G158500PTHR11926:SF233 - UDP-GLYCOSYLTRANSFERASE 85A1-RELATED (1 of 4)Phvul.011G158500Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseLinamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G198100PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G198100not assigned.annotated (original description: pacid=37155983 transcript=Phvul.011G198100.1 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 526.0)
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G198100PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G198100not assigned.annotated (original description: pacid=37155983 transcript=Phvul.011G198100.1 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 526.0)
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G198100PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G198100not assigned.annotated (original description: pacid=37155983 transcript=Phvul.011G198100.1 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 526.0)
SWAP (Suppressor-of-White-APricot)/surp RNA-binding domain-containing proteinPhvul.001G199500PTHR12323 - SR-RELATED CTD ASSOCIATED FACTOR 6 (1 of 1)Phvul.001G199500not assigned.not annotated no hits & (original description: pacid=37170157 transcript=Phvul.001G199500.1 locus=Phvul.001G199500 ID=Phvul.001G199500.1.v2.1 annot-version=v2.1)
SWAP (Suppressor-of-White-APricot)/surp RNA-binding domain-containing proteinPhvul.001G199500PTHR12323 - SR-RELATED CTD ASSOCIATED FACTOR 6 (1 of 1)Phvul.001G199500not assigned.not annotated no hits & (original description: pacid=37170157 transcript=Phvul.001G199500.1 locus=Phvul.001G199500 ID=Phvul.001G199500.1.v2.1 annot-version=v2.1)
SWAP (Suppressor-of-White-APricot)/surp RNA-binding domain-containing proteinPhvul.001G199500PTHR12323 - SR-RELATED CTD ASSOCIATED FACTOR 6 (1 of 1)Phvul.001G199500not assigned.not annotated no hits & (original description: pacid=37170157 transcript=Phvul.001G199500.1 locus=Phvul.001G199500 ID=Phvul.001G199500.1.v2.1 annot-version=v2.1)
myo-inositol polyphosphate 5-phosphatase 2Phvul.002G005300PTHR11200:SF107 - TYPE I INOSITOL 1,4,5-TRISPHOSPHATE 5-PHOSPHATASE 2 (1 of 2)Phvul.002G005300Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.type-I inositol-polyphosphate 5-phosphatasetype-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
myo-inositol polyphosphate 5-phosphatase 2Phvul.002G005300PTHR11200:SF107 - TYPE I INOSITOL 1,4,5-TRISPHOSPHATE 5-PHOSPHATASE 2 (1 of 2)Phvul.002G005300Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.type-I inositol-polyphosphate 5-phosphatasetype-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
myo-inositol polyphosphate 5-phosphatase 2Phvul.002G005300PTHR11200:SF107 - TYPE I INOSITOL 1,4,5-TRISPHOSPHATE 5-PHOSPHATASE 2 (1 of 2)Phvul.002G005300Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.type-I inositol-polyphosphate 5-phosphatasetype-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
myo-inositol polyphosphate 5-phosphatase 2Phvul.002G005300PTHR11200:SF107 - TYPE I INOSITOL 1,4,5-TRISPHOSPHATE 5-PHOSPHATASE 2 (1 of 2)Phvul.002G005300Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.type-I inositol-polyphosphate 5-phosphatasetype-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
myo-inositol polyphosphate 5-phosphatase 2Phvul.002G005300PTHR11200:SF107 - TYPE I INOSITOL 1,4,5-TRISPHOSPHATE 5-PHOSPHATASE 2 (1 of 2)Phvul.002G005300Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.type-I inositol-polyphosphate 5-phosphatasetype-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
myo-inositol polyphosphate 5-phosphatase 2Phvul.002G005300PTHR11200:SF107 - TYPE I INOSITOL 1,4,5-TRISPHOSPHATE 5-PHOSPHATASE 2 (1 of 2)Phvul.002G005300Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.type-I inositol-polyphosphate 5-phosphatasetype-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &

0 0 0 Phvul.002G119100not assigned.not annotated no hits & (original description: pacid=37176043 transcript=Phvul.002G119100.1 locus=Phvul.002G119100 ID=Phvul.002G119100.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G119100not assigned.not annotated no hits & (original description: pacid=37176043 transcript=Phvul.002G119100.1 locus=Phvul.002G119100 ID=Phvul.002G119100.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G119100not assigned.not annotated no hits & (original description: pacid=37176043 transcript=Phvul.002G119100.1 locus=Phvul.002G119100 ID=Phvul.002G119100.1.v2.1 annot-version=v2.1)

Ribosomal protein L35 Phvul.002G132700PF01632 - Ribosomal protein L35 (Ribosomal_L35p)  (1 of 2)Phvul.002G132700not assigned.not annotated no hits & (original description: pacid=37177670 transcript=Phvul.002G132700.1 locus=Phvul.002G132700 ID=Phvul.002G132700.1.v2.1 annot-version=v2.1)
Ribosomal protein L35 Phvul.002G132700PF01632 - Ribosomal protein L35 (Ribosomal_L35p)  (1 of 2)Phvul.002G132700not assigned.not annotated no hits & (original description: pacid=37177670 transcript=Phvul.002G132700.1 locus=Phvul.002G132700 ID=Phvul.002G132700.1.v2.1 annot-version=v2.1)
Ribosomal protein L35 Phvul.002G132700PF01632 - Ribosomal protein L35 (Ribosomal_L35p)  (1 of 2)Phvul.002G132700not assigned.not annotated no hits & (original description: pacid=37177670 transcript=Phvul.002G132700.1 locus=Phvul.002G132700 ID=Phvul.002G132700.1.v2.1 annot-version=v2.1)

0 0 0 Phvul.002G141000not assigned.not annotated no hits & (original description: pacid=37175561 transcript=Phvul.002G141000.2 locus=Phvul.002G141000 ID=Phvul.002G141000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G141000not assigned.not annotated no hits & (original description: pacid=37175561 transcript=Phvul.002G141000.2 locus=Phvul.002G141000 ID=Phvul.002G141000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G141000not assigned.not annotated no hits & (original description: pacid=37175561 transcript=Phvul.002G141000.2 locus=Phvul.002G141000 ID=Phvul.002G141000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G141000not assigned.not annotated no hits & (original description: pacid=37175561 transcript=Phvul.002G141000.2 locus=Phvul.002G141000 ID=Phvul.002G141000.2.v2.1 annot-version=v2.1)

TATA-binding related factor (TRF) of subunit 20 of Mediator complexPhvul.003G131900K13528 - mediator of RNA polymerase II transcription subunit 20 (MED20)  (1 of 1)Phvul.003G131900RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.head module.component MED20component MED20 of head module of MEDIATOR transcription co-activator complex (original description: pacid=37144465 transcript=Phvul.003G131900.1 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1) &
TATA-binding related factor (TRF) of subunit 20 of Mediator complexPhvul.003G131900K13528 - mediator of RNA polymerase II transcription subunit 20 (MED20)  (1 of 1)Phvul.003G131900RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.head module.component MED20component MED20 of head module of MEDIATOR transcription co-activator complex (original description: pacid=37144465 transcript=Phvul.003G131900.1 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1) &
TATA-binding related factor (TRF) of subunit 20 of Mediator complexPhvul.003G131900K13528 - mediator of RNA polymerase II transcription subunit 20 (MED20)  (1 of 1)Phvul.003G131900RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.head module.component MED20component MED20 of head module of MEDIATOR transcription co-activator complex (original description: pacid=37144465 transcript=Phvul.003G131900.1 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1) &
cationic amino acid transporter 6Phvul.003G225700PTHR11785//PTHR11785:SF331 - AMINO ACID TRANSPORTER // SUBFAMILY NOT NAMED (1 of 3)Phvul.003G225700Solute transport.carrier-mediated transport.APC superfamily.APC family.cationic amino acid transporter (CAT)cationic amino acid transporter (CAT) (original description: pacid=37147840 transcript=Phvul.003G225700.1 locus=Phvul.003G225700 ID=Phvul.003G225700.1.v2.1 annot-version=v2.1) &
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.003G238000PF13371//PF13414 - Tetratricopeptide repeat (TPR_9)  // TPR repeat (TPR_11)  (1 of 1)Phvul.003G238000not assigned.annotated (original description: pacid=37147952 transcript=Phvul.003G238000.1 locus=Phvul.003G238000 ID=Phvul.003G238000.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 1278.0)
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.003G238000PF13371//PF13414 - Tetratricopeptide repeat (TPR_9)  // TPR repeat (TPR_11)  (1 of 1)Phvul.003G238000not assigned.annotated (original description: pacid=37147952 transcript=Phvul.003G238000.1 locus=Phvul.003G238000 ID=Phvul.003G238000.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 1278.0)
Protein of unknown function (DUF1640)Phvul.003G259300PTHR14360:SF1 - PROTEIN FMP32, MITOCHONDRIAL (1 of 2)Phvul.003G259300not assigned.not annotated no hits & (original description: pacid=37145778 transcript=Phvul.003G259300.1 locus=Phvul.003G259300 ID=Phvul.003G259300.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF1640)Phvul.003G259300PTHR14360:SF1 - PROTEIN FMP32, MITOCHONDRIAL (1 of 2)Phvul.003G259300not assigned.not annotated no hits & (original description: pacid=37145778 transcript=Phvul.003G259300.1 locus=Phvul.003G259300 ID=Phvul.003G259300.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF1640)Phvul.003G259300PTHR14360:SF1 - PROTEIN FMP32, MITOCHONDRIAL (1 of 2)Phvul.003G259300not assigned.not annotated no hits & (original description: pacid=37145778 transcript=Phvul.003G259300.1 locus=Phvul.003G259300 ID=Phvul.003G259300.1.v2.1 annot-version=v2.1)
plastid transcription factor 1 Phvul.004G037700PTHR31072:SF5 - TRANSCRIPTION FACTOR TCP13 (1 of 3)Phvul.004G037700RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
plastid transcription factor 1 Phvul.004G037700PTHR31072:SF5 - TRANSCRIPTION FACTOR TCP13 (1 of 3)Phvul.004G037700RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
plastid transcription factor 1 Phvul.004G037700PTHR31072:SF5 - TRANSCRIPTION FACTOR TCP13 (1 of 3)Phvul.004G037700RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
plastid transcription factor 1 Phvul.004G037700PTHR31072:SF5 - TRANSCRIPTION FACTOR TCP13 (1 of 3)Phvul.004G037700RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
plastid transcription factor 1 Phvul.004G037700PTHR31072:SF5 - TRANSCRIPTION FACTOR TCP13 (1 of 3)Phvul.004G037700RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
plastid transcription factor 1 Phvul.004G037700PTHR31072:SF5 - TRANSCRIPTION FACTOR TCP13 (1 of 3)Phvul.004G037700RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
plastid transcription factor 1 Phvul.004G037700PTHR31072:SF5 - TRANSCRIPTION FACTOR TCP13 (1 of 3)Phvul.004G037700RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
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Do not distribute

plastid transcription factor 1 Phvul.004G037700PTHR31072:SF5 - TRANSCRIPTION FACTOR TCP13 (1 of 3)Phvul.004G037700RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
plastid transcription factor 1 Phvul.004G037700PTHR31072:SF5 - TRANSCRIPTION FACTOR TCP13 (1 of 3)Phvul.004G037700RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
DNAse I-like superfamily proteinPhvul.004G089300PTHR11200:SF128 - TYPE I INOSITOL 1,4,5-TRISPHOSPHATE 5-PHOSPHATASE 1 (1 of 3)Phvul.004G089300Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.type-I inositol-polyphosphate 5-phosphatasetype-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
DNAse I-like superfamily proteinPhvul.004G089300PTHR11200:SF128 - TYPE I INOSITOL 1,4,5-TRISPHOSPHATE 5-PHOSPHATASE 1 (1 of 3)Phvul.004G089300Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.type-I inositol-polyphosphate 5-phosphatasetype-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
DNAse I-like superfamily proteinPhvul.004G089300PTHR11200:SF128 - TYPE I INOSITOL 1,4,5-TRISPHOSPHATE 5-PHOSPHATASE 1 (1 of 3)Phvul.004G089300Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.type-I inositol-polyphosphate 5-phosphatasetype-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
DNAse I-like superfamily proteinPhvul.004G089300PTHR11200:SF128 - TYPE I INOSITOL 1,4,5-TRISPHOSPHATE 5-PHOSPHATASE 1 (1 of 3)Phvul.004G089300Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.type-I inositol-polyphosphate 5-phosphatasetype-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
DNAse I-like superfamily proteinPhvul.004G089300PTHR11200:SF128 - TYPE I INOSITOL 1,4,5-TRISPHOSPHATE 5-PHOSPHATASE 1 (1 of 3)Phvul.004G089300Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.type-I inositol-polyphosphate 5-phosphatasetype-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
DNAse I-like superfamily proteinPhvul.004G089300PTHR11200:SF128 - TYPE I INOSITOL 1,4,5-TRISPHOSPHATE 5-PHOSPHATASE 1 (1 of 3)Phvul.004G089300Multi-process regulation.phosphoinositide lipid regulatory system.inositol polyphosphate 5-phosphatase activities.type-I inositol-polyphosphate 5-phosphatasetype-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
Arginyl-tRNA synthetase, class IcPhvul.004G174700K01887 - arginyl-tRNA synthetase (RARS, argS)  (1 of 2)Phvul.004G174700Protein biosynthesis.aminoacyl-tRNA synthetase activities.arginine-tRNA ligasearginine-tRNA ligase (original description: pacid=37162565 transcript=Phvul.004G174700.1 locus=Phvul.004G174700 ID=Phvul.004G174700.1.v2.1 annot-version=v2.1) &
Arginyl-tRNA synthetase, class IcPhvul.004G174700K01887 - arginyl-tRNA synthetase (RARS, argS)  (1 of 2)Phvul.004G174700Protein biosynthesis.aminoacyl-tRNA synthetase activities.arginine-tRNA ligasearginine-tRNA ligase (original description: pacid=37162565 transcript=Phvul.004G174700.1 locus=Phvul.004G174700 ID=Phvul.004G174700.1.v2.1 annot-version=v2.1) &
Arginyl-tRNA synthetase, class IcPhvul.004G174700K01887 - arginyl-tRNA synthetase (RARS, argS)  (1 of 2)Phvul.004G174700Protein biosynthesis.aminoacyl-tRNA synthetase activities.arginine-tRNA ligasearginine-tRNA ligase (original description: pacid=37162565 transcript=Phvul.004G174700.1 locus=Phvul.004G174700 ID=Phvul.004G174700.1.v2.1 annot-version=v2.1) &
Jojoba acyl CoA reductase-related male sterility proteinPhvul.005G1255001.2.1.50//1.2.1.84 - Long-chain-fatty-acyl-CoA reductase / Acyl-CoA reductase  (1 of 1)Phvul.005G125500Cell wall organisation.cutin and suberin.cuticular lipid formation.acyl-reduction pathway.acyl CoA reductaseacyl CoA reductase (original description: pacid=37153110 transcript=Phvul.005G125500.1 locus=Phvul.005G125500 ID=Phvul.005G125500.1.v2.1 annot-version=v2.1) &
Jojoba acyl CoA reductase-related male sterility proteinPhvul.005G1255001.2.1.50//1.2.1.84 - Long-chain-fatty-acyl-CoA reductase / Acyl-CoA reductase  (1 of 1)Phvul.005G125500Cell wall organisation.cutin and suberin.cuticular lipid formation.acyl-reduction pathway.acyl CoA reductaseacyl CoA reductase (original description: pacid=37153110 transcript=Phvul.005G125500.1 locus=Phvul.005G125500 ID=Phvul.005G125500.1.v2.1 annot-version=v2.1) &
syntaxin of plants 61 Phvul.006G044400K08498 - syntaxin 6 (STX6)  (1 of 2)Phvul.006G044400Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qc-type SNARE components.SYP6-group componentSYP6 group Qc-type SNARE protein (original description: pacid=37171898 transcript=Phvul.006G044400.1 locus=Phvul.006G044400 ID=Phvul.006G044400.1.v2.1 annot-version=v2.1) &
syntaxin of plants 61 Phvul.006G044400K08498 - syntaxin 6 (STX6)  (1 of 2)Phvul.006G044400Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qc-type SNARE components.SYP6-group componentSYP6 group Qc-type SNARE protein (original description: pacid=37171898 transcript=Phvul.006G044400.1 locus=Phvul.006G044400 ID=Phvul.006G044400.1.v2.1 annot-version=v2.1) &
syntaxin of plants 61 Phvul.006G044400K08498 - syntaxin 6 (STX6)  (1 of 2)Phvul.006G044400Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qc-type SNARE components.SYP6-group componentSYP6 group Qc-type SNARE protein (original description: pacid=37171898 transcript=Phvul.006G044400.1 locus=Phvul.006G044400 ID=Phvul.006G044400.1.v2.1 annot-version=v2.1) &
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
UB-like protease 1B Phvul.007G072700PTHR12606:SF15 - NEDD8-SPECIFIC PROTEASE 1 (1 of 2)Phvul.007G072700not assigned.not annotated no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
Late embryogenesis abundant protein (LEA) family proteinPhvul.007G215400PTHR23241//PTHR23241:SF55 - LATE EMBRYOGENESIS ABUNDANT  PLANTS  LEA-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G215400not assigned.not annotated no hits & (original description: pacid=37165773 transcript=Phvul.007G215400.1 locus=Phvul.007G215400 ID=Phvul.007G215400.1.v2.1 annot-version=v2.1)
Late embryogenesis abundant protein (LEA) family proteinPhvul.007G215400PTHR23241//PTHR23241:SF55 - LATE EMBRYOGENESIS ABUNDANT  PLANTS  LEA-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G215400not assigned.not annotated no hits & (original description: pacid=37165773 transcript=Phvul.007G215400.1 locus=Phvul.007G215400 ID=Phvul.007G215400.1.v2.1 annot-version=v2.1)
Late embryogenesis abundant protein (LEA) family proteinPhvul.007G215400PTHR23241//PTHR23241:SF55 - LATE EMBRYOGENESIS ABUNDANT  PLANTS  LEA-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G215400not assigned.not annotated no hits & (original description: pacid=37165773 transcript=Phvul.007G215400.1 locus=Phvul.007G215400 ID=Phvul.007G215400.1.v2.1 annot-version=v2.1)
purple acid phosphatase 16 Phvul.007G249800PTHR32440:SF11 - INACTIVE PURPLE ACID PHOSPHATASE 16-RELATED (1 of 1)Phvul.007G249800not assigned.annotated (original description: pacid=37165551 transcript=Phvul.007G249800.1 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 16 OS=Arabidopsis thaliana (sp|q9sr79|ppa16_arath : 484.0)
purple acid phosphatase 16 Phvul.007G249800PTHR32440:SF11 - INACTIVE PURPLE ACID PHOSPHATASE 16-RELATED (1 of 1)Phvul.007G249800not assigned.annotated (original description: pacid=37165551 transcript=Phvul.007G249800.1 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 16 OS=Arabidopsis thaliana (sp|q9sr79|ppa16_arath : 484.0)
purple acid phosphatase 16 Phvul.007G249800PTHR32440:SF11 - INACTIVE PURPLE ACID PHOSPHATASE 16-RELATED (1 of 1)Phvul.007G249800not assigned.annotated (original description: pacid=37165551 transcript=Phvul.007G249800.1 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 16 OS=Arabidopsis thaliana (sp|q9sr79|ppa16_arath : 484.0)
WD-40 repeat family protein / beige-relatedPhvul.008G074600PF00400//PF02138//PF14844//PF15787 - WD domain, G-beta repeat (WD40)  // Beige/BEACH domain (Beach)  // PH domain associated with Beige/BEACH (PH_BEACH)  // Domain of unknown function (DUF4704) (DUF4704)  (1 of 1)Phvul.008G074600not assigned.annotated (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
WD-40 repeat family protein / beige-relatedPhvul.008G074600PF00400//PF02138//PF14844//PF15787 - WD domain, G-beta repeat (WD40)  // Beige/BEACH domain (Beach)  // PH domain associated with Beige/BEACH (PH_BEACH)  // Domain of unknown function (DUF4704) (DUF4704)  (1 of 1)Phvul.008G074600not assigned.annotated (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
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Do not distribute

WD-40 repeat family protein / beige-relatedPhvul.008G074600PF00400//PF02138//PF14844//PF15787 - WD domain, G-beta repeat (WD40)  // Beige/BEACH domain (Beach)  // PH domain associated with Beige/BEACH (PH_BEACH)  // Domain of unknown function (DUF4704) (DUF4704)  (1 of 1)Phvul.008G074600not assigned.annotated (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
WD-40 repeat family protein / beige-relatedPhvul.008G074600PF00400//PF02138//PF14844//PF15787 - WD domain, G-beta repeat (WD40)  // Beige/BEACH domain (Beach)  // PH domain associated with Beige/BEACH (PH_BEACH)  // Domain of unknown function (DUF4704) (DUF4704)  (1 of 1)Phvul.008G074600not assigned.annotated (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
WD-40 repeat family protein / beige-relatedPhvul.008G074600PF00400//PF02138//PF14844//PF15787 - WD domain, G-beta repeat (WD40)  // Beige/BEACH domain (Beach)  // PH domain associated with Beige/BEACH (PH_BEACH)  // Domain of unknown function (DUF4704) (DUF4704)  (1 of 1)Phvul.008G074600not assigned.annotated (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
WD-40 repeat family protein / beige-relatedPhvul.008G074600PF00400//PF02138//PF14844//PF15787 - WD domain, G-beta repeat (WD40)  // Beige/BEACH domain (Beach)  // PH domain associated with Beige/BEACH (PH_BEACH)  // Domain of unknown function (DUF4704) (DUF4704)  (1 of 1)Phvul.008G074600not assigned.annotated (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
WD-40 repeat family protein / beige-relatedPhvul.008G074600PF00400//PF02138//PF14844//PF15787 - WD domain, G-beta repeat (WD40)  // Beige/BEACH domain (Beach)  // PH domain associated with Beige/BEACH (PH_BEACH)  // Domain of unknown function (DUF4704) (DUF4704)  (1 of 1)Phvul.008G074600not assigned.annotated (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
WD-40 repeat family protein / beige-relatedPhvul.008G074600PF00400//PF02138//PF14844//PF15787 - WD domain, G-beta repeat (WD40)  // Beige/BEACH domain (Beach)  // PH domain associated with Beige/BEACH (PH_BEACH)  // Domain of unknown function (DUF4704) (DUF4704)  (1 of 1)Phvul.008G074600not assigned.annotated (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.008G123400PF00646 - F-box domain (F-box)  (1 of 135)Phvul.008G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.Cullin-based ubiquitylation complexes.SKP1-CUL1-FBX (SCF) E3 ligase complexes.F-BOX substrate adaptor components.component FBXcomponent FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37159322 transcript=Phvul.008G123400.1 locus=Phvul.008G123400 ID=Phvul.008G123400.1.v2.1 annot-version=v2.1) &
Galactose oxidase/kelch repeat superfamily proteinPhvul.008G123400PF00646 - F-box domain (F-box)  (1 of 135)Phvul.008G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.Cullin-based ubiquitylation complexes.SKP1-CUL1-FBX (SCF) E3 ligase complexes.F-BOX substrate adaptor components.component FBXcomponent FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37159322 transcript=Phvul.008G123400.1 locus=Phvul.008G123400 ID=Phvul.008G123400.1.v2.1 annot-version=v2.1) &
dicer-like 2 Phvul.008G129500K11592 - endoribonuclease Dicer (DICER1, DCR1)  (1 of 7)Phvul.008G129500not assigned.annotated (original description: pacid=37159091 transcript=Phvul.008G129500.1 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1) & Endoribonuclease Dicer homolog 2 OS=Arabidopsis thaliana (sp|q3ebc8|dcl2_arath : 1293.0)
dicer-like 2 Phvul.008G129500K11592 - endoribonuclease Dicer (DICER1, DCR1)  (1 of 7)Phvul.008G129500not assigned.annotated (original description: pacid=37159091 transcript=Phvul.008G129500.1 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1) & Endoribonuclease Dicer homolog 2 OS=Arabidopsis thaliana (sp|q3ebc8|dcl2_arath : 1293.0)
dicer-like 2 Phvul.008G129500K11592 - endoribonuclease Dicer (DICER1, DCR1)  (1 of 7)Phvul.008G129500not assigned.annotated (original description: pacid=37159091 transcript=Phvul.008G129500.1 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1) & Endoribonuclease Dicer homolog 2 OS=Arabidopsis thaliana (sp|q3ebc8|dcl2_arath : 1293.0)
Leucine-rich repeat transmembrane protein kinase proteinPhvul.008G164600PF12819//PF13855 - Carbohydrate-binding protein of the ER (Malectin_like)  // Leucine rich repeat (LRR_8)  (1 of 1)Phvul.008G164600not assigned.annotated (original description: pacid=37160650 transcript=Phvul.008G164600.1 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1) & Probable LRR receptor-like serine/threonine-protein kinase At1g05700 OS=Arabidopsis thaliana (sp|c0lgd6|y1570_arath : 285.0)
Leucine-rich repeat transmembrane protein kinase proteinPhvul.008G164600PF12819//PF13855 - Carbohydrate-binding protein of the ER (Malectin_like)  // Leucine rich repeat (LRR_8)  (1 of 1)Phvul.008G164600not assigned.annotated (original description: pacid=37160650 transcript=Phvul.008G164600.1 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1) & Probable LRR receptor-like serine/threonine-protein kinase At1g05700 OS=Arabidopsis thaliana (sp|c0lgd6|y1570_arath : 285.0)
Leucine-rich repeat transmembrane protein kinase proteinPhvul.008G164600PF12819//PF13855 - Carbohydrate-binding protein of the ER (Malectin_like)  // Leucine rich repeat (LRR_8)  (1 of 1)Phvul.008G164600not assigned.annotated (original description: pacid=37160650 transcript=Phvul.008G164600.1 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1) & Probable LRR receptor-like serine/threonine-protein kinase At1g05700 OS=Arabidopsis thaliana (sp|c0lgd6|y1570_arath : 285.0)
Transmembrane amino acid transporter family proteinPhvul.008G225300PTHR22950//PTHR22950:SF260 - AMINO ACID TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G225300Solute transport.carrier-mediated transport.APC superfamily.AAAP family.auxin transporter (AUX/LAX)auxin transporter (AUX/LAX) (original description: pacid=37160317 transcript=Phvul.008G225300.1 locus=Phvul.008G225300 ID=Phvul.008G225300.1.v2.1 annot-version=v2.1) &
Integral membrane Yip1 family proteinPhvul.008G230200PTHR12822:SF5 - INTEGRAL MEMBRANE YIP1 FAMILY PROTEIN (1 of 2)Phvul.008G230200not assigned.not annotated no hits & (original description: pacid=37159379 transcript=Phvul.008G230200.1 locus=Phvul.008G230200 ID=Phvul.008G230200.1.v2.1 annot-version=v2.1)
Major facilitator superfamily proteinPhvul.009G030500PTHR23500:SF44 - SUGAR TRANSPORT PROTEIN 5 (1 of 5)Phvul.009G030500Solute transport.carrier-mediated transport.MFS superfamily.SP family.monosaccharide transporter (STP)monosaccharide transporter (STP) (original description: pacid=37151241 transcript=Phvul.009G030500.1 locus=Phvul.009G030500 ID=Phvul.009G030500.1.v2.1 annot-version=v2.1) &
Major facilitator superfamily proteinPhvul.009G030500PTHR23500:SF44 - SUGAR TRANSPORT PROTEIN 5 (1 of 5)Phvul.009G030500Solute transport.carrier-mediated transport.MFS superfamily.SP family.monosaccharide transporter (STP)monosaccharide transporter (STP) (original description: pacid=37151241 transcript=Phvul.009G030500.1 locus=Phvul.009G030500 ID=Phvul.009G030500.1.v2.1 annot-version=v2.1) &
Major facilitator superfamily proteinPhvul.009G030500PTHR23500:SF44 - SUGAR TRANSPORT PROTEIN 5 (1 of 5)Phvul.009G030500Solute transport.carrier-mediated transport.MFS superfamily.SP family.monosaccharide transporter (STP)monosaccharide transporter (STP) (original description: pacid=37151241 transcript=Phvul.009G030500.1 locus=Phvul.009G030500 ID=Phvul.009G030500.1.v2.1 annot-version=v2.1) &
DDB1-CUL4 associated factor 1Phvul.009G099700K11789 - HIV-1 Vpr-binding protein (VPRBP, DCAF1)  (1 of 1)Phvul.009G099700not assigned.annotated (original description: pacid=37148543 transcript=Phvul.009G099700.1 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1) & DDB1- and CUL4-associated factor homolog 1 OS=Arabidopsis thaliana (sp|q9m086|dcaf1_arath : 1457.0)
DDB1-CUL4 associated factor 1Phvul.009G099700K11789 - HIV-1 Vpr-binding protein (VPRBP, DCAF1)  (1 of 1)Phvul.009G099700not assigned.annotated (original description: pacid=37148543 transcript=Phvul.009G099700.1 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1) & DDB1- and CUL4-associated factor homolog 1 OS=Arabidopsis thaliana (sp|q9m086|dcaf1_arath : 1457.0)
DDB1-CUL4 associated factor 1Phvul.009G099700K11789 - HIV-1 Vpr-binding protein (VPRBP, DCAF1)  (1 of 1)Phvul.009G099700not assigned.annotated (original description: pacid=37148543 transcript=Phvul.009G099700.1 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1) & DDB1- and CUL4-associated factor homolog 1 OS=Arabidopsis thaliana (sp|q9m086|dcaf1_arath : 1457.0)
Got1/Sft2-like vescicle transport protein familyPhvul.009G233000PTHR21493:SF9 - GOLGI TRANSPORT PROTEIN 1-RELATED (1 of 2)Phvul.009G233000not assigned.annotated (original description: pacid=37151970 transcript=Phvul.009G233000.1 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1) & Vesicle transport protein GOT1 OS=Arabidopsis thaliana (sp|q6nmm1|got1_arath : 139.0)
Got1/Sft2-like vescicle transport protein familyPhvul.009G233000PTHR21493:SF9 - GOLGI TRANSPORT PROTEIN 1-RELATED (1 of 2)Phvul.009G233000not assigned.annotated (original description: pacid=37151970 transcript=Phvul.009G233000.1 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1) & Vesicle transport protein GOT1 OS=Arabidopsis thaliana (sp|q6nmm1|got1_arath : 139.0)
Got1/Sft2-like vescicle transport protein familyPhvul.009G233000PTHR21493:SF9 - GOLGI TRANSPORT PROTEIN 1-RELATED (1 of 2)Phvul.009G233000not assigned.annotated (original description: pacid=37151970 transcript=Phvul.009G233000.1 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1) & Vesicle transport protein GOT1 OS=Arabidopsis thaliana (sp|q6nmm1|got1_arath : 139.0)
vacuolar iron transporter (VIT) family proteinPhvul.010G021700PTHR31851:SF16 - MEMBRANE PROTEIN OF ER BODY 2 (1 of 4)Phvul.010G021700Solute transport.carrier-mediated transport.VIT family.metal cation transporter (MEB)metal cation transporter (MEB) (original description: pacid=37143191 transcript=Phvul.010G021700.1 locus=Phvul.010G021700 ID=Phvul.010G021700.1.v2.1 annot-version=v2.1) &
vacuolar iron transporter (VIT) family proteinPhvul.010G021700PTHR31851:SF16 - MEMBRANE PROTEIN OF ER BODY 2 (1 of 4)Phvul.010G021700Solute transport.carrier-mediated transport.VIT family.metal cation transporter (MEB)metal cation transporter (MEB) (original description: pacid=37143191 transcript=Phvul.010G021700.1 locus=Phvul.010G021700 ID=Phvul.010G021700.1.v2.1 annot-version=v2.1) &
vacuolar iron transporter (VIT) family proteinPhvul.010G021700PTHR31851:SF16 - MEMBRANE PROTEIN OF ER BODY 2 (1 of 4)Phvul.010G021700Solute transport.carrier-mediated transport.VIT family.metal cation transporter (MEB)metal cation transporter (MEB) (original description: pacid=37143191 transcript=Phvul.010G021700.1 locus=Phvul.010G021700 ID=Phvul.010G021700.1.v2.1 annot-version=v2.1) &
Phosphoenolpyruvate carboxylase family proteinPhvul.010G1049002.1.2.11 - 3-methyl-2-oxobutanoate hydroxymethyltransferase / Ketopantoate hydroxymethyltransferase (1 of 1)Phvul.010G104900Coenzyme metabolism.coenzyme A biosynthesis.pantothenate biosynthesis.ketopantoate hydroxymethyltransferaseketopantoate hydroxymethyltransferase (original description: pacid=37143671 transcript=Phvul.010G104900.2 locus=Phvul.010G104900 ID=Phvul.010G104900.2.v2.1 annot-version=v2.1) &
Phosphoenolpyruvate carboxylase family proteinPhvul.010G1049002.1.2.11 - 3-methyl-2-oxobutanoate hydroxymethyltransferase / Ketopantoate hydroxymethyltransferase (1 of 1)Phvul.010G104900Coenzyme metabolism.coenzyme A biosynthesis.pantothenate biosynthesis.ketopantoate hydroxymethyltransferaseketopantoate hydroxymethyltransferase (original description: pacid=37143671 transcript=Phvul.010G104900.2 locus=Phvul.010G104900 ID=Phvul.010G104900.2.v2.1 annot-version=v2.1) &
Phosphoenolpyruvate carboxylase family proteinPhvul.010G1049002.1.2.11 - 3-methyl-2-oxobutanoate hydroxymethyltransferase / Ketopantoate hydroxymethyltransferase (1 of 1)Phvul.010G104900Coenzyme metabolism.coenzyme A biosynthesis.pantothenate biosynthesis.ketopantoate hydroxymethyltransferaseketopantoate hydroxymethyltransferase (original description: pacid=37143671 transcript=Phvul.010G104900.2 locus=Phvul.010G104900 ID=Phvul.010G104900.2.v2.1 annot-version=v2.1) &
GRAS family transcription factorPhvul.010G129400PTHR31636:SF40 - SCARECROW-LIKE PROTEIN 29 (1 of 1)Phvul.010G129400External stimuli response.symbiont.symbiosis signalling pathway.NSP1-NSP2 nodulation initiation complex.component NSP1component NSP1 of NSP1-NSP2 nodulation initiation complex (original description: pacid=37144086 transcript=Phvul.010G129400.1 locus=Phvul.010G129400 ID=Phvul.010G129400.1.v2.1 annot-version=v2.1) &
GRAS family transcription factorPhvul.010G129400PTHR31636:SF40 - SCARECROW-LIKE PROTEIN 29 (1 of 1)Phvul.010G129400External stimuli response.symbiont.symbiosis signalling pathway.NSP1-NSP2 nodulation initiation complex.component NSP1component NSP1 of NSP1-NSP2 nodulation initiation complex (original description: pacid=37144086 transcript=Phvul.010G129400.1 locus=Phvul.010G129400 ID=Phvul.010G129400.1.v2.1 annot-version=v2.1) &
GRAS family transcription factorPhvul.010G129400PTHR31636:SF40 - SCARECROW-LIKE PROTEIN 29 (1 of 1)Phvul.010G129400External stimuli response.symbiont.symbiosis signalling pathway.NSP1-NSP2 nodulation initiation complex.component NSP1component NSP1 of NSP1-NSP2 nodulation initiation complex (original description: pacid=37144086 transcript=Phvul.010G129400.1 locus=Phvul.010G129400 ID=Phvul.010G129400.1.v2.1 annot-version=v2.1) &

0 Phvul.010G157900K14972 - PAX-interacting protein 1 (PAXIP1, PTIP)  (1 of 2)Phvul.010G157900RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED15component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
0 Phvul.010G157900K14972 - PAX-interacting protein 1 (PAXIP1, PTIP)  (1 of 2)Phvul.010G157900RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED15component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
0 Phvul.010G157900K14972 - PAX-interacting protein 1 (PAXIP1, PTIP)  (1 of 2)Phvul.010G157900RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED15component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
0 Phvul.010G157900K14972 - PAX-interacting protein 1 (PAXIP1, PTIP)  (1 of 2)Phvul.010G157900RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED15component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
0 Phvul.010G157900K14972 - PAX-interacting protein 1 (PAXIP1, PTIP)  (1 of 2)Phvul.010G157900RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED15component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
0 Phvul.010G157900K14972 - PAX-interacting protein 1 (PAXIP1, PTIP)  (1 of 2)Phvul.010G157900RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED15component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
0 Phvul.010G157900K14972 - PAX-interacting protein 1 (PAXIP1, PTIP)  (1 of 2)Phvul.010G157900RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED15component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
0 Phvul.010G157900K14972 - PAX-interacting protein 1 (PAXIP1, PTIP)  (1 of 2)Phvul.010G157900RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED15component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
0 Phvul.010G157900K14972 - PAX-interacting protein 1 (PAXIP1, PTIP)  (1 of 2)Phvul.010G157900RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED15component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &

Proteasome component (PCI) domain proteinPhvul.011G006200K12178 - COP9 signalosome complex subunit 4 (COPS4, CSN4)  (1 of 1)Phvul.011G006200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN4component CSN4 of COP9 signalosome complex (original description: pacid=37156177 transcript=Phvul.011G006200.1 locus=Phvul.011G006200 ID=Phvul.011G006200.1.v2.1 annot-version=v2.1) &
Proteasome component (PCI) domain proteinPhvul.011G006200K12178 - COP9 signalosome complex subunit 4 (COPS4, CSN4)  (1 of 1)Phvul.011G006200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN4component CSN4 of COP9 signalosome complex (original description: pacid=37156177 transcript=Phvul.011G006200.1 locus=Phvul.011G006200 ID=Phvul.011G006200.1.v2.1 annot-version=v2.1) &
Proteasome component (PCI) domain proteinPhvul.011G006200K12178 - COP9 signalosome complex subunit 4 (COPS4, CSN4)  (1 of 1)Phvul.011G006200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN4component CSN4 of COP9 signalosome complex (original description: pacid=37156177 transcript=Phvul.011G006200.1 locus=Phvul.011G006200 ID=Phvul.011G006200.1.v2.1 annot-version=v2.1) &
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cytochrome P450, family 72, subfamily A, polypeptide 15Phvul.011G1611001.14.13.173 - 11-oxo-beta-amyrin 30-oxidase / CYP72A154 (1 of 17)Phvul.011G161100Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 72, subfamily A, polypeptide 15Phvul.011G1611001.14.13.173 - 11-oxo-beta-amyrin 30-oxidase / CYP72A154 (1 of 17)Phvul.011G161100Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 72, subfamily A, polypeptide 15Phvul.011G1611001.14.13.173 - 11-oxo-beta-amyrin 30-oxidase / CYP72A154 (1 of 17)Phvul.011G161100Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 72, subfamily A, polypeptide 15Phvul.011G161900KOG0159 - Cytochrome P450 CYP11/CYP12/CYP24/CYP27 subfamilies (1 of 1)Phvul.011G161900Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 483.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 91.0) (original description: pacid=37156825 transcript=Phvul.011G161900.1 locus=Phvul.011G161900 ID=Phvul.011G161900.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 72, subfamily A, polypeptide 15Phvul.011G161900KOG0159 - Cytochrome P450 CYP11/CYP12/CYP24/CYP27 subfamilies (1 of 1)Phvul.011G161900Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 483.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 91.0) (original description: pacid=37156825 transcript=Phvul.011G161900.1 locus=Phvul.011G161900 ID=Phvul.011G161900.1.v2.1 annot-version=v2.1) &
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subfamily ABCB transporter (original description: pacid=37163835 transcript=Phvul.004G023066.1 locus=Phvul.004G023066 ID=Phvul.004G023066.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37163835 transcript=Phvul.004G023066.1 locus=Phvul.004G023066 ID=Phvul.004G023066.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37163835 transcript=Phvul.004G023066.1 locus=Phvul.004G023066 ID=Phvul.004G023066.1.v2.1 annot-version=v2.1) &
subunit 3 of RNA polymerase (original description: pacid=37175101 transcript=Phvul.002G097400.1 locus=Phvul.002G097400 ID=Phvul.002G097400.1.v2.1 annot-version=v2.1) &
subunit 3 of RNA polymerase (original description: pacid=37175101 transcript=Phvul.002G097400.1 locus=Phvul.002G097400 ID=Phvul.002G097400.1.v2.1 annot-version=v2.1) &
subunit 3 of RNA polymerase (original description: pacid=37175101 transcript=Phvul.002G097400.1 locus=Phvul.002G097400 ID=Phvul.002G097400.1.v2.1 annot-version=v2.1) &
deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37173573 transcript=Phvul.006G029000.1 locus=Phvul.006G029000 ID=Phvul.006G029000.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37173573 transcript=Phvul.006G029000.1 locus=Phvul.006G029000 ID=Phvul.006G029000.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37173573 transcript=Phvul.006G029000.1 locus=Phvul.006G029000 ID=Phvul.006G029000.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37172256 transcript=Phvul.006G110300.1 locus=Phvul.006G110300 ID=Phvul.006G110300.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37172256 transcript=Phvul.006G110300.1 locus=Phvul.006G110300 ID=Phvul.006G110300.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37172256 transcript=Phvul.006G110300.1 locus=Phvul.006G110300 ID=Phvul.006G110300.1.v2.1 annot-version=v2.1) &
DNA repair protein (CSB) (original description: pacid=37165162 transcript=Phvul.007G191600.1 locus=Phvul.007G191600 ID=Phvul.007G191600.1.v2.1 annot-version=v2.1) &
DNA repair protein (CSB) (original description: pacid=37165162 transcript=Phvul.007G191600.1 locus=Phvul.007G191600 ID=Phvul.007G191600.1.v2.1 annot-version=v2.1) &
DNA repair protein (CSB) (original description: pacid=37165162 transcript=Phvul.007G191600.1 locus=Phvul.007G191600 ID=Phvul.007G191600.1.v2.1 annot-version=v2.1) &
Rust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &
Rust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &
Rust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
UDP-L-rhamnose synthase (original description: pacid=37176460 transcript=Phvul.002G153500.1 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1) &
UDP-L-rhamnose synthase (original description: pacid=37176460 transcript=Phvul.002G153500.1 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1) &
UDP-L-rhamnose synthase (original description: pacid=37176460 transcript=Phvul.002G153500.1 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37144799 transcript=Phvul.003G092500.1 locus=Phvul.003G092500 ID=Phvul.003G092500.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 33 OS=Arabidopsis thaliana (sp|f4jzl7|hip33_arath : 120.0)
 (original description: pacid=37144799 transcript=Phvul.003G092500.1 locus=Phvul.003G092500 ID=Phvul.003G092500.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 33 OS=Arabidopsis thaliana (sp|f4jzl7|hip33_arath : 120.0)
protease (Deg) (original description: pacid=37161689 transcript=Phvul.004G000300.1 locus=Phvul.004G000300 ID=Phvul.004G000300.1.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37161689 transcript=Phvul.004G000300.1 locus=Phvul.004G000300 ID=Phvul.004G000300.1.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37161689 transcript=Phvul.004G000300.1 locus=Phvul.004G000300 ID=Phvul.004G000300.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XIIIb) (original description: pacid=37163092 transcript=Phvul.004G126100.1 locus=Phvul.004G126100 ID=Phvul.004G126100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XIIIb) (original description: pacid=37163092 transcript=Phvul.004G126100.1 locus=Phvul.004G126100 ID=Phvul.004G126100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XIIIb) (original description: pacid=37163092 transcript=Phvul.004G126100.1 locus=Phvul.004G126100 ID=Phvul.004G126100.1.v2.1 annot-version=v2.1) &
protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
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protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 540.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 149.1) (original description: pacid=37166010 transcript=Phvul.007G020600.1 locus=Phvul.007G020600 ID=Phvul.007G020600.1.v2.1 annot-version=v2.1) &
Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 540.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 149.1) (original description: pacid=37166010 transcript=Phvul.007G020600.1 locus=Phvul.007G020600 ID=Phvul.007G020600.1.v2.1 annot-version=v2.1) &
Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 554.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 144.7) (original description: pacid=37164227 transcript=Phvul.007G020700.1 locus=Phvul.007G020700 ID=Phvul.007G020700.1.v2.1 annot-version=v2.1) &
Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 554.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 144.7) (original description: pacid=37164227 transcript=Phvul.007G020700.1 locus=Phvul.007G020700 ID=Phvul.007G020700.1.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37167623 transcript=Phvul.007G080800.2 locus=Phvul.007G080800 ID=Phvul.007G080800.2.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37167623 transcript=Phvul.007G080800.2 locus=Phvul.007G080800 ID=Phvul.007G080800.2.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37167623 transcript=Phvul.007G080800.2 locus=Phvul.007G080800 ID=Phvul.007G080800.2.v2.1 annot-version=v2.1) &
protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
LysM receptor kinase (NFR1/LYK3) (original description: pacid=37159081 transcript=Phvul.008G212500.1 locus=Phvul.008G212500 ID=Phvul.008G212500.1.v2.1 annot-version=v2.1) &
LysM receptor kinase (NFR1/LYK3) (original description: pacid=37159081 transcript=Phvul.008G212500.1 locus=Phvul.008G212500 ID=Phvul.008G212500.1.v2.1 annot-version=v2.1) &
LysM receptor kinase (NFR1/LYK3) (original description: pacid=37159081 transcript=Phvul.008G212500.1 locus=Phvul.008G212500 ID=Phvul.008G212500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37158281 transcript=Phvul.008G266300.1 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1) & Purple acid phosphatase 18 OS=Arabidopsis thaliana (sp|q9lju7|ppa18_arath : 655.0)
 (original description: pacid=37158281 transcript=Phvul.008G266300.1 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1) & Purple acid phosphatase 18 OS=Arabidopsis thaliana (sp|q9lju7|ppa18_arath : 655.0)
 (original description: pacid=37158281 transcript=Phvul.008G266300.1 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1) & Purple acid phosphatase 18 OS=Arabidopsis thaliana (sp|q9lju7|ppa18_arath : 655.0)
 no hits & (original description: pacid=37155004 transcript=Phvul.011G002600.1 locus=Phvul.011G002600 ID=Phvul.011G002600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155004 transcript=Phvul.011G002600.1 locus=Phvul.011G002600 ID=Phvul.011G002600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155004 transcript=Phvul.011G002600.1 locus=Phvul.011G002600 ID=Phvul.011G002600.1.v2.1 annot-version=v2.1)
 (original description: pacid=37155693 transcript=Phvul.011G194501.1 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 142.0)
 (original description: pacid=37155693 transcript=Phvul.011G194501.1 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 142.0)
 (original description: pacid=37155693 transcript=Phvul.011G194501.1 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 142.0)
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170232 transcript=Phvul.001G021750.1 locus=Phvul.001G021750 ID=Phvul.001G021750.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170232 transcript=Phvul.001G021750.1 locus=Phvul.001G021750 ID=Phvul.001G021750.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170232 transcript=Phvul.001G021750.1 locus=Phvul.001G021750 ID=Phvul.001G021750.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37169040 transcript=Phvul.001G168600.1 locus=Phvul.001G168600 ID=Phvul.001G168600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37169040 transcript=Phvul.001G168600.1 locus=Phvul.001G168600 ID=Phvul.001G168600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176961 transcript=Phvul.002G010100.1 locus=Phvul.002G010100 ID=Phvul.002G010100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176961 transcript=Phvul.002G010100.1 locus=Phvul.002G010100 ID=Phvul.002G010100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176961 transcript=Phvul.002G010100.1 locus=Phvul.002G010100 ID=Phvul.002G010100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174417 transcript=Phvul.002G149100.1 locus=Phvul.002G149100 ID=Phvul.002G149100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174417 transcript=Phvul.002G149100.1 locus=Phvul.002G149100 ID=Phvul.002G149100.1.v2.1 annot-version=v2.1)
 (original description: pacid=37174540 transcript=Phvul.002G155200.1 locus=Phvul.002G155200 ID=Phvul.002G155200.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At3g09030 OS=Arabidopsis thaliana (sp|q9s7r7|y3903_arath : 505.0)
 (original description: pacid=37174540 transcript=Phvul.002G155200.1 locus=Phvul.002G155200 ID=Phvul.002G155200.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At3g09030 OS=Arabidopsis thaliana (sp|q9s7r7|y3903_arath : 505.0)
component NPH3 of CUL3-BTB E3 ubiquitin ligase complex (original description: pacid=37175454 transcript=Phvul.002G211400.1 locus=Phvul.002G211400 ID=Phvul.002G211400.1.v2.1 annot-version=v2.1) &
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component NPH3 of CUL3-BTB E3 ubiquitin ligase complex (original description: pacid=37175454 transcript=Phvul.002G211400.1 locus=Phvul.002G211400 ID=Phvul.002G211400.1.v2.1 annot-version=v2.1) &
component NPH3 of CUL3-BTB E3 ubiquitin ligase complex (original description: pacid=37175454 transcript=Phvul.002G211400.1 locus=Phvul.002G211400 ID=Phvul.002G211400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147834 transcript=Phvul.003G069400.1 locus=Phvul.003G069400 ID=Phvul.003G069400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147834 transcript=Phvul.003G069400.1 locus=Phvul.003G069400 ID=Phvul.003G069400.1.v2.1 annot-version=v2.1)
protease (SBT2) (original description: pacid=37145836 transcript=Phvul.003G141800.1 locus=Phvul.003G141800 ID=Phvul.003G141800.1.v2.1 annot-version=v2.1) &
protease (SBT2) (original description: pacid=37145836 transcript=Phvul.003G141800.1 locus=Phvul.003G141800 ID=Phvul.003G141800.1.v2.1 annot-version=v2.1) &
protease (SBT2) (original description: pacid=37145836 transcript=Phvul.003G141800.1 locus=Phvul.003G141800 ID=Phvul.003G141800.1.v2.1 annot-version=v2.1) &
PIP/PIPL precursor polypeptide (original description: pacid=37144932 transcript=Phvul.003G239800.1 locus=Phvul.003G239800 ID=Phvul.003G239800.1.v2.1 annot-version=v2.1) &
PIP/PIPL precursor polypeptide (original description: pacid=37144932 transcript=Phvul.003G239800.1 locus=Phvul.003G239800 ID=Phvul.003G239800.1.v2.1 annot-version=v2.1) &
PIP/PIPL precursor polypeptide (original description: pacid=37144932 transcript=Phvul.003G239800.1 locus=Phvul.003G239800 ID=Phvul.003G239800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37162038 transcript=Phvul.004G053900.1 locus=Phvul.004G053900 ID=Phvul.004G053900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162038 transcript=Phvul.004G053900.1 locus=Phvul.004G053900 ID=Phvul.004G053900.1.v2.1 annot-version=v2.1)
SYP8-group Qa-type SNARE component (original description: pacid=37163883 transcript=Phvul.004G157700.1 locus=Phvul.004G157700 ID=Phvul.004G157700.1.v2.1 annot-version=v2.1) &
SYP8-group Qa-type SNARE component (original description: pacid=37163883 transcript=Phvul.004G157700.1 locus=Phvul.004G157700 ID=Phvul.004G157700.1.v2.1 annot-version=v2.1) &
SYP8-group Qa-type SNARE component (original description: pacid=37163883 transcript=Phvul.004G157700.1 locus=Phvul.004G157700 ID=Phvul.004G157700.1.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
class XI myosin microfilament-based motor protein (original description: pacid=37173217 transcript=Phvul.006G103900.1 locus=Phvul.006G103900 ID=Phvul.006G103900.1.v2.1 annot-version=v2.1) &
class XI myosin microfilament-based motor protein (original description: pacid=37173217 transcript=Phvul.006G103900.1 locus=Phvul.006G103900 ID=Phvul.006G103900.1.v2.1 annot-version=v2.1) &
class XI myosin microfilament-based motor protein (original description: pacid=37173217 transcript=Phvul.006G103900.1 locus=Phvul.006G103900 ID=Phvul.006G103900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
chromatin remodeling factor (Snf2) (original description: pacid=37164242 transcript=Phvul.007G054000.2 locus=Phvul.007G054000 ID=Phvul.007G054000.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37164242 transcript=Phvul.007G054000.2 locus=Phvul.007G054000 ID=Phvul.007G054000.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37164242 transcript=Phvul.007G054000.2 locus=Phvul.007G054000 ID=Phvul.007G054000.2.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
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transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37158049 transcript=Phvul.008G106500.1 locus=Phvul.008G106500 ID=Phvul.008G106500.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37158049 transcript=Phvul.008G106500.1 locus=Phvul.008G106500 ID=Phvul.008G106500.1.v2.1 annot-version=v2.1) &
amino acid transporter (LHT) (original description: pacid=37150677 transcript=Phvul.009G021300.1 locus=Phvul.009G021300 ID=Phvul.009G021300.1.v2.1 annot-version=v2.1) &
amino acid transporter (LHT) (original description: pacid=37150677 transcript=Phvul.009G021300.1 locus=Phvul.009G021300 ID=Phvul.009G021300.1.v2.1 annot-version=v2.1) &
amino acid transporter (LHT) (original description: pacid=37150677 transcript=Phvul.009G021300.1 locus=Phvul.009G021300 ID=Phvul.009G021300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37150782 transcript=Phvul.009G097000.2 locus=Phvul.009G097000 ID=Phvul.009G097000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150782 transcript=Phvul.009G097000.2 locus=Phvul.009G097000 ID=Phvul.009G097000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150782 transcript=Phvul.009G097000.2 locus=Phvul.009G097000 ID=Phvul.009G097000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150782 transcript=Phvul.009G097000.2 locus=Phvul.009G097000 ID=Phvul.009G097000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149389 transcript=Phvul.009G122000.1 locus=Phvul.009G122000 ID=Phvul.009G122000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149389 transcript=Phvul.009G122000.1 locus=Phvul.009G122000 ID=Phvul.009G122000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143260 transcript=Phvul.010G159600.1 locus=Phvul.010G159600 ID=Phvul.010G159600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143260 transcript=Phvul.010G159600.1 locus=Phvul.010G159600 ID=Phvul.010G159600.1.v2.1 annot-version=v2.1)
 (original description: pacid=37155215 transcript=Phvul.011G084000.1 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1) & ABC transporter F family member 1 OS=Arabidopsis thaliana (sp|q9fjh6|ab1f_arath : 941.0)
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 (original description: pacid=37155215 transcript=Phvul.011G084000.1 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1) & ABC transporter F family member 1 OS=Arabidopsis thaliana (sp|q9fjh6|ab1f_arath : 941.0)
 (original description: pacid=37155215 transcript=Phvul.011G084000.1 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1) & ABC transporter F family member 1 OS=Arabidopsis thaliana (sp|q9fjh6|ab1f_arath : 941.0)
CGL160 factor involved in ATP synthase complex assembly (original description: pacid=37156647 transcript=Phvul.011G130500.1 locus=Phvul.011G130500 ID=Phvul.011G130500.1.v2.1 annot-version=v2.1) &
CGL160 factor involved in ATP synthase complex assembly (original description: pacid=37156647 transcript=Phvul.011G130500.1 locus=Phvul.011G130500 ID=Phvul.011G130500.1.v2.1 annot-version=v2.1) &
CGL160 factor involved in ATP synthase complex assembly (original description: pacid=37156647 transcript=Phvul.011G130500.1 locus=Phvul.011G130500 ID=Phvul.011G130500.1.v2.1 annot-version=v2.1) &
Linamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
Linamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
Linamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37155983 transcript=Phvul.011G198100.1 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 526.0)
 (original description: pacid=37155983 transcript=Phvul.011G198100.1 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 526.0)
 (original description: pacid=37155983 transcript=Phvul.011G198100.1 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 526.0)
 no hits & (original description: pacid=37170157 transcript=Phvul.001G199500.1 locus=Phvul.001G199500 ID=Phvul.001G199500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170157 transcript=Phvul.001G199500.1 locus=Phvul.001G199500 ID=Phvul.001G199500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170157 transcript=Phvul.001G199500.1 locus=Phvul.001G199500 ID=Phvul.001G199500.1.v2.1 annot-version=v2.1)
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176043 transcript=Phvul.002G119100.1 locus=Phvul.002G119100 ID=Phvul.002G119100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176043 transcript=Phvul.002G119100.1 locus=Phvul.002G119100 ID=Phvul.002G119100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176043 transcript=Phvul.002G119100.1 locus=Phvul.002G119100 ID=Phvul.002G119100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177670 transcript=Phvul.002G132700.1 locus=Phvul.002G132700 ID=Phvul.002G132700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177670 transcript=Phvul.002G132700.1 locus=Phvul.002G132700 ID=Phvul.002G132700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177670 transcript=Phvul.002G132700.1 locus=Phvul.002G132700 ID=Phvul.002G132700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175561 transcript=Phvul.002G141000.2 locus=Phvul.002G141000 ID=Phvul.002G141000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175561 transcript=Phvul.002G141000.2 locus=Phvul.002G141000 ID=Phvul.002G141000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175561 transcript=Phvul.002G141000.2 locus=Phvul.002G141000 ID=Phvul.002G141000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175561 transcript=Phvul.002G141000.2 locus=Phvul.002G141000 ID=Phvul.002G141000.2.v2.1 annot-version=v2.1)
component MED20 of head module of MEDIATOR transcription co-activator complex (original description: pacid=37144465 transcript=Phvul.003G131900.1 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1) &
component MED20 of head module of MEDIATOR transcription co-activator complex (original description: pacid=37144465 transcript=Phvul.003G131900.1 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1) &
component MED20 of head module of MEDIATOR transcription co-activator complex (original description: pacid=37144465 transcript=Phvul.003G131900.1 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37147840 transcript=Phvul.003G225700.1 locus=Phvul.003G225700 ID=Phvul.003G225700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147952 transcript=Phvul.003G238000.1 locus=Phvul.003G238000 ID=Phvul.003G238000.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 1278.0)
 (original description: pacid=37147952 transcript=Phvul.003G238000.1 locus=Phvul.003G238000 ID=Phvul.003G238000.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 1278.0)
 no hits & (original description: pacid=37145778 transcript=Phvul.003G259300.1 locus=Phvul.003G259300 ID=Phvul.003G259300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145778 transcript=Phvul.003G259300.1 locus=Phvul.003G259300 ID=Phvul.003G259300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145778 transcript=Phvul.003G259300.1 locus=Phvul.003G259300 ID=Phvul.003G259300.1.v2.1 annot-version=v2.1)
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &

Page 764 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
arginine-tRNA ligase (original description: pacid=37162565 transcript=Phvul.004G174700.1 locus=Phvul.004G174700 ID=Phvul.004G174700.1.v2.1 annot-version=v2.1) &
arginine-tRNA ligase (original description: pacid=37162565 transcript=Phvul.004G174700.1 locus=Phvul.004G174700 ID=Phvul.004G174700.1.v2.1 annot-version=v2.1) &
arginine-tRNA ligase (original description: pacid=37162565 transcript=Phvul.004G174700.1 locus=Phvul.004G174700 ID=Phvul.004G174700.1.v2.1 annot-version=v2.1) &
acyl CoA reductase (original description: pacid=37153110 transcript=Phvul.005G125500.1 locus=Phvul.005G125500 ID=Phvul.005G125500.1.v2.1 annot-version=v2.1) &
acyl CoA reductase (original description: pacid=37153110 transcript=Phvul.005G125500.1 locus=Phvul.005G125500 ID=Phvul.005G125500.1.v2.1 annot-version=v2.1) &
SYP6 group Qc-type SNARE protein (original description: pacid=37171898 transcript=Phvul.006G044400.1 locus=Phvul.006G044400 ID=Phvul.006G044400.1.v2.1 annot-version=v2.1) &
SYP6 group Qc-type SNARE protein (original description: pacid=37171898 transcript=Phvul.006G044400.1 locus=Phvul.006G044400 ID=Phvul.006G044400.1.v2.1 annot-version=v2.1) &
SYP6 group Qc-type SNARE protein (original description: pacid=37171898 transcript=Phvul.006G044400.1 locus=Phvul.006G044400 ID=Phvul.006G044400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165773 transcript=Phvul.007G215400.1 locus=Phvul.007G215400 ID=Phvul.007G215400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165773 transcript=Phvul.007G215400.1 locus=Phvul.007G215400 ID=Phvul.007G215400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165773 transcript=Phvul.007G215400.1 locus=Phvul.007G215400 ID=Phvul.007G215400.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165551 transcript=Phvul.007G249800.1 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 16 OS=Arabidopsis thaliana (sp|q9sr79|ppa16_arath : 484.0)
 (original description: pacid=37165551 transcript=Phvul.007G249800.1 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 16 OS=Arabidopsis thaliana (sp|q9sr79|ppa16_arath : 484.0)
 (original description: pacid=37165551 transcript=Phvul.007G249800.1 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 16 OS=Arabidopsis thaliana (sp|q9sr79|ppa16_arath : 484.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
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Do not distribute

 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37159322 transcript=Phvul.008G123400.1 locus=Phvul.008G123400 ID=Phvul.008G123400.1.v2.1 annot-version=v2.1) &
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37159322 transcript=Phvul.008G123400.1 locus=Phvul.008G123400 ID=Phvul.008G123400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37159091 transcript=Phvul.008G129500.1 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1) & Endoribonuclease Dicer homolog 2 OS=Arabidopsis thaliana (sp|q3ebc8|dcl2_arath : 1293.0)
 (original description: pacid=37159091 transcript=Phvul.008G129500.1 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1) & Endoribonuclease Dicer homolog 2 OS=Arabidopsis thaliana (sp|q3ebc8|dcl2_arath : 1293.0)
 (original description: pacid=37159091 transcript=Phvul.008G129500.1 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1) & Endoribonuclease Dicer homolog 2 OS=Arabidopsis thaliana (sp|q3ebc8|dcl2_arath : 1293.0)
 (original description: pacid=37160650 transcript=Phvul.008G164600.1 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1) & Probable LRR receptor-like serine/threonine-protein kinase At1g05700 OS=Arabidopsis thaliana (sp|c0lgd6|y1570_arath : 285.0)
 (original description: pacid=37160650 transcript=Phvul.008G164600.1 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1) & Probable LRR receptor-like serine/threonine-protein kinase At1g05700 OS=Arabidopsis thaliana (sp|c0lgd6|y1570_arath : 285.0)
 (original description: pacid=37160650 transcript=Phvul.008G164600.1 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1) & Probable LRR receptor-like serine/threonine-protein kinase At1g05700 OS=Arabidopsis thaliana (sp|c0lgd6|y1570_arath : 285.0)
auxin transporter (AUX/LAX) (original description: pacid=37160317 transcript=Phvul.008G225300.1 locus=Phvul.008G225300 ID=Phvul.008G225300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159379 transcript=Phvul.008G230200.1 locus=Phvul.008G230200 ID=Phvul.008G230200.1.v2.1 annot-version=v2.1)
monosaccharide transporter (STP) (original description: pacid=37151241 transcript=Phvul.009G030500.1 locus=Phvul.009G030500 ID=Phvul.009G030500.1.v2.1 annot-version=v2.1) &
monosaccharide transporter (STP) (original description: pacid=37151241 transcript=Phvul.009G030500.1 locus=Phvul.009G030500 ID=Phvul.009G030500.1.v2.1 annot-version=v2.1) &
monosaccharide transporter (STP) (original description: pacid=37151241 transcript=Phvul.009G030500.1 locus=Phvul.009G030500 ID=Phvul.009G030500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148543 transcript=Phvul.009G099700.1 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1) & DDB1- and CUL4-associated factor homolog 1 OS=Arabidopsis thaliana (sp|q9m086|dcaf1_arath : 1457.0)
 (original description: pacid=37148543 transcript=Phvul.009G099700.1 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1) & DDB1- and CUL4-associated factor homolog 1 OS=Arabidopsis thaliana (sp|q9m086|dcaf1_arath : 1457.0)
 (original description: pacid=37148543 transcript=Phvul.009G099700.1 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1) & DDB1- and CUL4-associated factor homolog 1 OS=Arabidopsis thaliana (sp|q9m086|dcaf1_arath : 1457.0)
 (original description: pacid=37151970 transcript=Phvul.009G233000.1 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1) & Vesicle transport protein GOT1 OS=Arabidopsis thaliana (sp|q6nmm1|got1_arath : 139.0)
 (original description: pacid=37151970 transcript=Phvul.009G233000.1 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1) & Vesicle transport protein GOT1 OS=Arabidopsis thaliana (sp|q6nmm1|got1_arath : 139.0)
 (original description: pacid=37151970 transcript=Phvul.009G233000.1 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1) & Vesicle transport protein GOT1 OS=Arabidopsis thaliana (sp|q6nmm1|got1_arath : 139.0)
metal cation transporter (MEB) (original description: pacid=37143191 transcript=Phvul.010G021700.1 locus=Phvul.010G021700 ID=Phvul.010G021700.1.v2.1 annot-version=v2.1) &
metal cation transporter (MEB) (original description: pacid=37143191 transcript=Phvul.010G021700.1 locus=Phvul.010G021700 ID=Phvul.010G021700.1.v2.1 annot-version=v2.1) &
metal cation transporter (MEB) (original description: pacid=37143191 transcript=Phvul.010G021700.1 locus=Phvul.010G021700 ID=Phvul.010G021700.1.v2.1 annot-version=v2.1) &
ketopantoate hydroxymethyltransferase (original description: pacid=37143671 transcript=Phvul.010G104900.2 locus=Phvul.010G104900 ID=Phvul.010G104900.2.v2.1 annot-version=v2.1) &
ketopantoate hydroxymethyltransferase (original description: pacid=37143671 transcript=Phvul.010G104900.2 locus=Phvul.010G104900 ID=Phvul.010G104900.2.v2.1 annot-version=v2.1) &
ketopantoate hydroxymethyltransferase (original description: pacid=37143671 transcript=Phvul.010G104900.2 locus=Phvul.010G104900 ID=Phvul.010G104900.2.v2.1 annot-version=v2.1) &
component NSP1 of NSP1-NSP2 nodulation initiation complex (original description: pacid=37144086 transcript=Phvul.010G129400.1 locus=Phvul.010G129400 ID=Phvul.010G129400.1.v2.1 annot-version=v2.1) &
component NSP1 of NSP1-NSP2 nodulation initiation complex (original description: pacid=37144086 transcript=Phvul.010G129400.1 locus=Phvul.010G129400 ID=Phvul.010G129400.1.v2.1 annot-version=v2.1) &
component NSP1 of NSP1-NSP2 nodulation initiation complex (original description: pacid=37144086 transcript=Phvul.010G129400.1 locus=Phvul.010G129400 ID=Phvul.010G129400.1.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component CSN4 of COP9 signalosome complex (original description: pacid=37156177 transcript=Phvul.011G006200.1 locus=Phvul.011G006200 ID=Phvul.011G006200.1.v2.1 annot-version=v2.1) &
component CSN4 of COP9 signalosome complex (original description: pacid=37156177 transcript=Phvul.011G006200.1 locus=Phvul.011G006200 ID=Phvul.011G006200.1.v2.1 annot-version=v2.1) &
component CSN4 of COP9 signalosome complex (original description: pacid=37156177 transcript=Phvul.011G006200.1 locus=Phvul.011G006200 ID=Phvul.011G006200.1.v2.1 annot-version=v2.1) &
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Do not distribute

11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 483.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 91.0) (original description: pacid=37156825 transcript=Phvul.011G161900.1 locus=Phvul.011G161900 ID=Phvul.011G161900.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 483.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 91.0) (original description: pacid=37156825 transcript=Phvul.011G161900.1 locus=Phvul.011G161900 ID=Phvul.011G161900.1.v2.1 annot-version=v2.1) &
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Do not distribute

subfamily ABCB transporter (original description: pacid=37163835 transcript=Phvul.004G023066.1 locus=Phvul.004G023066 ID=Phvul.004G023066.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37163835 transcript=Phvul.004G023066.1 locus=Phvul.004G023066 ID=Phvul.004G023066.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37163835 transcript=Phvul.004G023066.1 locus=Phvul.004G023066 ID=Phvul.004G023066.1.v2.1 annot-version=v2.1) &
subunit 3 of RNA polymerase (original description: pacid=37175101 transcript=Phvul.002G097400.1 locus=Phvul.002G097400 ID=Phvul.002G097400.1.v2.1 annot-version=v2.1) &
subunit 3 of RNA polymerase (original description: pacid=37175101 transcript=Phvul.002G097400.1 locus=Phvul.002G097400 ID=Phvul.002G097400.1.v2.1 annot-version=v2.1) &
subunit 3 of RNA polymerase (original description: pacid=37175101 transcript=Phvul.002G097400.1 locus=Phvul.002G097400 ID=Phvul.002G097400.1.v2.1 annot-version=v2.1) &
deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
deubiquitinase (UBP12-13) (original description: pacid=37172071 transcript=Phvul.006G008480.2 locus=Phvul.006G008480 ID=Phvul.006G008480.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37173573 transcript=Phvul.006G029000.1 locus=Phvul.006G029000 ID=Phvul.006G029000.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37173573 transcript=Phvul.006G029000.1 locus=Phvul.006G029000 ID=Phvul.006G029000.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37173573 transcript=Phvul.006G029000.1 locus=Phvul.006G029000 ID=Phvul.006G029000.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37172256 transcript=Phvul.006G110300.1 locus=Phvul.006G110300 ID=Phvul.006G110300.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37172256 transcript=Phvul.006G110300.1 locus=Phvul.006G110300 ID=Phvul.006G110300.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37172256 transcript=Phvul.006G110300.1 locus=Phvul.006G110300 ID=Phvul.006G110300.1.v2.1 annot-version=v2.1) &
DNA repair protein (CSB) (original description: pacid=37165162 transcript=Phvul.007G191600.1 locus=Phvul.007G191600 ID=Phvul.007G191600.1.v2.1 annot-version=v2.1) &
DNA repair protein (CSB) (original description: pacid=37165162 transcript=Phvul.007G191600.1 locus=Phvul.007G191600 ID=Phvul.007G191600.1.v2.1 annot-version=v2.1) &
DNA repair protein (CSB) (original description: pacid=37165162 transcript=Phvul.007G191600.1 locus=Phvul.007G191600 ID=Phvul.007G191600.1.v2.1 annot-version=v2.1) &
Rust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &
Rust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &
Rust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168889 transcript=Phvul.001G264600.2 locus=Phvul.001G264600 ID=Phvul.001G264600.2.v2.1 annot-version=v2.1) &
UDP-L-rhamnose synthase (original description: pacid=37176460 transcript=Phvul.002G153500.1 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1) &
UDP-L-rhamnose synthase (original description: pacid=37176460 transcript=Phvul.002G153500.1 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1) &
UDP-L-rhamnose synthase (original description: pacid=37176460 transcript=Phvul.002G153500.1 locus=Phvul.002G153500 ID=Phvul.002G153500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37144799 transcript=Phvul.003G092500.1 locus=Phvul.003G092500 ID=Phvul.003G092500.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 33 OS=Arabidopsis thaliana (sp|f4jzl7|hip33_arath : 120.0)
 (original description: pacid=37144799 transcript=Phvul.003G092500.1 locus=Phvul.003G092500 ID=Phvul.003G092500.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 33 OS=Arabidopsis thaliana (sp|f4jzl7|hip33_arath : 120.0)
protease (Deg) (original description: pacid=37161689 transcript=Phvul.004G000300.1 locus=Phvul.004G000300 ID=Phvul.004G000300.1.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37161689 transcript=Phvul.004G000300.1 locus=Phvul.004G000300 ID=Phvul.004G000300.1.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37161689 transcript=Phvul.004G000300.1 locus=Phvul.004G000300 ID=Phvul.004G000300.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XIIIb) (original description: pacid=37163092 transcript=Phvul.004G126100.1 locus=Phvul.004G126100 ID=Phvul.004G126100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XIIIb) (original description: pacid=37163092 transcript=Phvul.004G126100.1 locus=Phvul.004G126100 ID=Phvul.004G126100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XIIIb) (original description: pacid=37163092 transcript=Phvul.004G126100.1 locus=Phvul.004G126100 ID=Phvul.004G126100.1.v2.1 annot-version=v2.1) &
protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
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protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
protein kinase (NAK) (original description: pacid=37152911 transcript=Phvul.005G063700.2 locus=Phvul.005G063700 ID=Phvul.005G063700.2.v2.1 annot-version=v2.1) &
Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 540.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 149.1) (original description: pacid=37166010 transcript=Phvul.007G020600.1 locus=Phvul.007G020600 ID=Phvul.007G020600.1.v2.1 annot-version=v2.1) &
Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 540.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 149.1) (original description: pacid=37166010 transcript=Phvul.007G020600.1 locus=Phvul.007G020600 ID=Phvul.007G020600.1.v2.1 annot-version=v2.1) &
Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 554.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 144.7) (original description: pacid=37164227 transcript=Phvul.007G020700.1 locus=Phvul.007G020700 ID=Phvul.007G020700.1.v2.1 annot-version=v2.1) &
Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 554.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 144.7) (original description: pacid=37164227 transcript=Phvul.007G020700.1 locus=Phvul.007G020700 ID=Phvul.007G020700.1.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37167623 transcript=Phvul.007G080800.2 locus=Phvul.007G080800 ID=Phvul.007G080800.2.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37167623 transcript=Phvul.007G080800.2 locus=Phvul.007G080800 ID=Phvul.007G080800.2.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37167623 transcript=Phvul.007G080800.2 locus=Phvul.007G080800 ID=Phvul.007G080800.2.v2.1 annot-version=v2.1) &
protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
protein kinase (SD-2) (original description: pacid=37166958 transcript=Phvul.007G254000.2 locus=Phvul.007G254000 ID=Phvul.007G254000.2.v2.1 annot-version=v2.1) &
LysM receptor kinase (NFR1/LYK3) (original description: pacid=37159081 transcript=Phvul.008G212500.1 locus=Phvul.008G212500 ID=Phvul.008G212500.1.v2.1 annot-version=v2.1) &
LysM receptor kinase (NFR1/LYK3) (original description: pacid=37159081 transcript=Phvul.008G212500.1 locus=Phvul.008G212500 ID=Phvul.008G212500.1.v2.1 annot-version=v2.1) &
LysM receptor kinase (NFR1/LYK3) (original description: pacid=37159081 transcript=Phvul.008G212500.1 locus=Phvul.008G212500 ID=Phvul.008G212500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37158281 transcript=Phvul.008G266300.1 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1) & Purple acid phosphatase 18 OS=Arabidopsis thaliana (sp|q9lju7|ppa18_arath : 655.0)
 (original description: pacid=37158281 transcript=Phvul.008G266300.1 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1) & Purple acid phosphatase 18 OS=Arabidopsis thaliana (sp|q9lju7|ppa18_arath : 655.0)
 (original description: pacid=37158281 transcript=Phvul.008G266300.1 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1) & Purple acid phosphatase 18 OS=Arabidopsis thaliana (sp|q9lju7|ppa18_arath : 655.0)
 no hits & (original description: pacid=37155004 transcript=Phvul.011G002600.1 locus=Phvul.011G002600 ID=Phvul.011G002600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155004 transcript=Phvul.011G002600.1 locus=Phvul.011G002600 ID=Phvul.011G002600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155004 transcript=Phvul.011G002600.1 locus=Phvul.011G002600 ID=Phvul.011G002600.1.v2.1 annot-version=v2.1)
 (original description: pacid=37155693 transcript=Phvul.011G194501.1 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 142.0)
 (original description: pacid=37155693 transcript=Phvul.011G194501.1 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 142.0)
 (original description: pacid=37155693 transcript=Phvul.011G194501.1 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 142.0)
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170232 transcript=Phvul.001G021750.1 locus=Phvul.001G021750 ID=Phvul.001G021750.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170232 transcript=Phvul.001G021750.1 locus=Phvul.001G021750 ID=Phvul.001G021750.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170232 transcript=Phvul.001G021750.1 locus=Phvul.001G021750 ID=Phvul.001G021750.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37169040 transcript=Phvul.001G168600.1 locus=Phvul.001G168600 ID=Phvul.001G168600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37169040 transcript=Phvul.001G168600.1 locus=Phvul.001G168600 ID=Phvul.001G168600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176961 transcript=Phvul.002G010100.1 locus=Phvul.002G010100 ID=Phvul.002G010100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176961 transcript=Phvul.002G010100.1 locus=Phvul.002G010100 ID=Phvul.002G010100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176961 transcript=Phvul.002G010100.1 locus=Phvul.002G010100 ID=Phvul.002G010100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174417 transcript=Phvul.002G149100.1 locus=Phvul.002G149100 ID=Phvul.002G149100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174417 transcript=Phvul.002G149100.1 locus=Phvul.002G149100 ID=Phvul.002G149100.1.v2.1 annot-version=v2.1)
 (original description: pacid=37174540 transcript=Phvul.002G155200.1 locus=Phvul.002G155200 ID=Phvul.002G155200.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At3g09030 OS=Arabidopsis thaliana (sp|q9s7r7|y3903_arath : 505.0)
 (original description: pacid=37174540 transcript=Phvul.002G155200.1 locus=Phvul.002G155200 ID=Phvul.002G155200.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At3g09030 OS=Arabidopsis thaliana (sp|q9s7r7|y3903_arath : 505.0)
component NPH3 of CUL3-BTB E3 ubiquitin ligase complex (original description: pacid=37175454 transcript=Phvul.002G211400.1 locus=Phvul.002G211400 ID=Phvul.002G211400.1.v2.1 annot-version=v2.1) &
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component NPH3 of CUL3-BTB E3 ubiquitin ligase complex (original description: pacid=37175454 transcript=Phvul.002G211400.1 locus=Phvul.002G211400 ID=Phvul.002G211400.1.v2.1 annot-version=v2.1) &
component NPH3 of CUL3-BTB E3 ubiquitin ligase complex (original description: pacid=37175454 transcript=Phvul.002G211400.1 locus=Phvul.002G211400 ID=Phvul.002G211400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147834 transcript=Phvul.003G069400.1 locus=Phvul.003G069400 ID=Phvul.003G069400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147834 transcript=Phvul.003G069400.1 locus=Phvul.003G069400 ID=Phvul.003G069400.1.v2.1 annot-version=v2.1)
protease (SBT2) (original description: pacid=37145836 transcript=Phvul.003G141800.1 locus=Phvul.003G141800 ID=Phvul.003G141800.1.v2.1 annot-version=v2.1) &
protease (SBT2) (original description: pacid=37145836 transcript=Phvul.003G141800.1 locus=Phvul.003G141800 ID=Phvul.003G141800.1.v2.1 annot-version=v2.1) &
protease (SBT2) (original description: pacid=37145836 transcript=Phvul.003G141800.1 locus=Phvul.003G141800 ID=Phvul.003G141800.1.v2.1 annot-version=v2.1) &
PIP/PIPL precursor polypeptide (original description: pacid=37144932 transcript=Phvul.003G239800.1 locus=Phvul.003G239800 ID=Phvul.003G239800.1.v2.1 annot-version=v2.1) &
PIP/PIPL precursor polypeptide (original description: pacid=37144932 transcript=Phvul.003G239800.1 locus=Phvul.003G239800 ID=Phvul.003G239800.1.v2.1 annot-version=v2.1) &
PIP/PIPL precursor polypeptide (original description: pacid=37144932 transcript=Phvul.003G239800.1 locus=Phvul.003G239800 ID=Phvul.003G239800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37162038 transcript=Phvul.004G053900.1 locus=Phvul.004G053900 ID=Phvul.004G053900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162038 transcript=Phvul.004G053900.1 locus=Phvul.004G053900 ID=Phvul.004G053900.1.v2.1 annot-version=v2.1)
SYP8-group Qa-type SNARE component (original description: pacid=37163883 transcript=Phvul.004G157700.1 locus=Phvul.004G157700 ID=Phvul.004G157700.1.v2.1 annot-version=v2.1) &
SYP8-group Qa-type SNARE component (original description: pacid=37163883 transcript=Phvul.004G157700.1 locus=Phvul.004G157700 ID=Phvul.004G157700.1.v2.1 annot-version=v2.1) &
SYP8-group Qa-type SNARE component (original description: pacid=37163883 transcript=Phvul.004G157700.1 locus=Phvul.004G157700 ID=Phvul.004G157700.1.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
TAC9 cofactor of plastid-encoded RNA polymerase (original description: pacid=37161586 transcript=Phvul.004G177000.4 locus=Phvul.004G177000 ID=Phvul.004G177000.4.v2.1 annot-version=v2.1) &
class XI myosin microfilament-based motor protein (original description: pacid=37173217 transcript=Phvul.006G103900.1 locus=Phvul.006G103900 ID=Phvul.006G103900.1.v2.1 annot-version=v2.1) &
class XI myosin microfilament-based motor protein (original description: pacid=37173217 transcript=Phvul.006G103900.1 locus=Phvul.006G103900 ID=Phvul.006G103900.1.v2.1 annot-version=v2.1) &
class XI myosin microfilament-based motor protein (original description: pacid=37173217 transcript=Phvul.006G103900.1 locus=Phvul.006G103900 ID=Phvul.006G103900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
chromatin remodeling factor (Snf2) (original description: pacid=37164242 transcript=Phvul.007G054000.2 locus=Phvul.007G054000 ID=Phvul.007G054000.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37164242 transcript=Phvul.007G054000.2 locus=Phvul.007G054000 ID=Phvul.007G054000.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37164242 transcript=Phvul.007G054000.2 locus=Phvul.007G054000 ID=Phvul.007G054000.2.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
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transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37166322 transcript=Phvul.007G154900.9 locus=Phvul.007G154900 ID=Phvul.007G154900.9.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37158049 transcript=Phvul.008G106500.1 locus=Phvul.008G106500 ID=Phvul.008G106500.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37158049 transcript=Phvul.008G106500.1 locus=Phvul.008G106500 ID=Phvul.008G106500.1.v2.1 annot-version=v2.1) &
amino acid transporter (LHT) (original description: pacid=37150677 transcript=Phvul.009G021300.1 locus=Phvul.009G021300 ID=Phvul.009G021300.1.v2.1 annot-version=v2.1) &
amino acid transporter (LHT) (original description: pacid=37150677 transcript=Phvul.009G021300.1 locus=Phvul.009G021300 ID=Phvul.009G021300.1.v2.1 annot-version=v2.1) &
amino acid transporter (LHT) (original description: pacid=37150677 transcript=Phvul.009G021300.1 locus=Phvul.009G021300 ID=Phvul.009G021300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37150782 transcript=Phvul.009G097000.2 locus=Phvul.009G097000 ID=Phvul.009G097000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150782 transcript=Phvul.009G097000.2 locus=Phvul.009G097000 ID=Phvul.009G097000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150782 transcript=Phvul.009G097000.2 locus=Phvul.009G097000 ID=Phvul.009G097000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150782 transcript=Phvul.009G097000.2 locus=Phvul.009G097000 ID=Phvul.009G097000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149389 transcript=Phvul.009G122000.1 locus=Phvul.009G122000 ID=Phvul.009G122000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149389 transcript=Phvul.009G122000.1 locus=Phvul.009G122000 ID=Phvul.009G122000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37150215 transcript=Phvul.009G227900.3 locus=Phvul.009G227900 ID=Phvul.009G227900.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143260 transcript=Phvul.010G159600.1 locus=Phvul.010G159600 ID=Phvul.010G159600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143260 transcript=Phvul.010G159600.1 locus=Phvul.010G159600 ID=Phvul.010G159600.1.v2.1 annot-version=v2.1)
 (original description: pacid=37155215 transcript=Phvul.011G084000.1 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1) & ABC transporter F family member 1 OS=Arabidopsis thaliana (sp|q9fjh6|ab1f_arath : 941.0)
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 (original description: pacid=37155215 transcript=Phvul.011G084000.1 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1) & ABC transporter F family member 1 OS=Arabidopsis thaliana (sp|q9fjh6|ab1f_arath : 941.0)
 (original description: pacid=37155215 transcript=Phvul.011G084000.1 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1) & ABC transporter F family member 1 OS=Arabidopsis thaliana (sp|q9fjh6|ab1f_arath : 941.0)
CGL160 factor involved in ATP synthase complex assembly (original description: pacid=37156647 transcript=Phvul.011G130500.1 locus=Phvul.011G130500 ID=Phvul.011G130500.1.v2.1 annot-version=v2.1) &
CGL160 factor involved in ATP synthase complex assembly (original description: pacid=37156647 transcript=Phvul.011G130500.1 locus=Phvul.011G130500 ID=Phvul.011G130500.1.v2.1 annot-version=v2.1) &
CGL160 factor involved in ATP synthase complex assembly (original description: pacid=37156647 transcript=Phvul.011G130500.1 locus=Phvul.011G130500 ID=Phvul.011G130500.1.v2.1 annot-version=v2.1) &
Linamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
Linamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
Linamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37155983 transcript=Phvul.011G198100.1 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 526.0)
 (original description: pacid=37155983 transcript=Phvul.011G198100.1 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 526.0)
 (original description: pacid=37155983 transcript=Phvul.011G198100.1 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 526.0)
 no hits & (original description: pacid=37170157 transcript=Phvul.001G199500.1 locus=Phvul.001G199500 ID=Phvul.001G199500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170157 transcript=Phvul.001G199500.1 locus=Phvul.001G199500 ID=Phvul.001G199500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170157 transcript=Phvul.001G199500.1 locus=Phvul.001G199500 ID=Phvul.001G199500.1.v2.1 annot-version=v2.1)
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37176266 transcript=Phvul.002G005300.2 locus=Phvul.002G005300 ID=Phvul.002G005300.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176043 transcript=Phvul.002G119100.1 locus=Phvul.002G119100 ID=Phvul.002G119100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176043 transcript=Phvul.002G119100.1 locus=Phvul.002G119100 ID=Phvul.002G119100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176043 transcript=Phvul.002G119100.1 locus=Phvul.002G119100 ID=Phvul.002G119100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177670 transcript=Phvul.002G132700.1 locus=Phvul.002G132700 ID=Phvul.002G132700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177670 transcript=Phvul.002G132700.1 locus=Phvul.002G132700 ID=Phvul.002G132700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177670 transcript=Phvul.002G132700.1 locus=Phvul.002G132700 ID=Phvul.002G132700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175561 transcript=Phvul.002G141000.2 locus=Phvul.002G141000 ID=Phvul.002G141000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175561 transcript=Phvul.002G141000.2 locus=Phvul.002G141000 ID=Phvul.002G141000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175561 transcript=Phvul.002G141000.2 locus=Phvul.002G141000 ID=Phvul.002G141000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175561 transcript=Phvul.002G141000.2 locus=Phvul.002G141000 ID=Phvul.002G141000.2.v2.1 annot-version=v2.1)
component MED20 of head module of MEDIATOR transcription co-activator complex (original description: pacid=37144465 transcript=Phvul.003G131900.1 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1) &
component MED20 of head module of MEDIATOR transcription co-activator complex (original description: pacid=37144465 transcript=Phvul.003G131900.1 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1) &
component MED20 of head module of MEDIATOR transcription co-activator complex (original description: pacid=37144465 transcript=Phvul.003G131900.1 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37147840 transcript=Phvul.003G225700.1 locus=Phvul.003G225700 ID=Phvul.003G225700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147952 transcript=Phvul.003G238000.1 locus=Phvul.003G238000 ID=Phvul.003G238000.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 1278.0)
 (original description: pacid=37147952 transcript=Phvul.003G238000.1 locus=Phvul.003G238000 ID=Phvul.003G238000.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 1278.0)
 no hits & (original description: pacid=37145778 transcript=Phvul.003G259300.1 locus=Phvul.003G259300 ID=Phvul.003G259300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145778 transcript=Phvul.003G259300.1 locus=Phvul.003G259300 ID=Phvul.003G259300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145778 transcript=Phvul.003G259300.1 locus=Phvul.003G259300 ID=Phvul.003G259300.1.v2.1 annot-version=v2.1)
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
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transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37161919 transcript=Phvul.004G037700.3 locus=Phvul.004G037700 ID=Phvul.004G037700.3.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
type-I inositol-polyphosphate 5-phosphatase (original description: pacid=37162582 transcript=Phvul.004G089300.4 locus=Phvul.004G089300 ID=Phvul.004G089300.4.v2.1 annot-version=v2.1) &
arginine-tRNA ligase (original description: pacid=37162565 transcript=Phvul.004G174700.1 locus=Phvul.004G174700 ID=Phvul.004G174700.1.v2.1 annot-version=v2.1) &
arginine-tRNA ligase (original description: pacid=37162565 transcript=Phvul.004G174700.1 locus=Phvul.004G174700 ID=Phvul.004G174700.1.v2.1 annot-version=v2.1) &
arginine-tRNA ligase (original description: pacid=37162565 transcript=Phvul.004G174700.1 locus=Phvul.004G174700 ID=Phvul.004G174700.1.v2.1 annot-version=v2.1) &
acyl CoA reductase (original description: pacid=37153110 transcript=Phvul.005G125500.1 locus=Phvul.005G125500 ID=Phvul.005G125500.1.v2.1 annot-version=v2.1) &
acyl CoA reductase (original description: pacid=37153110 transcript=Phvul.005G125500.1 locus=Phvul.005G125500 ID=Phvul.005G125500.1.v2.1 annot-version=v2.1) &
SYP6 group Qc-type SNARE protein (original description: pacid=37171898 transcript=Phvul.006G044400.1 locus=Phvul.006G044400 ID=Phvul.006G044400.1.v2.1 annot-version=v2.1) &
SYP6 group Qc-type SNARE protein (original description: pacid=37171898 transcript=Phvul.006G044400.1 locus=Phvul.006G044400 ID=Phvul.006G044400.1.v2.1 annot-version=v2.1) &
SYP6 group Qc-type SNARE protein (original description: pacid=37171898 transcript=Phvul.006G044400.1 locus=Phvul.006G044400 ID=Phvul.006G044400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164009 transcript=Phvul.007G072700.9 locus=Phvul.007G072700 ID=Phvul.007G072700.9.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165773 transcript=Phvul.007G215400.1 locus=Phvul.007G215400 ID=Phvul.007G215400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165773 transcript=Phvul.007G215400.1 locus=Phvul.007G215400 ID=Phvul.007G215400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165773 transcript=Phvul.007G215400.1 locus=Phvul.007G215400 ID=Phvul.007G215400.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165551 transcript=Phvul.007G249800.1 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 16 OS=Arabidopsis thaliana (sp|q9sr79|ppa16_arath : 484.0)
 (original description: pacid=37165551 transcript=Phvul.007G249800.1 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 16 OS=Arabidopsis thaliana (sp|q9sr79|ppa16_arath : 484.0)
 (original description: pacid=37165551 transcript=Phvul.007G249800.1 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 16 OS=Arabidopsis thaliana (sp|q9sr79|ppa16_arath : 484.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
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 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37159322 transcript=Phvul.008G123400.1 locus=Phvul.008G123400 ID=Phvul.008G123400.1.v2.1 annot-version=v2.1) &
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37159322 transcript=Phvul.008G123400.1 locus=Phvul.008G123400 ID=Phvul.008G123400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37159091 transcript=Phvul.008G129500.1 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1) & Endoribonuclease Dicer homolog 2 OS=Arabidopsis thaliana (sp|q3ebc8|dcl2_arath : 1293.0)
 (original description: pacid=37159091 transcript=Phvul.008G129500.1 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1) & Endoribonuclease Dicer homolog 2 OS=Arabidopsis thaliana (sp|q3ebc8|dcl2_arath : 1293.0)
 (original description: pacid=37159091 transcript=Phvul.008G129500.1 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1) & Endoribonuclease Dicer homolog 2 OS=Arabidopsis thaliana (sp|q3ebc8|dcl2_arath : 1293.0)
 (original description: pacid=37160650 transcript=Phvul.008G164600.1 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1) & Probable LRR receptor-like serine/threonine-protein kinase At1g05700 OS=Arabidopsis thaliana (sp|c0lgd6|y1570_arath : 285.0)
 (original description: pacid=37160650 transcript=Phvul.008G164600.1 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1) & Probable LRR receptor-like serine/threonine-protein kinase At1g05700 OS=Arabidopsis thaliana (sp|c0lgd6|y1570_arath : 285.0)
 (original description: pacid=37160650 transcript=Phvul.008G164600.1 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1) & Probable LRR receptor-like serine/threonine-protein kinase At1g05700 OS=Arabidopsis thaliana (sp|c0lgd6|y1570_arath : 285.0)
auxin transporter (AUX/LAX) (original description: pacid=37160317 transcript=Phvul.008G225300.1 locus=Phvul.008G225300 ID=Phvul.008G225300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159379 transcript=Phvul.008G230200.1 locus=Phvul.008G230200 ID=Phvul.008G230200.1.v2.1 annot-version=v2.1)
monosaccharide transporter (STP) (original description: pacid=37151241 transcript=Phvul.009G030500.1 locus=Phvul.009G030500 ID=Phvul.009G030500.1.v2.1 annot-version=v2.1) &
monosaccharide transporter (STP) (original description: pacid=37151241 transcript=Phvul.009G030500.1 locus=Phvul.009G030500 ID=Phvul.009G030500.1.v2.1 annot-version=v2.1) &
monosaccharide transporter (STP) (original description: pacid=37151241 transcript=Phvul.009G030500.1 locus=Phvul.009G030500 ID=Phvul.009G030500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148543 transcript=Phvul.009G099700.1 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1) & DDB1- and CUL4-associated factor homolog 1 OS=Arabidopsis thaliana (sp|q9m086|dcaf1_arath : 1457.0)
 (original description: pacid=37148543 transcript=Phvul.009G099700.1 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1) & DDB1- and CUL4-associated factor homolog 1 OS=Arabidopsis thaliana (sp|q9m086|dcaf1_arath : 1457.0)
 (original description: pacid=37148543 transcript=Phvul.009G099700.1 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1) & DDB1- and CUL4-associated factor homolog 1 OS=Arabidopsis thaliana (sp|q9m086|dcaf1_arath : 1457.0)
 (original description: pacid=37151970 transcript=Phvul.009G233000.1 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1) & Vesicle transport protein GOT1 OS=Arabidopsis thaliana (sp|q6nmm1|got1_arath : 139.0)
 (original description: pacid=37151970 transcript=Phvul.009G233000.1 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1) & Vesicle transport protein GOT1 OS=Arabidopsis thaliana (sp|q6nmm1|got1_arath : 139.0)
 (original description: pacid=37151970 transcript=Phvul.009G233000.1 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1) & Vesicle transport protein GOT1 OS=Arabidopsis thaliana (sp|q6nmm1|got1_arath : 139.0)
metal cation transporter (MEB) (original description: pacid=37143191 transcript=Phvul.010G021700.1 locus=Phvul.010G021700 ID=Phvul.010G021700.1.v2.1 annot-version=v2.1) &
metal cation transporter (MEB) (original description: pacid=37143191 transcript=Phvul.010G021700.1 locus=Phvul.010G021700 ID=Phvul.010G021700.1.v2.1 annot-version=v2.1) &
metal cation transporter (MEB) (original description: pacid=37143191 transcript=Phvul.010G021700.1 locus=Phvul.010G021700 ID=Phvul.010G021700.1.v2.1 annot-version=v2.1) &
ketopantoate hydroxymethyltransferase (original description: pacid=37143671 transcript=Phvul.010G104900.2 locus=Phvul.010G104900 ID=Phvul.010G104900.2.v2.1 annot-version=v2.1) &
ketopantoate hydroxymethyltransferase (original description: pacid=37143671 transcript=Phvul.010G104900.2 locus=Phvul.010G104900 ID=Phvul.010G104900.2.v2.1 annot-version=v2.1) &
ketopantoate hydroxymethyltransferase (original description: pacid=37143671 transcript=Phvul.010G104900.2 locus=Phvul.010G104900 ID=Phvul.010G104900.2.v2.1 annot-version=v2.1) &
component NSP1 of NSP1-NSP2 nodulation initiation complex (original description: pacid=37144086 transcript=Phvul.010G129400.1 locus=Phvul.010G129400 ID=Phvul.010G129400.1.v2.1 annot-version=v2.1) &
component NSP1 of NSP1-NSP2 nodulation initiation complex (original description: pacid=37144086 transcript=Phvul.010G129400.1 locus=Phvul.010G129400 ID=Phvul.010G129400.1.v2.1 annot-version=v2.1) &
component NSP1 of NSP1-NSP2 nodulation initiation complex (original description: pacid=37144086 transcript=Phvul.010G129400.1 locus=Phvul.010G129400 ID=Phvul.010G129400.1.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component CSN4 of COP9 signalosome complex (original description: pacid=37156177 transcript=Phvul.011G006200.1 locus=Phvul.011G006200 ID=Phvul.011G006200.1.v2.1 annot-version=v2.1) &
component CSN4 of COP9 signalosome complex (original description: pacid=37156177 transcript=Phvul.011G006200.1 locus=Phvul.011G006200 ID=Phvul.011G006200.1.v2.1 annot-version=v2.1) &
component CSN4 of COP9 signalosome complex (original description: pacid=37156177 transcript=Phvul.011G006200.1 locus=Phvul.011G006200 ID=Phvul.011G006200.1.v2.1 annot-version=v2.1) &
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11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 483.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 91.0) (original description: pacid=37156825 transcript=Phvul.011G161900.1 locus=Phvul.011G161900 ID=Phvul.011G161900.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 483.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 91.0) (original description: pacid=37156825 transcript=Phvul.011G161900.1 locus=Phvul.011G161900 ID=Phvul.011G161900.1.v2.1 annot-version=v2.1) &
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Do not distribute

Rust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &
Rust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &
Rust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37144799 transcript=Phvul.003G092500.1 locus=Phvul.003G092500 ID=Phvul.003G092500.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 33 OS=Arabidopsis thaliana (sp|f4jzl7|hip33_arath : 120.0)
 (original description: pacid=37144799 transcript=Phvul.003G092500.1 locus=Phvul.003G092500 ID=Phvul.003G092500.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 33 OS=Arabidopsis thaliana (sp|f4jzl7|hip33_arath : 120.0)
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Do not distribute

Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 540.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 149.1) (original description: pacid=37166010 transcript=Phvul.007G020600.1 locus=Phvul.007G020600 ID=Phvul.007G020600.1.v2.1 annot-version=v2.1) &
Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 540.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 149.1) (original description: pacid=37166010 transcript=Phvul.007G020600.1 locus=Phvul.007G020600 ID=Phvul.007G020600.1.v2.1 annot-version=v2.1) &
Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 554.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 144.7) (original description: pacid=37164227 transcript=Phvul.007G020700.1 locus=Phvul.007G020700 ID=Phvul.007G020700.1.v2.1 annot-version=v2.1) &
Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 554.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 144.7) (original description: pacid=37164227 transcript=Phvul.007G020700.1 locus=Phvul.007G020700 ID=Phvul.007G020700.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37158281 transcript=Phvul.008G266300.1 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1) & Purple acid phosphatase 18 OS=Arabidopsis thaliana (sp|q9lju7|ppa18_arath : 655.0)
 (original description: pacid=37158281 transcript=Phvul.008G266300.1 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1) & Purple acid phosphatase 18 OS=Arabidopsis thaliana (sp|q9lju7|ppa18_arath : 655.0)
 (original description: pacid=37158281 transcript=Phvul.008G266300.1 locus=Phvul.008G266300 ID=Phvul.008G266300.1.v2.1 annot-version=v2.1) & Purple acid phosphatase 18 OS=Arabidopsis thaliana (sp|q9lju7|ppa18_arath : 655.0)

 (original description: pacid=37155693 transcript=Phvul.011G194501.1 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 142.0)
 (original description: pacid=37155693 transcript=Phvul.011G194501.1 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 142.0)
 (original description: pacid=37155693 transcript=Phvul.011G194501.1 locus=Phvul.011G194501 ID=Phvul.011G194501.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 142.0)

 (original description: pacid=37174540 transcript=Phvul.002G155200.1 locus=Phvul.002G155200 ID=Phvul.002G155200.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At3g09030 OS=Arabidopsis thaliana (sp|q9s7r7|y3903_arath : 505.0)
 (original description: pacid=37174540 transcript=Phvul.002G155200.1 locus=Phvul.002G155200 ID=Phvul.002G155200.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At3g09030 OS=Arabidopsis thaliana (sp|q9s7r7|y3903_arath : 505.0)
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Do not distribute (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
 (original description: pacid=37172535 transcript=Phvul.006G158500.2 locus=Phvul.006G158500 ID=Phvul.006G158500.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF298 OS=Arabidopsis thaliana (sp|q0wpj7|rf298_arath : 405.0)
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Do not distribute

 (original description: pacid=37155215 transcript=Phvul.011G084000.1 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1) & ABC transporter F family member 1 OS=Arabidopsis thaliana (sp|q9fjh6|ab1f_arath : 941.0)
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Do not distribute

 (original description: pacid=37155215 transcript=Phvul.011G084000.1 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1) & ABC transporter F family member 1 OS=Arabidopsis thaliana (sp|q9fjh6|ab1f_arath : 941.0)
 (original description: pacid=37155215 transcript=Phvul.011G084000.1 locus=Phvul.011G084000 ID=Phvul.011G084000.1.v2.1 annot-version=v2.1) & ABC transporter F family member 1 OS=Arabidopsis thaliana (sp|q9fjh6|ab1f_arath : 941.0)

Linamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
Linamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
Linamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37155983 transcript=Phvul.011G198100.1 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 526.0)
 (original description: pacid=37155983 transcript=Phvul.011G198100.1 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 526.0)
 (original description: pacid=37155983 transcript=Phvul.011G198100.1 locus=Phvul.011G198100 ID=Phvul.011G198100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 526.0)

component MED20 of head module of MEDIATOR transcription co-activator complex (original description: pacid=37144465 transcript=Phvul.003G131900.1 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1) &
component MED20 of head module of MEDIATOR transcription co-activator complex (original description: pacid=37144465 transcript=Phvul.003G131900.1 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1) &
component MED20 of head module of MEDIATOR transcription co-activator complex (original description: pacid=37144465 transcript=Phvul.003G131900.1 locus=Phvul.003G131900 ID=Phvul.003G131900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37147952 transcript=Phvul.003G238000.1 locus=Phvul.003G238000 ID=Phvul.003G238000.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 1278.0)
 (original description: pacid=37147952 transcript=Phvul.003G238000.1 locus=Phvul.003G238000 ID=Phvul.003G238000.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 1278.0)
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Do not distribute

 (original description: pacid=37165551 transcript=Phvul.007G249800.1 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 16 OS=Arabidopsis thaliana (sp|q9sr79|ppa16_arath : 484.0)
 (original description: pacid=37165551 transcript=Phvul.007G249800.1 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 16 OS=Arabidopsis thaliana (sp|q9sr79|ppa16_arath : 484.0)
 (original description: pacid=37165551 transcript=Phvul.007G249800.1 locus=Phvul.007G249800 ID=Phvul.007G249800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 16 OS=Arabidopsis thaliana (sp|q9sr79|ppa16_arath : 484.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
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Do not distribute

 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)
 (original description: pacid=37161055 transcript=Phvul.008G074600.4 locus=Phvul.008G074600 ID=Phvul.008G074600.4.v2.1 annot-version=v2.1) & BEACH domain-containing protein C2 OS=Arabidopsis thaliana (sp|f4ig73|bchc2_arath : 2405.0)

 (original description: pacid=37159091 transcript=Phvul.008G129500.1 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1) & Endoribonuclease Dicer homolog 2 OS=Arabidopsis thaliana (sp|q3ebc8|dcl2_arath : 1293.0)
 (original description: pacid=37159091 transcript=Phvul.008G129500.1 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1) & Endoribonuclease Dicer homolog 2 OS=Arabidopsis thaliana (sp|q3ebc8|dcl2_arath : 1293.0)
 (original description: pacid=37159091 transcript=Phvul.008G129500.1 locus=Phvul.008G129500 ID=Phvul.008G129500.1.v2.1 annot-version=v2.1) & Endoribonuclease Dicer homolog 2 OS=Arabidopsis thaliana (sp|q3ebc8|dcl2_arath : 1293.0)
 (original description: pacid=37160650 transcript=Phvul.008G164600.1 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1) & Probable LRR receptor-like serine/threonine-protein kinase At1g05700 OS=Arabidopsis thaliana (sp|c0lgd6|y1570_arath : 285.0)
 (original description: pacid=37160650 transcript=Phvul.008G164600.1 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1) & Probable LRR receptor-like serine/threonine-protein kinase At1g05700 OS=Arabidopsis thaliana (sp|c0lgd6|y1570_arath : 285.0)
 (original description: pacid=37160650 transcript=Phvul.008G164600.1 locus=Phvul.008G164600 ID=Phvul.008G164600.1.v2.1 annot-version=v2.1) & Probable LRR receptor-like serine/threonine-protein kinase At1g05700 OS=Arabidopsis thaliana (sp|c0lgd6|y1570_arath : 285.0)

 (original description: pacid=37148543 transcript=Phvul.009G099700.1 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1) & DDB1- and CUL4-associated factor homolog 1 OS=Arabidopsis thaliana (sp|q9m086|dcaf1_arath : 1457.0)
 (original description: pacid=37148543 transcript=Phvul.009G099700.1 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1) & DDB1- and CUL4-associated factor homolog 1 OS=Arabidopsis thaliana (sp|q9m086|dcaf1_arath : 1457.0)
 (original description: pacid=37148543 transcript=Phvul.009G099700.1 locus=Phvul.009G099700 ID=Phvul.009G099700.1.v2.1 annot-version=v2.1) & DDB1- and CUL4-associated factor homolog 1 OS=Arabidopsis thaliana (sp|q9m086|dcaf1_arath : 1457.0)
 (original description: pacid=37151970 transcript=Phvul.009G233000.1 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1) & Vesicle transport protein GOT1 OS=Arabidopsis thaliana (sp|q6nmm1|got1_arath : 139.0)
 (original description: pacid=37151970 transcript=Phvul.009G233000.1 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1) & Vesicle transport protein GOT1 OS=Arabidopsis thaliana (sp|q6nmm1|got1_arath : 139.0)
 (original description: pacid=37151970 transcript=Phvul.009G233000.1 locus=Phvul.009G233000 ID=Phvul.009G233000.1.v2.1 annot-version=v2.1) & Vesicle transport protein GOT1 OS=Arabidopsis thaliana (sp|q6nmm1|got1_arath : 139.0)

component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
component MED15 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37144174 transcript=Phvul.010G157900.4 locus=Phvul.010G157900 ID=Phvul.010G157900.4.v2.1 annot-version=v2.1) &
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Do not distribute

11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 483.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 91.0) (original description: pacid=37156825 transcript=Phvul.011G161900.1 locus=Phvul.011G161900 ID=Phvul.011G161900.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 483.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 91.0) (original description: pacid=37156825 transcript=Phvul.011G161900.1 locus=Phvul.011G161900 ID=Phvul.011G161900.1.v2.1 annot-version=v2.1) &
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Do not distribute

Rust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &
Rust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &
Rust resistance kinase Lr10 OS=Triticum aestivum (sp|p93604|lrk10_wheat : 383.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 125.6) (original description: pacid=37168185 transcript=Phvul.001G070000.1 locus=Phvul.001G070000 ID=Phvul.001G070000.1.v2.1 annot-version=v2.1) &
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Do not distribute

Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 540.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 149.1) (original description: pacid=37166010 transcript=Phvul.007G020600.1 locus=Phvul.007G020600 ID=Phvul.007G020600.1.v2.1 annot-version=v2.1) &
Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 540.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 149.1) (original description: pacid=37166010 transcript=Phvul.007G020600.1 locus=Phvul.007G020600 ID=Phvul.007G020600.1.v2.1 annot-version=v2.1) &
Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 554.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 144.7) (original description: pacid=37164227 transcript=Phvul.007G020700.1 locus=Phvul.007G020700 ID=Phvul.007G020700.1.v2.1 annot-version=v2.1) &
Soyasapogenol B glucuronide galactosyltransferase OS=Glycine max (sp|d4q9z4|sgt2_soybn : 554.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 144.7) (original description: pacid=37164227 transcript=Phvul.007G020700.1 locus=Phvul.007G020700 ID=Phvul.007G020700.1.v2.1 annot-version=v2.1) &
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Do not distribute

Linamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
Linamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
Linamarin synthase 2 OS=Manihot esculenta (sp|g3fin9|ugtk5_manes : 568.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 237.6) (original description: pacid=37155521 transcript=Phvul.011G158500.1 locus=Phvul.011G158500 ID=Phvul.011G158500.1.v2.1 annot-version=v2.1) &
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Do not distribute

11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 671.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 128.5) (original description: pacid=37155695 transcript=Phvul.011G161100.1 locus=Phvul.011G161100 ID=Phvul.011G161100.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 483.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 91.0) (original description: pacid=37156825 transcript=Phvul.011G161900.1 locus=Phvul.011G161900 ID=Phvul.011G161900.1.v2.1 annot-version=v2.1) &
11-oxo-beta-amyrin 30-oxidase OS=Glycyrrhiza uralensis (sp|h1a988|c7254_glyur : 483.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 91.0) (original description: pacid=37156825 transcript=Phvul.011G161900.1 locus=Phvul.011G161900 ID=Phvul.011G161900.1.v2.1 annot-version=v2.1) &
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miRNA_Acc. Target_Acc. Expectation UPE$ miRNA_start miRNA_end
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G094400.1 1 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G035800.1 2.5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21

Page 792 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.004G099600.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.006G030900.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
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uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.009G186300.1 3 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G057100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G172700.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G150900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G188000.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G098100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G221800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G045433.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G025200.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G102900.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.6 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.4 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.7 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.5 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G143100.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G168500.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G076450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.3 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G132450.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G149406.1 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.2 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G014800.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G070400.1 3.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G013866.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G032300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G047100.3 4 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.002G047100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G080200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G216200.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.002G325500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.003G241500.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.004G137100.2 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G235300.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.007G242700.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.5 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G039800.4 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.008G263100.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.009G040600.1 4 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G119900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G179300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G250500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G269300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G146900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G256900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G035101.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G060401.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G113500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G126000.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G175400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G192900.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G089300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.005G157700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G157700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G186500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G211900.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G243700.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G048900.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G119600.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G230300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G274500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.4 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G289400.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G142100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G177500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G115200.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G145100.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G213500.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.2 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.3 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002946.1 4.5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.002G141800.1 4.75 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.001G062700.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G006400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G025300.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G057600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G098000.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G162800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.002G228000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G123400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G128600.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G135700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.4 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G151600.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G217800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G230000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.003G283100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G143900.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.004G166100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G011800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.005G123100.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G041900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.006G181700.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.007G251800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.008G181800.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G147000.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G175900.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.009G175900.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G207500.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.009G219300.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.010G125200.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.011G091400.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
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Do not distribute

uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.3 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.2 5 -1 1 21
uaaucugcauccugagguuuaPhvul.L002060.1 5 -1 1 21
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Do not distribute

Target_start Target_end miRNA_aligned_fragmentalignment Target_aligned_fragmentInhibition Target_Desc.
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1
326 346 UAAUCUGCAUCCUGAGGUUUA   :::::::::::::::::: UUUACCUCAGGAUGCAGAUUACleavage pacid=37167942 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1

1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1
1206 1226 UAAUCUGCAUCCUGAGGUUUA  :::.:.::: ::::::::: GCAACUUUAGGCUGCAGAUUATranslation pacid=37168798 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1

435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
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435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
435 455 UAAUCUGCAUCCUGAGGUUUA::::::: :::::::::: :. UAAACCUAAGGAUGCAGAAUGCleavage pacid=37162926 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1
895 915 UAAUCUGCAUCCUGAGGUUUA ::::.: :::::: :::::: AAAACUUGAGGAUGAAGAUUACleavage pacid=37173388 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1

1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
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1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1
1082 1102 UAAUCUGCAUCCUGAGGUUUA: :...:::::::: :::::: UUAGUUUCAGGAUGAAGAUUACleavage pacid=37151597 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1

777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1

Page 861 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
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828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
777 797 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169318 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1
793 813 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169317 locus=Phvul.001G057100 ID=Phvul.001G057100.3.v2.1 annot-version=v2.1
828 848 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169319 locus=Phvul.001G057100 ID=Phvul.001G057100.2.v2.1 annot-version=v2.1
853 873 UAAUCUGCAUCCUGAGGUUUA  .:.:::: :.::::::::. AUGAUCUCAUGGUGCAGAUUGCleavage pacid=37169316 locus=Phvul.001G057100 ID=Phvul.001G057100.1.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
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237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1
237 257 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170981 locus=Phvul.001G172700 ID=Phvul.001G172700.1.v2.1 annot-version=v2.1
292 312 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170980 locus=Phvul.001G172700 ID=Phvul.001G172700.2.v2.1 annot-version=v2.1
475 495 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170982 locus=Phvul.001G172700 ID=Phvul.001G172700.3.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA .: ::::.::::::.::: : CGAUCCUCGGGAUGCGGAUGACleavage pacid=37170983 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1

1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
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1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1
1483 1503 UAAUCUGCAUCCUGAGGUUUA:..::.::::::::..: ::: UGGACUUCAGGAUGUGGCUUACleavage pacid=37176578 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1

669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
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669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178669 locus=Phvul.002G188000 ID=Phvul.002G188000.1.v2.1 annot-version=v2.1
669 689 UAAUCUGCAUCCUGAGGUUUA  .::::::::::::::.:  GUGACCUCAGGAUGCAGGUGCCleavage pacid=37178670 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
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427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1
352 372 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145237 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1
427 447 UAAUCUGCAUCCUGAGGUUUA:.:: .: .:::::::::::. UGAAAUUAGGGAUGCAGAUUGCleavage pacid=37145236 locus=Phvul.003G098100 ID=Phvul.003G098100.1.v2.1 annot-version=v2.1

26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1
26 46 UAAUCUGCAUCCUGAGGUUUA  ::: :.. ::::::::::: GUAACGUUGCGAUGCAGAUUACleavage pacid=37144565 locus=Phvul.003G221800 ID=Phvul.003G221800.2.v2.1 annot-version=v2.1

222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
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222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1
222 242 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37153403 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1

1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
1413 1433 UAAUCUGCAUCCUGAGGUUUA :::.:: .:::::::::: : AAAAUCUGGGGAUGCAGAUGACleavage pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
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2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1
2259 2279 UAAUCUGCAUCCUGAGGUUUA .:::: :::: :::::::: AGAACCCCAGGUUGCAGAUUCTranslation pacid=37167413 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1

658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
658 678 UAAUCUGCAUCCUGAGGUUUA  :::.: .::.:::::::: GCAACUUGGGGGUGCAGAUUCCleavage pacid=37165390 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
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Do not distribute

742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
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Do not distribute

575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
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575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165829 locus=Phvul.007G143100 ID=Phvul.007G143100.6.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165828 locus=Phvul.007G143100 ID=Phvul.007G143100.1.v2.1 annot-version=v2.1
575 595 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165826 locus=Phvul.007G143100 ID=Phvul.007G143100.4.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165830 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165827 locus=Phvul.007G143100 ID=Phvul.007G143100.5.v2.1 annot-version=v2.1
742 762 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37165825 locus=Phvul.007G143100 ID=Phvul.007G143100.3.v2.1 annot-version=v2.1

3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1
3824 3844 UAAUCUGCAUCCUGAGGUUUA  .::: :::::::. ::::: ACGACCCCAGGAUGUUGAUUACleavage pacid=37166429 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1

1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
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1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1
1 21 UAAUCUGCAUCCUGAGGUUUA ::::.::: ::::.::.::. CAAACUUCAAGAUGUAGGUUGCleavage pacid=37160834 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1

565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
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773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
565 585 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158969 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1
624 644 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158968 locus=Phvul.008G132450 ID=Phvul.008G132450.2.v2.1 annot-version=v2.1
773 793 UAAUCUGCAUCCUGAGGUUUA   .:.:::::::::::.:: GUUGCUUCAGGAUGCAGGUUUCleavage pacid=37158967 locus=Phvul.008G132450 ID=Phvul.008G132450.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
849 869 UAAUCUGCAUCCUGAGGUUUA  :::. ::::.:::::.:: GUAACUACAGGGUGCAGGUUUCleavage pacid=37161005 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1
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868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1
868 888 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143069 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1
901 921 UAAUCUGCAUCCUGAGGUUUA :.:. : :::.::::::::: AAGAUGUAAGGGUGCAGAUUACleavage pacid=37143070 locus=Phvul.010G014800 ID=Phvul.010G014800.1.v2.1 annot-version=v2.1

1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
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Do not distribute

1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1
1557 1577 UAAUCUGCAUCCUGAGGUUUA :: :.::::::::..:::: CAAUCUUCAGGAUGUGGAUUUCleavage pacid=37144282 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1

897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
897 917 UAAUCUGCAUCCUGAGGUUUA ::: :: :::::::: :::. GAAAGCUGAGGAUGCACAUUGCleavage pacid=37176692 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
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Do not distribute

811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
811 831 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174423 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1
939 959 UAAUCUGCAUCCUGAGGUUUA ..:.:::: :::: :::::: AGGAUCUCAUGAUGAAGAUUACleavage pacid=37174422 locus=Phvul.002G032300 ID=Phvul.002G032300.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
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665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
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665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174682 locus=Phvul.002G047100 ID=Phvul.002G047100.4.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174683 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174679 locus=Phvul.002G047100 ID=Phvul.002G047100.1.v2.1 annot-version=v2.1
665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174680 locus=Phvul.002G047100 ID=Phvul.002G047100.3.v2.1 annot-version=v2.1
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665 685 UAAUCUGCAUCCUGAGGUUUA :::.::..:::::..: ::: AAAAUCUUGGGAUGUGGCUUACleavage pacid=37174681 locus=Phvul.002G047100 ID=Phvul.002G047100.2.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
171 192 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37175778 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
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145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
145 166 UAAUCUGCAUCC-UGAGGUUUA: ::::::: ::.::.::::::UUAACCUCAAGGGUGUAGAUUACleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1
121 141 UAAUCUGCAUCCUGAGGUUUA    .::.:::.::::::::. UUGCUCUUAGGGUGCAGAUUGCleavage pacid=37177236 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1

1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
1522 1542 UAAUCUGCAUCCUGAGGUUUA ::::.::::::  ::::::. CAAACUUCAGGACCCAGAUUGCleavage pacid=37176947 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1
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689 709 UAAUCUGCAUCCUGAGGUUUA :::.::..::.::::: ::. AAAAUCUUGGGGUGCAGUUUGCleavage pacid=37166216 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1
689 709 UAAUCUGCAUCCUGAGGUUUA :::.::..::.::::: ::. AAAAUCUUGGGGUGCAGUUUGCleavage pacid=37166216 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1
689 709 UAAUCUGCAUCCUGAGGUUUA :::.::..::.::::: ::. AAAAUCUUGGGGUGCAGUUUGCleavage pacid=37166216 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1
689 709 UAAUCUGCAUCCUGAGGUUUA :::.::..::.::::: ::. AAAAUCUUGGGGUGCAGUUUGCleavage pacid=37166216 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1
689 709 UAAUCUGCAUCCUGAGGUUUA :::.::..::.::::: ::. AAAAUCUUGGGGUGCAGUUUGCleavage pacid=37166216 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1
689 709 UAAUCUGCAUCCUGAGGUUUA :::.::..::.::::: ::. AAAAUCUUGGGGUGCAGUUUGCleavage pacid=37166216 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1
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689 709 UAAUCUGCAUCCUGAGGUUUA :::.::..::.::::: ::. AAAAUCUUGGGGUGCAGUUUGCleavage pacid=37166216 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1
689 709 UAAUCUGCAUCCUGAGGUUUA :::.::..::.::::: ::. AAAAUCUUGGGGUGCAGUUUGCleavage pacid=37166216 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1
689 709 UAAUCUGCAUCCUGAGGUUUA :::.::..::.::::: ::. AAAAUCUUGGGGUGCAGUUUGCleavage pacid=37166216 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1
689 709 UAAUCUGCAUCCUGAGGUUUA :::.::..::.::::: ::. AAAAUCUUGGGGUGCAGUUUGCleavage pacid=37166216 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1
689 709 UAAUCUGCAUCCUGAGGUUUA :::.::..::.::::: ::. AAAAUCUUGGGGUGCAGUUUGCleavage pacid=37166216 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1
689 709 UAAUCUGCAUCCUGAGGUUUA :::.::..::.::::: ::. AAAAUCUUGGGGUGCAGUUUGCleavage pacid=37166216 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1
455 475 UAAUCUGCAUCCUGAGGUUUA  :: :::.::::::::::  CCAAGCUCGGGAUGCAGAUGGCleavage pacid=37167144 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1

2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
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2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1
2491 2511 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159905 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1
2500 2520 UAAUCUGCAUCCUGAGGUUUA: :::::.:::: : .::::: UCAACCUUAGGAAGAGGAUUACleavage pacid=37159904 locus=Phvul.008G039800 ID=Phvul.008G039800.4.v2.1 annot-version=v2.1

76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1
76 96 UAAUCUGCAUCCUGAGGUUUA ::: .::: ::::..::::: GAAAGUUCAUGAUGUGGAUUACleavage pacid=37159106 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1

515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
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515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1
515 535 UAAUCUGCAUCCUGAGGUUUA:.::.:: :::::::::. :. UGAAUCUGAGGAUGCAGGAUGCleavage pacid=37148901 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1

1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
1083 1103 UAAUCUGCAUCCUGAGGUUUA:::::: :::::::..:::  UAAACCACAGGAUGUGGAUGGCleavage pacid=37168517 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
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3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
3558 3578 UAAUCUGCAUCCUGAGGUUUA:.:::.: :: :::.::::: UGAACUUAAGCAUGUAGAUUUTranslation pacid=37171204 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
1853 1873 UAAUCUGCAUCCUGAGGUUUA ::::. ..::::::::: :. CAAACUGUGGGAUGCAGAAUGCleavage pacid=37169506 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
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2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
2660 2680 UAAUCUGCAUCCUGAGGUUUA ::.:.:: : .::::::::: CAAGCUUCCGUGUGCAGAUUATranslation pacid=37168802 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1
1326 1345 UAAUCUGCAUCCUGAGGUUUA:.:::.:::::: ::::::: UGAACUUCAGGA-GCAGAUUCCleavage pacid=37176096 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1

398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1

Page 888 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
398 418 UAAUCUGCAUCCUGAGGUUUA  :::::.:::::::: ::  CCAACCUUAGGAUGCACAUGCCleavage pacid=37174741 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
276 296 UAAUCUGCAUCCUGAGGUUUA    :.::::::::.:::: : GGUUCUUCAGGAUGUAGAUAACleavage pacid=37148395 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
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Do not distribute

386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1
386 406 UAAUCUGCAUCCUGAGGUUUA .::.::: :::: :::::: AGAAUCUCCGGAUUCAGAUUCCleavage pacid=37147802 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1

2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
2591 2611 UAAUCUGCAUCCUGAGGUUUA:.:::. ..::::: ::.::: UGAACUAUGGGAUGAAGGUUACleavage pacid=37147731 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1
5280 5300 UAAUCUGCAUCCUGAGGUUUA:..:..::: ::::.::::: UGGAUUUCAAGAUGUAGAUUCCleavage pacid=37147568 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1

691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
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Do not distribute

691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1
691 711 UAAUCUGCAUCCUGAGGUUUA ::. .::::::::.. :::: CAAGAUUCAGGAUGUGUAUUACleavage pacid=37145377 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1

1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
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1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
1246 1266 UAAUCUGCAUCCUGAGGUUUA ::::.: : ::::: ::::: CAAACUUGAAGAUGCCGAUUACleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1

188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
188 208 UAAUCUGCAUCCUGAGGUUUA   :.::::::.::: :::: GCCAUCUCAGGGUGCUGAUUUCleavage pacid=37154561 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
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617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
617 637 UAAUCUGCAUCCUGAGGUUUA:: :.. .::::::.:::::. UAUAUUGUAGGAUGUAGAUUGCleavage pacid=37152424 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
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834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1
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821 841 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153609 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1
824 844 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153608 locus=Phvul.005G157700 ID=Phvul.005G157700.3.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153611 locus=Phvul.005G157700 ID=Phvul.005G157700.2.v2.1 annot-version=v2.1
837 857 UAAUCUGCAUCCUGAGGUUUA :.: ::.::::::.:: ::. AAGAGCUUAGGAUGUAGCUUGCleavage pacid=37153610 locus=Phvul.005G157700 ID=Phvul.005G157700.1.v2.1 annot-version=v2.1

1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
1011 1031 UAAUCUGCAUCCUGAGGUUUA ::..:::::::: .: :::: AAAGUCUCAGGAUUUAAAUUACleavage pacid=37171759 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
2004 2024 UAAUCUGCAUCCUGAGGUUUA:::...:::::::: ::: :: UAAGUUUCAGGAUGGAGAAUACleavage pacid=37172053 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1
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Do not distribute

1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
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Do not distribute

1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1
1214 1234 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165143 locus=Phvul.007G243700 ID=Phvul.007G243700.3.v2.1 annot-version=v2.1
1684 1704 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165141 locus=Phvul.007G243700 ID=Phvul.007G243700.2.v2.1 annot-version=v2.1
1681 1701 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165142 locus=Phvul.007G243700 ID=Phvul.007G243700.1.v2.1 annot-version=v2.1
1868 1888 UAAUCUGCAUCCUGAGGUUUA:...:.: . ::::::::::: UGGGCUUGGUGAUGCAGAUUACleavage pacid=37165144 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1

259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
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259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1
259 279 UAAUCUGCAUCCUGAGGUUUA ::::.:::: :::.: :::. GAAACUUCAGCAUGUAUAUUGTranslation pacid=37159417 locus=Phvul.008G048900 ID=Phvul.008G048900.1.v2.1 annot-version=v2.1

1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1
1169 1189 UAAUCUGCAUCCUGAGGUUUA :::::: :::. ::::.:: AAAACCUGAGGGAGCAGGUUCCleavage pacid=37159773 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1

505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
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505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
505 525 UAAUCUGCAUCCUGAGGUUUA ..:..:::::: :::: ::: AGGAUUUCAGGAAGCAGCUUACleavage pacid=37158782 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
490 510 UAAUCUGCAUCCUGAGGUUUA ::.:.: :::.::..:.::. GAAGCUUAAGGGUGUGGGUUGCleavage pacid=37157626 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
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544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
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652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158687 locus=Phvul.008G289400 ID=Phvul.008G289400.2.v2.1 annot-version=v2.1
544 564 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158686 locus=Phvul.008G289400 ID=Phvul.008G289400.1.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158689 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1
652 672 UAAUCUGCAUCCUGAGGUUUA ::::::::: :: :::.:: AAAACCUCAGCAUUCAGGUUCTranslation pacid=37158688 locus=Phvul.008G289400 ID=Phvul.008G289400.3.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
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643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
643 663 UAAUCUGCAUCCUGAGGUUUA:.:: :: : :::::::::: UGAAACUGAUGAUGCAGAUUUCleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
667 687 UAAUCUGCAUCCUGAGGUUUA    .::..::.::.:::::: UGCCUCUUGGGGUGUAGAUUACleavage pacid=37151695 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
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571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1
571 591 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149075 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1
606 626 UAAUCUGCAUCCUGAGGUUUA :.:..::::::::::: : : GAGAUUUCAGGAUGCAGCUAACleavage pacid=37149074 locus=Phvul.009G177500 ID=Phvul.009G177500.1.v2.1 annot-version=v2.1

2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
2290 2310 UAAUCUGCAUCCUGAGGUUUA::.:. :.::: ::.:::::: UAGAUGUUAGGUUGUAGAUUATranslation pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1

834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
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834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1
834 854 UAAUCUGCAUCCUGAGGUUUA:::...::: ::::.::::: UAAGUUUCAAGAUGUAGAUUCCleavage pacid=37143417 locus=Phvul.010G115200 ID=Phvul.010G115200.1.v2.1 annot-version=v2.1

1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1591 1612 UAAUCUGCAUCCUGA-GGUUUA:..:.: : :::.:::::::::UGGAUCAUGAGGGUGCAGAUUACleavage pacid=37143686 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
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1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1284 1305 UAAUCUGCAUCCUGAG-GUUUA:..:. .:::::::::::::: UGGAUAUUCAGGAUGCAGAUUUCleavage pacid=37155479 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
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1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174289 locus=Phvul.L002946 ID=Phvul.L002946.2.v2.1 annot-version=v2.1
1473 1493 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174290 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1
1476 1496 UAAUCUGCAUCCUGAGGUUUA    :::: ::::::::::: AGCUCCUCUGGAUGCAGAUUCCleavage pacid=37174288 locus=Phvul.L002946 ID=Phvul.L002946.1.v2.1 annot-version=v2.1

284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1
284 306 UAAUCU--GCAUCCUGAGGUUUA: .::.:::::::::  ::::::UUGACUUCAGGAUGCUUAGAUUACleavage pacid=37177200 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1

1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
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1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1551 1571 UAAUCUGCAUCCUGAGGUUUA ::.:.::::: :: .::::. AAAGCUUCAGGCUGAGGAUUGTranslation pacid=37169179 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
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1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1624 1644 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
1837 1857 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1
1804 1824 UAAUCUGCAUCCUGAGGUUUA:::.::: : :::: :::::. UAAGCCUGAAGAUGGAGAUUGCleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
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1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1456 1476 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177715 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1
1340 1360 UAAUCUGCAUCCUGAGGUUUA :::::::::::: ..:::  CAAACCUCAGGAUUUGGAUAUCleavage pacid=37177651 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1

737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
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737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
737 757 UAAUCUGCAUCCUGAGGUUUA:.:.:::::: .:::: ::: UGAGCCUCAGAGUGCAAAUUCTranslation pacid=37175666 locus=Phvul.002G057600 ID=Phvul.002G057600.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
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970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174444 locus=Phvul.002G098000 ID=Phvul.002G098000.1.v2.1 annot-version=v2.1
970 990 UAAUCUGCAUCCUGAGGUUUA::::. :..::.::.::.:: UAAAUAUUGGGGUGUAGGUUUCleavage pacid=37174445 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1

2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1
2673 2697 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175658 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1
2728 2752 UAAUCUGCAUCCUG----AGGUUUA:::.:.:    :.::::::::::::UAAGCUUUGAUCGGGAUGCAGAUUACleavage pacid=37175657 locus=Phvul.002G162800 ID=Phvul.002G162800.1.v2.1 annot-version=v2.1

377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
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377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1
377 397 UAAUCUGCAUCCUGAGGUUUA::::::  :::: :::::: : UAAACCAGAGGAAGCAGAUAACleavage pacid=37177220 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1

81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1
81 101 UAAUCUGCAUCCUGAGGUUUA::: ::::: :::::::::  UAAUCCUCAAGAUGCAGAUAUCleavage pacid=37146408 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1

1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1

Page 912 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1399 1419 UAAUCUGCAUCCUGAGGUUUA ::.:.:: ::::: ::::: GAAGCUUCCGGAUGAAGAUUUCleavage pacid=37146206 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1361 1381 UAAUCUGCAUCCUGAGGUUUA::: :.::::: :: .::::: UAACCUUCAGGCUGAGGAUUATranslation pacid=37146012 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
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1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1590 1610 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145202 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1
1690 1710 UAAUCUGCAUCCUGAGGUUUA ::::::::::.: :. .::. CAAACCUCAGGGUUCGAGUUGCleavage pacid=37145201 locus=Phvul.003G151600 ID=Phvul.003G151600.3.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
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1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1095 1115 UAAUCUGCAUCCUGAGGUUUA:.::..::::::: :::: : UGAAUUUCAGGAUCCAGAGUCCleavage pacid=37144860 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1

Page 915 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
1309 1329 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147914 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1
1363 1383 UAAUCUGCAUCCUGAGGUUUA  :::.::::::::.:::   AUAACUUCAGGAUGUAGAAAUCleavage pacid=37147913 locus=Phvul.003G230000 ID=Phvul.003G230000.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1
2848 2868 UAAUCUGCAUCCUGAGGUUUA:::: ::::: . :::::::. UAAAGCUCAGAGAGCAGAUUGTranslation pacid=37146096 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1

554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
554 574 UAAUCUGCAUCCUGAGGUUUA ::...:::: :::: :.::: CAAGUUUCAGAAUGCUGGUUATranslation pacid=37162860 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1
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453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
453 473 UAAUCUGCAUCCUGAGGUUUA :.:::::: :.:: ::.::. AAGACCUCAAGGUGAAGGUUGCleavage pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
284 304 UAAUCUGCAUCCUGAGGUUUA:.::..:::::.:: : .::: UGAAUUUCAGGGUGGAAGUUACleavage pacid=37152737 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
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414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1
414 434 UAAUCUGCAUCCUGAGGUUUA :: ::::::::::::::   CAAUCCUCAGGAUGCAGAAACCleavage pacid=37153751 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1

71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1
71 91 UAAUCUGCAUCCUGAGGUUUA:.:..:: :: :::::::: : UGAGUCUGAGCAUGCAGAUAATranslation pacid=37173996 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1

530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
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530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
530 550 UAAUCUGCAUCCUGAGGUUUA:::::: :::::  :::::: UAAACCACAGGACUCAGAUUCCleavage pacid=37173447 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
610 630 UAAUCUGCAUCCUGAGGUUUA:.::: :..::.:::::: : UGAACGUUGGGGUGCAGAAUUCleavage pacid=37165453 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
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332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1
332 351 UAAUCUGCAUCCUGAGGUUUA:.::::::::: :::: :::. UGAACCUCAGG-UGCAAAUUGTranslation pacid=37159827 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1

2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
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1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
2061 2081 UAAUCUGCAUCCUGAGGUUUA :::.::::::.:::: ::  CAAAUCUCAGGGUGCAAAUGGCleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1
1425 1445 UAAUCUGCAUCCUGAGGUUUA:.. .:: :::::::: .::: UGGUUCUGAGGAUGCAAGUUACleavage pacid=37151300 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1

323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150934 locus=Phvul.009G175900 ID=Phvul.009G175900.1.v2.1 annot-version=v2.1
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323 343 UAAUCUGCAUCCUGAGGUUUA:::: .::::: ::: ::::. UAAAGUUCAGGUUGCUGAUUGTranslation pacid=37150935 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150342 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1
857 877 UAAUCUGCAUCCUGAGGUUUA:::.::: : :.:::: :::: UAAGCCUGAAGGUGCAAAUUACleavage pacid=37150341 locus=Phvul.009G207500 ID=Phvul.009G207500.1.v2.1 annot-version=v2.1

1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
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1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1275 1295 UAAUCUGCAUCCUGAGGUUUA ..: .:::::.:: ::.::. AGGAAUUCAGGGUGGAGGUUGCleavage pacid=37149380 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1
1096 1116 UAAUCUGCAUCCUGAGGUUUA:::::.: .:::: ::::: : UAAACUUGGGGAUCCAGAUAACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1

485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
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485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
485 505 UAAUCUGCAUCCUGAGGUUUA:.:.: :::: ::::::: :. UGAGCAUCAGCAUGCAGAAUGTranslation pacid=37155398 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
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861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
754 774 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157489 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1
798 818 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157488 locus=Phvul.L002060 ID=Phvul.L002060.2.v2.1 annot-version=v2.1
861 881 UAAUCUGCAUCCUGAGGUUUA ::::::.:::: :..:: :. AAAACCUUAGGAGGUGGAAUGCleavage pacid=37157487 locus=Phvul.L002060 ID=Phvul.L002060.1.v2.1 annot-version=v2.1
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Multiplicity Target_Acc. ID locusName Pfam Panther
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G094400.1 Phvul.001G094400 Phvul.001G094400PF01344 PTHR24413,PTHR24413:SF143
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.001G035800.1 Phvul.001G035800 Phvul.001G035800PF02535 PTHR11040,PTHR11040:SF52
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
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1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.004G099600.1 Phvul.004G099600 Phvul.004G099600PF13855 PTHR27004,PTHR27004:SF27
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.006G030900.1 Phvul.006G030900 Phvul.006G030900PF00168 PTHR31208,PTHR31208:SF3
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
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Do not distribute

1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.009G186300.1 Phvul.009G186300 Phvul.009G186300PF00085 PTHR10438,PTHR10438:SF263
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
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Do not distribute

1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
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Do not distribute

1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.4 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.3 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.2 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G057100.1 Phvul.001G057100 Phvul.001G057100PF07983,PF00332PTHR32227,PTHR32227:SF112
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
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Do not distribute

1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.1 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.2 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.3 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.001G172700.4 Phvul.001G172700 Phvul.001G172700PF00076,PF00098PTHR23147
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
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Do not distribute

1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G150900.1 Phvul.002G150900 Phvul.002G150900PF13793,PF00156PTHR10210,PTHR10210:SF45
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
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Do not distribute

1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.1 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.002G188000.2 Phvul.002G188000 Phvul.002G188000PF11799,PF00817PTHR11076,PTHR11076:SF38
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98

Page 933 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.2 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G098100.1 Phvul.003G098100 Phvul.003G098100PF13920 PTHR10044,PTHR10044:SF98
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.003G221800.2 Phvul.003G221800 Phvul.003G221800 0 PTHR37749,PTHR37749:SF1
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
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Do not distribute

1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.005G045433.1 Phvul.005G045433 Phvul.005G045433PF00134 PTHR10026,PTHR10026:SF7
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
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Do not distribute

1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G025200.1 Phvul.007G025200 Phvul.007G025200PF13238 PTHR20953,PTHR20953:SF2
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G102900.1 Phvul.007G102900 Phvul.007G102900PF00249 PTHR31003,PTHR31003:SF4
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
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Do not distribute

1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
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Do not distribute

1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
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Do not distribute

1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.6 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.1 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.4 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.7 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.5 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G143100.3 Phvul.007G143100 Phvul.007G143100PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.007G168500.1 Phvul.007G168500 Phvul.007G168500PF12166 PTHR13167,PTHR13167:SF45
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
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Do not distribute

1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G076450.3 Phvul.008G076450 Phvul.008G076450PF01370 PTHR10366,PTHR10366:SF425
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
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Do not distribute

1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.3 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.2 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G132450.1 Phvul.008G132450 Phvul.008G132450PF00134 PTHR10026,PTHR10026:SF7
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
1 Phvul.008G149406.1 Phvul.008G149406 Phvul.008G149406 0 0
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Do not distribute

1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.2 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G014800.1 Phvul.010G014800 Phvul.010G014800PF13419 PTHR12725,PTHR12725:SF79
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
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Do not distribute

1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.010G070400.1 Phvul.010G070400 Phvul.010G070400PF08263,PF00560,PF13855,PF00069PTHR27000,PTHR27000:SF112
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G013866.1 Phvul.002G013866 Phvul.002G013866PF13414 PTHR23083,PTHR23083:SF443
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
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Do not distribute

1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.2 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G032300.1 Phvul.002G032300 Phvul.002G032300PF05705 PTHR12265,PTHR12265:SF11
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
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Do not distribute

1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67

Page 945 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.4 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.5 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.1 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G047100.3 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
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Do not distribute

1 Phvul.002G047100.2 Phvul.002G047100 Phvul.002G047100PF00134 PTHR10026,PTHR10026:SF67
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
1 Phvul.002G080100.1 Phvul.002G080100 Phvul.002G080100PF00043,PF02798PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193

Page 947 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
2 Phvul.002G080200.1 Phvul.002G080200 Phvul.002G080200PF13410,PF13417PTHR11260,PTHR11260:SF193
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G216200.1 Phvul.002G216200 Phvul.002G216200PF02254,PF00999PTHR16254,PTHR16254:SF6
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
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Do not distribute

1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.002G325500.1 Phvul.002G325500 Phvul.002G325500PF03018 PTHR21495,PTHR21495:SF79
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
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Do not distribute

1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.2 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.003G241500.1 Phvul.003G241500 Phvul.003G241500PF00225 PTHR24115,PTHR24115:SF475
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.004G137100.2 Phvul.004G137100 Phvul.004G137100PF07000 PTHR13379
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3

Page 950 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G235300.1 Phvul.007G235300 Phvul.007G235300PF03330,PF01357PTHR31692,PTHR31692:SF3
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.007G242700.1 Phvul.007G242700 Phvul.007G242700PF00240 PTHR10666
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
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Do not distribute

1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.5 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G039800.4 Phvul.008G039800 Phvul.008G039800PF00069 PTHR24056,PTHR24056:SF188
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.008G263100.1 Phvul.008G263100 Phvul.008G263100PF07732,PF07731,PF00394PTHR11709,PTHR11709:SF103
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
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Do not distribute

1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.009G040600.1 Phvul.009G040600 Phvul.009G040600PF07910 PTHR24375
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G119900.1 Phvul.001G119900 Phvul.001G119900PF16711,PF16712,PF16709PTHR31172,PTHR31172:SF3
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
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Do not distribute

1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G179300.1 Phvul.001G179300 Phvul.001G179300PF00005,PF00664PTHR24221,PTHR24221:SF119
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G250500.1 Phvul.001G250500 Phvul.001G250500PF00155 PTHR11751,PTHR11751:SF379
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
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Do not distribute

1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.001G269300.1 Phvul.001G269300 Phvul.001G269300PF06333 PTHR10791,PTHR10791:SF60
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G146900.1 Phvul.002G146900 Phvul.002G146900PF07765 PTHR31631,PTHR31631:SF0
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41

Page 955 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.002G256900.1 Phvul.002G256900 Phvul.002G256900PF12874 PTHR10593,PTHR10593:SF41
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G035101.1 Phvul.003G035101 Phvul.003G035101PF00198 PTHR23151,PTHR23151:SF61
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
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Do not distribute

1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G060401.1 Phvul.003G060401 Phvul.003G060401 0 0
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G113500.1 Phvul.003G113500 Phvul.003G113500PF00171 PTHR11699,PTHR11699:SF25
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G126000.1 Phvul.003G126000 Phvul.003G126000PF16206,PF16213,PF09324,PF12783,PF01369PTHR10663,PTHR10663:SF189
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
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Do not distribute

1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G175400.1 Phvul.003G175400 Phvul.003G175400PF02990 PTHR10766,PTHR10766:SF54
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
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Do not distribute

1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900PF02183,PF00046PTHR24326,PTHR24326:SF276
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G089300.1 Phvul.005G089300 Phvul.005G089300PF00076 PTHR24012,PTHR24012:SF243
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
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Do not distribute

1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G115200.1 Phvul.005G115200 Phvul.005G115200 0 PTHR35495,PTHR35495:SF1
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
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Do not distribute

1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
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Do not distribute

1 Phvul.005G157700.4 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.3 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.2 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.005G157700.1 Phvul.005G157700 Phvul.005G157700PF00612 PTHR32295,PTHR32295:SF6
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G186500.1 Phvul.006G186500 Phvul.006G186500PF08590 PTHR13308,PTHR13308:SF17
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
1 Phvul.006G211900.1 Phvul.006G211900 Phvul.006G211900PF03801 PTHR10643,PTHR10643:SF2
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Do not distribute

1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
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Do not distribute

1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.3 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.2 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.1 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.007G243700.4 Phvul.007G243700 Phvul.007G243700PF00397 PTHR21737,PTHR21737:SF3
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
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Do not distribute

1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G048900.1 Phvul.008G048900 Phvul.008G048900PF03416 PTHR22624,PTHR22624:SF34
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G119600.1 Phvul.008G119600 Phvul.008G119600PF13460 PTHR14194,PTHR14194:SF78
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
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Do not distribute

1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G230300.1 Phvul.008G230300 Phvul.008G230300PF00171,PF00696PTHR11063,PTHR11063:SF13
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G274500.1 Phvul.008G274500 Phvul.008G274500PF02970 PTHR21500,PTHR21500:SF0
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
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Do not distribute

1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
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Do not distribute

1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.2 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.1 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.4 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
1 Phvul.008G289400.3 Phvul.008G289400 Phvul.008G289400 0 PTHR31110,PTHR31110:SF3
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
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Do not distribute

2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
2 Phvul.009G142100.1 Phvul.009G142100 Phvul.009G142100PF16499 PTHR11452,PTHR11452:SF33
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
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Do not distribute

1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.2 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
1 Phvul.009G177500.1 Phvul.009G177500 Phvul.009G177500PF02151,PF04379PTHR14289,PTHR14289:SF19
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
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Do not distribute

1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G115200.1 Phvul.010G115200 Phvul.010G115200 0 PTHR34061
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.010G145100.1 Phvul.010G145100 Phvul.010G145100PF07714 PTHR27001,PTHR27001:SF102
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
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Do not distribute

1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.011G213500.1 Phvul.011G213500 Phvul.011G213500PF00010 PTHR16223,PTHR16223:SF51
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
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Do not distribute

1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.2 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.3 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.L002946.1 Phvul.L002946 Phvul.L002946PF01833,PF13637,PF00612,PF03859PTHR23335,PTHR23335:SF1
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.002G141800.1 Phvul.002G141800 Phvul.002G141800PF05678 PTHR33783,PTHR33783:SF2
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
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Do not distribute

1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.001G062700.2 Phvul.001G062700 Phvul.001G062700PF00566 PTHR22957,PTHR22957:SF312
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
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Do not distribute

1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.2 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.3 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G006400.1 Phvul.002G006400 Phvul.002G006400PF13920 PTHR10044,PTHR10044:SF133
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
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Do not distribute

1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025200.1 Phvul.002G025200 Phvul.002G025200PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G025300.2 Phvul.002G025300 Phvul.002G025300PF00067 PTHR24298,PTHR24298:SF178
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
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Do not distribute

1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G057600.1 Phvul.002G057600 Phvul.002G057600PF14389,PF04784PTHR23054,PTHR23054:SF26
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
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Do not distribute

1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.1 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G098000.3 Phvul.002G098000 Phvul.002G098000PF04188 PTHR12468,PTHR12468:SF2
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.2 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G162800.1 Phvul.002G162800 Phvul.002G162800PF00400 PTHR22847,PTHR22847:SF443
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
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Do not distribute

1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.002G228000.2 Phvul.002G228000 Phvul.002G228000 0 PTHR36053
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G123400.1 Phvul.003G123400 Phvul.003G123400PF11976 PTHR10666
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
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Do not distribute

1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G128600.1 Phvul.003G128600 Phvul.003G128600PF08161 PTHR21576,PTHR21576:SF2
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G135700.1 Phvul.003G135700 Phvul.003G135700PF00010 PTHR12565,PTHR12565:SF180
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
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Do not distribute

1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.4 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G151600.3 Phvul.003G151600 Phvul.003G151600PF04116,PF12076PTHR11863,PTHR11863:SF2
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
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Do not distribute

1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G217800.1 Phvul.003G217800 Phvul.003G217800PF07731,PF00394,PF07732PTHR11709,PTHR11709:SF82
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
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Do not distribute

1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.2 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G230000.1 Phvul.003G230000 Phvul.003G230000 0 PTHR10190
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.003G283100.1 Phvul.003G283100 Phvul.003G283100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
1 Phvul.004G143900.1 Phvul.004G143900 Phvul.004G143900PF00520 PTHR10217,PTHR10217:SF475
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Do not distribute

1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.004G166100.1 Phvul.004G166100 Phvul.004G166100PF00578 PTHR10430
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G011800.1 Phvul.005G011800 Phvul.005G011800 0 0
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
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Do not distribute

1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
1 Phvul.005G123100.1 Phvul.005G123100 Phvul.005G123100PF00795 PTHR23088,PTHR23088:SF26
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
2 Phvul.006G041900.1 Phvul.006G041900 Phvul.006G041900PF04578,PF13968PTHR31325,PTHR31325:SF0
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
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Do not distribute

1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.006G181700.1 Phvul.006G181700 Phvul.006G181700PF08704 PTHR12133,PTHR12133:SF2
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.007G251800.1 Phvul.007G251800 Phvul.007G251800PF00085,PF00070PTHR22912,PTHR22912:SF48
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
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Do not distribute

1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
1 Phvul.008G181800.1 Phvul.008G181800 Phvul.008G181800PF00225 PTHR24115,PTHR24115:SF463
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
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Do not distribute

2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
2 Phvul.009G147000.1 Phvul.009G147000 Phvul.009G147000PF14418,PF01936PTHR14379,PTHR14379:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G175900.1 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
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Do not distribute

1 Phvul.009G175900.2 Phvul.009G175900 Phvul.009G175900PF13621 PTHR12480,PTHR12480:SF6
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.2 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
1 Phvul.009G207500.1 Phvul.009G207500 Phvul.009G207500PF00335 PTHR32191,PTHR32191:SF2
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
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Do not distribute

2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
2 Phvul.009G219300.1 Phvul.009G219300 Phvul.009G219300PF00069 PTHR27001,PTHR27001:SF69
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200PF03914 PTHR12048
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
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Do not distribute

1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.011G091400.1 Phvul.011G091400 Phvul.011G091400PF00847 PTHR31839
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
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Do not distribute

1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.3 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.2 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
1 Phvul.L002060.1 Phvul.L002060 Phvul.L002060PF00155 PTHR10289,PTHR10289:SF5
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Do not distribute

KOG KEGG KOG GO Best-hit-arabi-namearabi-symbol
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0
0 0 0 GO:0005515 AT3G27150.1 0

KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G10970.1 ATZIP4,ZIP4

0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
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Do not distribute

0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 2.7.11.1 0 GO:0005515 AT3G28890.1 AtRLP43,RLP43
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0
0 0 0 GO:0005515 AT5G12300.1 0

KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
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Do not distribute

KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4
KOG0907 3.5.1.52 0 GO:0045454,GO:0015035,GO:0006662AT1G08570.1 ACHT4

0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
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Do not distribute

0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
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Do not distribute

0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 3.2.1.39 0 GO:0005975,GO:0004553AT4G31140.1 0
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
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Do not distribute

0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32
0 0 0 GO:0003676,GO:0008270AT3G53500.2 RSZ32

KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
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Do not distribute

KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG1448 2.7.6.1 0 GO:0009116 AT1G10700.1 PRS3
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
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Do not distribute

KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG2095 2.7.7.7 K03509 GO:0006281,GO:0003684AT5G44740.2 POLH
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
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KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0
KOG1853,KOG1003,KOG41720 0 0 AT4G03000.1 0

0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 0 AT4G16695.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
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0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.2 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
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0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT3G10420.2 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 0 AT1G25550.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
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0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
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0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
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Do not distribute

0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0

KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1893 0 0 GO:0016021,GO:0008381AT2G48060.1 0
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
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Do not distribute

KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG1502 1.1.1.348 0 GO:0050662,GO:0003824AT2G45400.1 BEN1
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
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Do not distribute

KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0
KOG0794 0 K15161 GO:0019901,GO:0006355,GO:0000079,GO:0016592,GO:0016538AT5G48630.1 0

0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
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Do not distribute

KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG3109 3.1.3.74 0 0 AT5G02230.2 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
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Do not distribute

KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G56370.1 0

0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1
0 0 0 0 AT4G37460.1 SRFR1

KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
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Do not distribute

KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0
KOG2521 0 0 0 AT2G18245.1 0

0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
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Do not distribute

0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
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Do not distribute

0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
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Do not distribute

0 0 0 GO:0019901,GO:0006355,GO:0000079AT5G45190.1 0
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10370.1 ATGSTU17,ERD9,GST30,GST30B
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
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Do not distribute

KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG0406 2.5.1.18 K00799 GO:0005515 AT1G10360.1 ATGSTU18,GST29,GSTU18
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3
KOG1650 0 0 GO:0006813,GO:0055085,GO:0016021,GO:0015299,GO:0006812AT4G04850.2 ATKEA3,KEA3

0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
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Do not distribute

0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 0 0 0 AT5G42655.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
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Do not distribute

0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.2 FRA1

KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0
KOG4529 0 0 0 AT1G73380.1 0

0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
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Do not distribute

0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2
0 0 0 0 AT1G65680.1 ATEXPB2,ATHEXP BETA 1.4,EXPB2

KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0
KOG4495 0 0 GO:0005515 AT5G57860.3 0

0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
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Do not distribute

0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 2.7.11.22,2.7.11.23 0 GO:0006468,GO:0005524,GO:0004672AT5G39420.1 cdc2cAt
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4
0 1.10.3.2 K05909 GO:0005507,GO:0055114,GO:0016491AT2G38080.1 ATLMCO4,IRX12,LAC4,LMCO4

KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
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Do not distribute

KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0
KOG4696 0 0 0 AT5G24680.1 0

0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 0 0 0 AT2G40820.1 0
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
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Do not distribute

0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1

KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17
KOG0257 2.6.1.78,2.6.1.79,2.6.1.1K15849 GO:0030170,GO:0009058AT2G22250.3 AAT,ATAAT,MEE17

0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
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Do not distribute

0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 K15164 GO:0016592,GO:0006357,GO:0001104AT1G55325.2 GCT
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT2G22560.1 0
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
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Do not distribute

0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 0 0 0 AT1G34370.2 STOP1
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 2.3.1.12 0 GO:0016746,GO:0008152AT3G25860.1 LTA2,PLE2
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
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Do not distribute

0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 1.2.1.3 0 GO:0055114,GO:0016491,GO:0008152AT3G66658.2 ALDH22A1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K13462 GO:0032012,GO:0005086AT3G43300.1 ATMIN7,BEN1
0 0 K17086 GO:0016021 AT5G35160.2 0
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Do not distribute

0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 K17086 GO:0016021 AT5G35160.2 0
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1

Page 1025 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1 ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1

KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0
KOG4208 0 K14838 GO:0003676 AT5G04600.1 0

0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
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0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 0 AT5G54970.1 0
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
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0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
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0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 GO:0005515 AT2G26180.1 IQD6
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5
0 0 0 0 AT3G15390.1 SDE5

KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
KOG0995 0 K11547 0 AT3G54630.1 0
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KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
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KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG3427 0 0 GO:0005515 AT2G41020.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
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KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0
KOG2674 0 0 0 AT2G44140.1 0

0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 0 0 0 AT2G37660.1 0
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
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Do not distribute

0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2
0 PROLINE-MULTI,1.2.1.41,2.7.2.11K12657 GO:0055114,GO:0016491,GO:0008152AT3G55610.1 P5CS2

KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA
KOG3470 0 K17292 GO:0051082,GO:0015631,GO:0007021AT2G30410.2 KIS,TFCA

0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
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Do not distribute

0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
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Do not distribute

0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 0 0 0 AT5G48310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
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Do not distribute

0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 3.2.1.22 K07407 0 AT3G56310.1 0
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
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Do not distribute

0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16
0 0 K06195 GO:0005515 AT1G06110.1 SKIP16

KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0

0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
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Do not distribute

0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0
0 0 0 0 AT4G10810.1 0

KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT1G51940.1 0

0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
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Do not distribute

0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0046983 AT2G42280.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
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Do not distribute

0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 GO:0005515,GO:0005634,GO:0003677AT1G67310.1 0
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1
0 0 0 0 AT2G35230.1 IKU1

KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
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Do not distribute

KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG2197 0 0 0 AT3G49350.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
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KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG4172 0 0 0 AT2G35330.1 0
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
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Do not distribute

KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26330.1 CYP71B37
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34
KOG0156 1.14.13.121 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1 CYP71B34

0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
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Do not distribute

0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0
0 0 0 0 AT5G47380.1 0

KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
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Do not distribute

KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG2647 0 0 GO:0006506,GO:0004584AT1G11880.1 0
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2
KOG0265 0 K16240 GO:0005515 AT4G11110.1 SPA2

0 0 0 0 AT4G21720.1 0
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Do not distribute

0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0
0 0 0 0 AT4G21720.1 0

KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10
KOG0001 0 K08770 0 AT4G05320.2 UBQ10

0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
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Do not distribute

0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 K14794 0 AT2G34357.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0046983 AT5G56960.1 0
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE

Page 1047 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 0 0 GO:0055114,GO:0016491,GO:0006633,GO:0005506AT5G57800.1 CER3,FLP1,WAX2,YRE
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
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Do not distribute

0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT4G12420.2 SKU5
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
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Do not distribute

0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 3.1.3.48 0 GO:0004725 AT2G35320.1 ATEYA,EYA
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0
0 1.14.11.27 0 0 AT5G46910.1 0

KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
KOG0498 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT3G17700.1 ATCNGC20,CNBT1,CNGC20
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Do not distribute

KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
KOG0541 1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0

KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
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Do not distribute

KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1
KOG0806 3.5.1.53 K12251 GO:0016810,GO:0006807AT2G27450.1 ATNLP1,CPA,NLP1

0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0
0 0 0 0 AT5G45480.1 0

KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
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Do not distribute

KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0
KOG2915 2.1.1.220 K07442 GO:0031515,GO:0030488,GO:0016429AT5G14600.1 0

0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 1.8.1.9 K00384 GO:0045454,GO:0055114,GO:0016491AT2G41680.1 NTRC
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
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Do not distribute

0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G60930.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
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Do not distribute

0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0
0 0 0 GO:0010468,GO:0005777AT5G64710.1 0

KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
KOG2131 0 0 0 AT5G63080.1 0
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Do not distribute

KOG2131 0 0 0 AT5G63080.1 0
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG3882 0 0 GO:0016021 AT4G28050.1 TET7
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
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Do not distribute

KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G56720.3 0

0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 K14832 0 AT1G72440.1 EDA25,SWA2
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
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0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4
0 0 0 GO:0006355,GO:0003700AT4G25470.1 ATCBF2,CBF2,DREB1C,FTQ4

KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
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KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
KOG1368 4.1.2.5,4.1.2.48 0 GO:0030170,GO:0009058AT1G08630.4 THA1
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arabi-defline ID Annot_deflineIDENTIFIER NAME DESCRIPTION
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G094400PF01344 - Kelch motif (Kelch_1)  (1 of 34)Phvul.001G094400not assigned.annotated (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
zinc transporter 4 precursor Phvul.001G035800PTHR11040//PTHR11040:SF52 - ZINC/IRON TRANSPORTER // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G035800Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
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Do not distribute

receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
receptor like protein 43 Phvul.004G0996002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.004G099600not assigned.not annotated no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.006G030900PF00168 - C2 domain (C2)  (1 of 105)Phvul.006G030900not assigned.not annotated no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
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Do not distribute

atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical CYS  HIS rich thioredoxin 4Phvul.009G186300PTHR10438:SF263 - THIOREDOXIN-LIKE 1-2, CHLOROPLASTIC (1 of 1)Phvul.009G186300Redox homeostasis.chloroplast redox homeostasis.atypical thioredoxin (ACHT)atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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Do not distribute

O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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Do not distribute

O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
O-Glycosyl hydrolases family 17 proteinPhvul.001G0571003.2.1.39 - Glucan endo-1,3-beta-D-glucosidase / Laminarinase (1 of 65)Phvul.001G057100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
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Do not distribute

RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
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RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
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RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family protein with retrovirus zinc finger-like domainPhvul.001G172700K12896 - splicing factor, arginine/serine-rich 7 (SFRS7)  (1 of 3)Phvul.001G172700RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP factor activities.splicing factor (RSZ32|33)RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
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Do not distribute

phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
phosphoribosyl pyrophosphate (PRPP) synthase 3Phvul.002G150900PTHR10210:SF45 - RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 3, CHLOROPLASTIC (1 of 1)Phvul.002G150900Amino acid metabolism.biosynthesis.glutamate family.histidine.ribose-phosphate diphosphokinaseribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
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Y-family DNA polymerase H Phvul.002G188000K03509 - DNA polymerase eta (POLH)  (1 of 1)Phvul.002G188000DNA damage response.DNA repair polymerase activities.DNA polymerase eta (POLH)DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
Y-family DNA polymerase H Phvul.002G188000K03509 - DNA polymerase eta (POLH)  (1 of 1)Phvul.002G188000DNA damage response.DNA repair polymerase activities.DNA polymerase eta (POLH)DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
Y-family DNA polymerase H Phvul.002G188000K03509 - DNA polymerase eta (POLH)  (1 of 1)Phvul.002G188000DNA damage response.DNA repair polymerase activities.DNA polymerase eta (POLH)DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
Y-family DNA polymerase H Phvul.002G188000K03509 - DNA polymerase eta (POLH)  (1 of 1)Phvul.002G188000DNA damage response.DNA repair polymerase activities.DNA polymerase eta (POLH)DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
Y-family DNA polymerase H Phvul.002G188000K03509 - DNA polymerase eta (POLH)  (1 of 1)Phvul.002G188000DNA damage response.DNA repair polymerase activities.DNA polymerase eta (POLH)DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
Y-family DNA polymerase H Phvul.002G188000K03509 - DNA polymerase eta (POLH)  (1 of 1)Phvul.002G188000DNA damage response.DNA repair polymerase activities.DNA polymerase eta (POLH)DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
Y-family DNA polymerase H Phvul.002G188000K03509 - DNA polymerase eta (POLH)  (1 of 1)Phvul.002G188000DNA damage response.DNA repair polymerase activities.DNA polymerase eta (POLH)DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
Y-family DNA polymerase H Phvul.002G188000K03509 - DNA polymerase eta (POLH)  (1 of 1)Phvul.002G188000DNA damage response.DNA repair polymerase activities.DNA polymerase eta (POLH)DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
Y-family DNA polymerase H Phvul.002G188000K03509 - DNA polymerase eta (POLH)  (1 of 1)Phvul.002G188000DNA damage response.DNA repair polymerase activities.DNA polymerase eta (POLH)DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
Y-family DNA polymerase H Phvul.002G188000K03509 - DNA polymerase eta (POLH)  (1 of 1)Phvul.002G188000DNA damage response.DNA repair polymerase activities.DNA polymerase eta (POLH)DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
Y-family DNA polymerase H Phvul.002G188000K03509 - DNA polymerase eta (POLH)  (1 of 1)Phvul.002G188000DNA damage response.DNA repair polymerase activities.DNA polymerase eta (POLH)DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
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RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
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RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
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Do not distribute

RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
RING/U-box superfamily proteinPhvul.003G098100KOG1003//KOG1853//KOG4172 - Actin filament-coating protein tropomyosin // LIS1-interacting protein NUDE // Predicted E3 ubiquitin ligase (1 of 1)Phvul.003G098100not assigned.annotated (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)

0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G221800not assigned.not annotated no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)

Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
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Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.005G045433PTHR10026:SF7 - CYCLIN-C (1 of 3)Phvul.005G045433RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
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P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G025200PTHR20953:SF2 - PROTEIN SEEDLING PLASTID DEVELOPMENT 1 (1 of 2)Phvul.007G025200not assigned.not annotated no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
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myb-like transcription factor family proteinPhvul.007G102900PTHR31003:SF4 - GENOMIC DNA, CHROMOSOME 3, TAC CLONE:K13N2-RELATED (1 of 2)Phvul.007G102900RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
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Do not distribute

Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
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Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
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Do not distribute

Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.007G143100K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.007G143100RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &

0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
0 Phvul.007G168500KOG1893 - Uncharacterized conserved protein (1 of 2)Phvul.007G168500Solute transport.channels.mechanosensitive ion channel (Piezo)mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
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Do not distribute
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Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
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Do not distribute

Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.008G132450K15161 - cyclin C (CCNC, SSN8)  (1 of 2)Phvul.008G132450RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component CycCcomponent CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &

0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G149406not assigned.not annotated no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
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Do not distribute

Haloacid dehalogenase-like hydrolase (HAD) superfamily proteinPhvul.010G014800PTHR12725:SF79 - HALOACID DEHALOGENASE-LIKE HYDROLASE (1 of 1)Phvul.010G014800not assigned.not annotated no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
Haloacid dehalogenase-like hydrolase (HAD) superfamily proteinPhvul.010G014800PTHR12725:SF79 - HALOACID DEHALOGENASE-LIKE HYDROLASE (1 of 1)Phvul.010G014800not assigned.not annotated no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
Haloacid dehalogenase-like hydrolase (HAD) superfamily proteinPhvul.010G014800PTHR12725:SF79 - HALOACID DEHALOGENASE-LIKE HYDROLASE (1 of 1)Phvul.010G014800not assigned.not annotated no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
Haloacid dehalogenase-like hydrolase (HAD) superfamily proteinPhvul.010G014800PTHR12725:SF79 - HALOACID DEHALOGENASE-LIKE HYDROLASE (1 of 1)Phvul.010G014800not assigned.not annotated no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
Haloacid dehalogenase-like hydrolase (HAD) superfamily proteinPhvul.010G014800PTHR12725:SF79 - HALOACID DEHALOGENASE-LIKE HYDROLASE (1 of 1)Phvul.010G014800not assigned.not annotated no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
Haloacid dehalogenase-like hydrolase (HAD) superfamily proteinPhvul.010G014800PTHR12725:SF79 - HALOACID DEHALOGENASE-LIKE HYDROLASE (1 of 1)Phvul.010G014800not assigned.not annotated no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
Haloacid dehalogenase-like hydrolase (HAD) superfamily proteinPhvul.010G014800PTHR12725:SF79 - HALOACID DEHALOGENASE-LIKE HYDROLASE (1 of 1)Phvul.010G014800not assigned.not annotated no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
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Leucine-rich repeat protein kinase family proteinPhvul.010G070400PF00069//PF00560//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 43)Phvul.010G070400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-VII)protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
Leucine-rich repeat protein kinase family proteinPhvul.010G070400PF00069//PF00560//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 43)Phvul.010G070400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-VII)protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.002G013866PTHR23083//PTHR23083:SF443 - TETRATRICOPEPTIDE REPEAT PROTEIN, TPR // SUBFAMILY NOT NAMED (1 of 3)Phvul.002G013866not assigned.annotated (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
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Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.002G013866PTHR23083//PTHR23083:SF443 - TETRATRICOPEPTIDE REPEAT PROTEIN, TPR // SUBFAMILY NOT NAMED (1 of 3)Phvul.002G013866not assigned.annotated (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.002G013866PTHR23083//PTHR23083:SF443 - TETRATRICOPEPTIDE REPEAT PROTEIN, TPR // SUBFAMILY NOT NAMED (1 of 3)Phvul.002G013866not assigned.annotated (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.002G013866PTHR23083//PTHR23083:SF443 - TETRATRICOPEPTIDE REPEAT PROTEIN, TPR // SUBFAMILY NOT NAMED (1 of 3)Phvul.002G013866not assigned.annotated (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
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Do not distribute
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alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
alpha/beta-Hydrolases superfamily proteinPhvul.002G032300KOG2521 - Uncharacterized conserved protein (1 of 4)Phvul.002G032300not assigned.not annotated no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
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Do not distribute

Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
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Do not distribute

Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
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Do not distribute

Cyclin family protein Phvul.002G047100PTHR10026//PTHR10026:SF67 - CYCLIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G047100Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCT)cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
Glutathione S-transferase family proteinPhvul.002G080100PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080100Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
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glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
glutathione S-transferase TAU 18Phvul.002G080200PTHR11260:SF193 - GLUTATHIONE S-TRANSFERASE U11-RELATED (1 of 2)Phvul.002G080200Protein modification.S-glutathionylation.glutathione S-transferase activities.class tau glutathione S-transferaseclass tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
K+ efflux antiporter 3 Phvul.002G216200PTHR16254:SF6 - K(+) EFFLUX ANTIPORTER 3, CHLOROPLASTIC (1 of 1)Phvul.002G216200Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
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Do not distribute

Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
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Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
Disease resistance-responsive (dirigent-like protein) family proteinPhvul.002G325500PTHR21495:SF79 - DISEASE RESISTANCE-RESPONSIVE (DIRIGENT-LIKE PROTEIN) FAMILY PROTEIN (1 of 2)Phvul.002G325500not assigned.not annotated no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
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Do not distribute

P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G241500K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.003G241500Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &

0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
0 Phvul.004G137100PTHR13379 - UNCHARACTERIZED DUF1308 (1 of 1)Phvul.004G137100not assigned.not annotated no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)

expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
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expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
expansin B2 Phvul.007G235300PTHR31692:SF3 - BETA EXPANSIN 6-RELATED (1 of 4)Phvul.007G235300not assigned.annotated (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
Ubiquitin-like superfamily proteinPhvul.007G242700KOG4495 - RNA polymerase II transcription elongation factor Elongin/SIII, subunit elongin B (1 of 1)Phvul.007G242700not assigned.not annotated no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
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Do not distribute

CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
CDC2C Phvul.008G039800PTHR24056//PTHR24056:SF188 - CELL DIVISION PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G039800Protein modification.phosphorylation.CMGC protein kinase superfamily.CDK protein kinase families.protein kinase (CDK9)protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Laccase/Diphenol oxidase family proteinPhvul.008G263100PTHR11709:SF103 - LACCASE-16 (1 of 7)Phvul.008G263100Cell wall organisation.lignin.monolignol conjugation and polymerization.lignin laccaselignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
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Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
Peptidase C78, ubiquitin fold modifier-specific peptidase 1/ 2Phvul.009G040600KOG4696 - Uncharacterized conserved protein (1 of 2)Phvul.009G040600not assigned.not annotated no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)

0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
0 Phvul.001G119900PF16709 - Fused Ig-PH domain of plant-specific actin-binding protein (SCAB-IgPH)  (1 of 3)Phvul.001G119900Cytoskeleton organisation.microfilament network.actin organisation.regulator protein (SCAB)SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &

ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
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ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
ATP binding cassette subfamily B1Phvul.001G179300PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.001G179300Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
aspartate aminotransferase Phvul.001G2505002.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminase (1 of 3)Phvul.001G250500Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.prephenate aminotransferase (PPA-AT)prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
aspartate aminotransferase Phvul.001G2505002.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminase (1 of 3)Phvul.001G250500Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.prephenate aminotransferase (PPA-AT)prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
aspartate aminotransferase Phvul.001G2505002.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminase (1 of 3)Phvul.001G250500Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.prephenate aminotransferase (PPA-AT)prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
aspartate aminotransferase Phvul.001G2505002.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminase (1 of 3)Phvul.001G250500Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.prephenate aminotransferase (PPA-AT)prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
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aspartate aminotransferase Phvul.001G2505002.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminase (1 of 3)Phvul.001G250500Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.prephenate aminotransferase (PPA-AT)prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
aspartate aminotransferase Phvul.001G2505002.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminase (1 of 3)Phvul.001G250500Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.prephenate aminotransferase (PPA-AT)prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
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aspartate aminotransferase Phvul.001G2505002.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminase (1 of 3)Phvul.001G250500Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.prephenate aminotransferase (PPA-AT)prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
aspartate aminotransferase Phvul.001G2505002.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminase (1 of 3)Phvul.001G250500Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.prephenate aminotransferase (PPA-AT)prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
aspartate aminotransferase Phvul.001G2505002.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminase (1 of 3)Phvul.001G250500Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.prephenate aminotransferase (PPA-AT)prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
aspartate aminotransferase Phvul.001G2505002.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminase (1 of 3)Phvul.001G250500Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.prephenate aminotransferase (PPA-AT)prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
aspartate aminotransferase Phvul.001G2505002.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminase (1 of 3)Phvul.001G250500Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.prephenate aminotransferase (PPA-AT)prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
aspartate aminotransferase Phvul.001G2505002.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminase (1 of 3)Phvul.001G250500Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.prephenate aminotransferase (PPA-AT)prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
aspartate aminotransferase Phvul.001G2505002.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminase (1 of 3)Phvul.001G250500Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.prephenate aminotransferase (PPA-AT)prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
aspartate aminotransferase Phvul.001G2505002.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminase (1 of 3)Phvul.001G250500Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.prephenate aminotransferase (PPA-AT)prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
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RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
RNA polymerase II transcription mediatorsPhvul.001G269300K15164 - mediator of RNA polymerase II transcription subunit 13 (MED13)  (1 of 1)Phvul.001G269300RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.kinase module.component MED13component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
Kinase interacting (KIP1-like) family proteinPhvul.002G146900PTHR31631:SF0 - KINASE INTERACTING (KIP1-LIKE) FAMILY PROTEIN (1 of 2)Phvul.002G146900Cytoskeleton organisation.microfilament network.actin-membrane compartment interaction.NET-type actin-membrane nexus protein families.actin-binding protein (NET2)actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
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Do not distribute

C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G256900PTHR10593//PTHR10593:SF41 - SERINE/THREONINE-PROTEIN KINASE RIO // SUBFAMILY NOT NAMED (1 of 6)Phvul.002G256900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
2-oxoacid dehydrogenases acyltransferase family proteinPhvul.003G0351012.3.1.12 - Dihydrolipoyllysine-residue acetyltransferase / Transacetylase X (1 of 5)Phvul.003G035101not assigned.annotated (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)

0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
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Do not distribute

0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.003G060401not assigned.not annotated no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)

aldehyde dehydrogenase 22A1Phvul.003G113500PTHR11699:SF25 - ALDEHYDE DEHYDROGENASE-LIKE PROTEIN YHR039C-RELATED (1 of 1)Phvul.003G113500Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donorAldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
aldehyde dehydrogenase 22A1Phvul.003G113500PTHR11699:SF25 - ALDEHYDE DEHYDROGENASE-LIKE PROTEIN YHR039C-RELATED (1 of 1)Phvul.003G113500Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donorAldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
aldehyde dehydrogenase 22A1Phvul.003G113500PTHR11699:SF25 - ALDEHYDE DEHYDROGENASE-LIKE PROTEIN YHR039C-RELATED (1 of 1)Phvul.003G113500Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donorAldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
aldehyde dehydrogenase 22A1Phvul.003G113500PTHR11699:SF25 - ALDEHYDE DEHYDROGENASE-LIKE PROTEIN YHR039C-RELATED (1 of 1)Phvul.003G113500Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donorAldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
aldehyde dehydrogenase 22A1Phvul.003G113500PTHR11699:SF25 - ALDEHYDE DEHYDROGENASE-LIKE PROTEIN YHR039C-RELATED (1 of 1)Phvul.003G113500Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donorAldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
aldehyde dehydrogenase 22A1Phvul.003G113500PTHR11699:SF25 - ALDEHYDE DEHYDROGENASE-LIKE PROTEIN YHR039C-RELATED (1 of 1)Phvul.003G113500Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donorAldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
aldehyde dehydrogenase 22A1Phvul.003G113500PTHR11699:SF25 - ALDEHYDE DEHYDROGENASE-LIKE PROTEIN YHR039C-RELATED (1 of 1)Phvul.003G113500Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donorAldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
aldehyde dehydrogenase 22A1Phvul.003G113500PTHR11699:SF25 - ALDEHYDE DEHYDROGENASE-LIKE PROTEIN YHR039C-RELATED (1 of 1)Phvul.003G113500Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donorAldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
aldehyde dehydrogenase 22A1Phvul.003G113500PTHR11699:SF25 - ALDEHYDE DEHYDROGENASE-LIKE PROTEIN YHR039C-RELATED (1 of 1)Phvul.003G113500Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donorAldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
aldehyde dehydrogenase 22A1Phvul.003G113500PTHR11699:SF25 - ALDEHYDE DEHYDROGENASE-LIKE PROTEIN YHR039C-RELATED (1 of 1)Phvul.003G113500Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donorAldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
aldehyde dehydrogenase 22A1Phvul.003G113500PTHR11699:SF25 - ALDEHYDE DEHYDROGENASE-LIKE PROTEIN YHR039C-RELATED (1 of 1)Phvul.003G113500Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donorAldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
aldehyde dehydrogenase 22A1Phvul.003G113500PTHR11699:SF25 - ALDEHYDE DEHYDROGENASE-LIKE PROTEIN YHR039C-RELATED (1 of 1)Phvul.003G113500Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donorAldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
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Endomembrane protein 70 protein familyPhvul.003G175400PTHR10766:SF54 - ENDOMEMBRANE FAMILY PROTEIN 70 (1 of 2)Phvul.003G175400not assigned.annotated (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
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Do not distribute

Endomembrane protein 70 protein familyPhvul.003G175400PTHR10766:SF54 - ENDOMEMBRANE FAMILY PROTEIN 70 (1 of 2)Phvul.003G175400not assigned.annotated (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
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Endomembrane protein 70 protein familyPhvul.003G175400PTHR10766:SF54 - ENDOMEMBRANE FAMILY PROTEIN 70 (1 of 2)Phvul.003G175400not assigned.annotated (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
Endomembrane protein 70 protein familyPhvul.003G175400PTHR10766:SF54 - ENDOMEMBRANE FAMILY PROTEIN 70 (1 of 2)Phvul.003G175400not assigned.annotated (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
Endomembrane protein 70 protein familyPhvul.003G175400PTHR10766:SF54 - ENDOMEMBRANE FAMILY PROTEIN 70 (1 of 2)Phvul.003G175400not assigned.annotated (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
Endomembrane protein 70 protein familyPhvul.003G175400PTHR10766:SF54 - ENDOMEMBRANE FAMILY PROTEIN 70 (1 of 2)Phvul.003G175400not assigned.annotated (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
Endomembrane protein 70 protein familyPhvul.003G175400PTHR10766:SF54 - ENDOMEMBRANE FAMILY PROTEIN 70 (1 of 2)Phvul.003G175400not assigned.annotated (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
Endomembrane protein 70 protein familyPhvul.003G175400PTHR10766:SF54 - ENDOMEMBRANE FAMILY PROTEIN 70 (1 of 2)Phvul.003G175400not assigned.annotated (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
Endomembrane protein 70 protein familyPhvul.003G175400PTHR10766:SF54 - ENDOMEMBRANE FAMILY PROTEIN 70 (1 of 2)Phvul.003G175400not assigned.annotated (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
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homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
homeobox 1 Phvul.003G192900KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.005G089300K14838 - nucleolar protein 15 (NOP15)  (1 of 1)Phvul.005G089300Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear assembly.assembly factor (NOP15)pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &

0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
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Do not distribute

0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G115200not assigned.not annotated no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)

IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
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Do not distribute

IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
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Do not distribute

IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
IQ-domain 6 Phvul.005G157700PF00612 - IQ calmodulin-binding motif (IQ)  (1 of 63)Phvul.005G157700not assigned.not annotated no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
silencing defective 5 Phvul.006G186500PTHR13308:SF17 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MJK13 (1 of 1)Phvul.006G186500not assigned.annotated (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)

0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
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0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
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0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
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0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
0 Phvul.006G211900K11547 - kinetochore protein NDC80 (NDC80, HEC1, TID3)  (1 of 1)Phvul.006G211900Cell cycle organisation.mitosis and meiosis.chromosome segregation.kinetochore proteins.NDC80 outer kinetochore complex.component NDC80component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
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Do not distribute

WW domain-containing proteinPhvul.007G243700K12865 - polyglutamine-binding protein 1 (PQBP1, NPW38)  (1 of 1)Phvul.007G243700not assigned.not annotated no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
WW domain-containing proteinPhvul.007G243700K12865 - polyglutamine-binding protein 1 (PQBP1, NPW38)  (1 of 1)Phvul.007G243700not assigned.not annotated no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
WW domain-containing proteinPhvul.007G243700K12865 - polyglutamine-binding protein 1 (PQBP1, NPW38)  (1 of 1)Phvul.007G243700not assigned.not annotated no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
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WW domain-containing proteinPhvul.007G243700K12865 - polyglutamine-binding protein 1 (PQBP1, NPW38)  (1 of 1)Phvul.007G243700not assigned.not annotated no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
WW domain-containing proteinPhvul.007G243700K12865 - polyglutamine-binding protein 1 (PQBP1, NPW38)  (1 of 1)Phvul.007G243700not assigned.not annotated no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
WW domain-containing proteinPhvul.007G243700K12865 - polyglutamine-binding protein 1 (PQBP1, NPW38)  (1 of 1)Phvul.007G243700not assigned.not annotated no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
WW domain-containing proteinPhvul.007G243700K12865 - polyglutamine-binding protein 1 (PQBP1, NPW38)  (1 of 1)Phvul.007G243700not assigned.not annotated no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
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Do not distribute
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Do not distribute
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Peptidase family C54 protein Phvul.008G048900K08342 - cysteine protease ATG4 (ATG4)  (1 of 1)Phvul.008G048900Protein homeostasis.autophagy.ATG8/ATG12 conjugation system.ATG8-maturation peptidase (ATG4)ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
Peptidase family C54 protein Phvul.008G048900K08342 - cysteine protease ATG4 (ATG4)  (1 of 1)Phvul.008G048900Protein homeostasis.autophagy.ATG8/ATG12 conjugation system.ATG8-maturation peptidase (ATG4)ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
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Peptidase family C54 protein Phvul.008G048900K08342 - cysteine protease ATG4 (ATG4)  (1 of 1)Phvul.008G048900Protein homeostasis.autophagy.ATG8/ATG12 conjugation system.ATG8-maturation peptidase (ATG4)ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
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Peptidase family C54 protein Phvul.008G048900K08342 - cysteine protease ATG4 (ATG4)  (1 of 1)Phvul.008G048900Protein homeostasis.autophagy.ATG8/ATG12 conjugation system.ATG8-maturation peptidase (ATG4)ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
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NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
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NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
NAD(P)-binding Rossmann-fold superfamily proteinPhvul.008G119600PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.008G119600not assigned.annotated (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
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delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
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Do not distribute

delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
delta 1-pyrroline-5-carboxylate synthase 2Phvul.008G2303001.2.1.41//2.7.2.11//PROLINE-MULTI - Glutamate-5-semialdehyde dehydrogenase / Glutamyl-gamma-semialdehyde dehydrogenase // Glutamate 5-kinase / Gamma-glutamyl kinase  (1 of 2)Phvul.008G230300Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.proline.main pathway.pyrroline-5-carboxylate synthetasepyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
tubulin folding cofactor A (KIESEL)Phvul.008G274500K17292 - tubulin-specific chaperone A (TBCA)  (1 of 1)Phvul.008G274500Cytoskeleton organisation.actin and tubulin folding.post-CCT Tubulin folding pathway.TFC tubulin folding cofactors.cofactor (TFC-A)TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &

0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
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Do not distribute

0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
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Do not distribute

0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
0 0 0 Phvul.008G289400not assigned.not annotated no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)

Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Melibiase family protein Phvul.009G142100K07407 - alpha-galactosidase (E3.2.1.22B, galA, rafA)  (1 of 3)Phvul.009G142100Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseAlpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &

Page 1102 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute
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SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
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Do not distribute

SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
SKP1/ASK-interacting protein 16Phvul.009G177500K06195 - ApaG protein (apaG)  (1 of 2)Phvul.009G177500not assigned.not annotated no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &

0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
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Do not distribute

0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.010G115200not assigned.not annotated no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)

protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase family protein / peptidoglycan-binding LysM domain-containing proteinPhvul.010G145100PTHR27001:SF102 - LYSM DOMAIN RECEPTOR-LIKE KINASE 3 (1 of 2)Phvul.010G145100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LysM)protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &

Page 1105 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.011G213500PF00010 - Helix-loop-helix DNA-binding domain (HLH)  (1 of 158)Phvul.011G213500RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
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Do not distribute

Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
Calmodulin-binding transcription activator protein with CG-1 and Ankyrin domainsPhvul.L002946PTHR23335:SF1 - CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 4 (1 of 2)Phvul.L002946RNA biosynthesis.transcriptional regulation.transcription factor (CAMTA)transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
VQ motif-containing protein Phvul.002G141800PF05678 - VQ motif (VQ)  (1 of 39)Phvul.002G141800not assigned.not annotated no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
VQ motif-containing protein Phvul.002G141800PF05678 - VQ motif (VQ)  (1 of 39)Phvul.002G141800not assigned.not annotated no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
VQ motif-containing protein Phvul.002G141800PF05678 - VQ motif (VQ)  (1 of 39)Phvul.002G141800not assigned.not annotated no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
VQ motif-containing protein Phvul.002G141800PF05678 - VQ motif (VQ)  (1 of 39)Phvul.002G141800not assigned.not annotated no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
VQ motif-containing protein Phvul.002G141800PF05678 - VQ motif (VQ)  (1 of 39)Phvul.002G141800not assigned.not annotated no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
VQ motif-containing protein Phvul.002G141800PF05678 - VQ motif (VQ)  (1 of 39)Phvul.002G141800not assigned.not annotated no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
VQ motif-containing protein Phvul.002G141800PF05678 - VQ motif (VQ)  (1 of 39)Phvul.002G141800not assigned.not annotated no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
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VQ motif-containing protein Phvul.002G141800PF05678 - VQ motif (VQ)  (1 of 39)Phvul.002G141800not assigned.not annotated no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
VQ motif-containing protein Phvul.002G141800PF05678 - VQ motif (VQ)  (1 of 39)Phvul.002G141800not assigned.not annotated no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
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Ypt/Rab-GAP domain of gyp1p superfamily proteinPhvul.001G062700PTHR22957:SF312 - RABGAP/TBC DOMAIN-CONTAINING PROTEIN (1 of 1)Phvul.001G062700Vesicle trafficking.regulation of membrane tethering and fusion.RAB-GTPase-activating protein (RAB-GAP)RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
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Do not distribute
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cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &

Page 1109 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 37Phvul.002G0252001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.002G0253001.14.13.121 - Premnaspirodiene oxygenase / Hyoscymus muticus premnaspirodiene oxygenase (1 of 13)Phvul.002G025300Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
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Do not distribute

Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
Protein of unknown function, DUF547Phvul.002G057600PF04784//PF14389 - Protein of unknown function, DUF547 (DUF547)  // Leucine-zipper of ternary complex factor MIP1 (Lzipper-MIP1)  (1 of 11)Phvul.002G057600not assigned.not annotated no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
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Do not distribute

transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
transferases, transferring hexosyl groupsPhvul.002G098000K07542 - phosphatidylinositol glycan, class V (PIGV)  (1 of 2)Phvul.002G098000Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.mannosyltransferase-II (PIG-V)mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
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SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
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SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
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SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
SPA1-related 2 Phvul.002G162800PTHR22847:SF443 - PROTEIN SPA1-RELATED 2 (1 of 2)Phvul.002G162800External stimuli response.light.red/far red light.CUL4-DDB1 ubiquitination complex.COP1-SPA substrate adaptor subcomplex.regulator component SPAregulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &

0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
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Do not distribute

0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
0 0 0 Phvul.002G228000not assigned.not annotated no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)

polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
polyubiquitin 10 Phvul.003G123400K08770 - ubiquitin C (UBC)  (1 of 14)Phvul.003G123400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-fold protein (UBQ)ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
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Do not distribute

ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
ARM repeat superfamily proteinPhvul.003G128600PTHR21576:SF2 - RRP12-LIKE PROTEIN (1 of 1)Phvul.003G128600not assigned.not annotated no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G135700PTHR12565//PTHR12565:SF180 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G135700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
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Do not distribute

Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Fatty acid hydroxylase superfamilyPhvul.003G151600PTHR11863:SF2 - PROTEIN ECERIFERUM 3 (1 of 1)Phvul.003G151600Cell wall organisation.cutin and suberin.cuticular lipid formation.alkane-forming pathway.CER1-CER3 alkane-forming complex.aldehyde-generating component CER3aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
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Do not distribute

Cupredoxin superfamily proteinPhvul.003G217800PTHR11709:SF82 - MONOCOPPER OXIDASE-LIKE PROTEIN SKU5 (1 of 2)Phvul.003G217800Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorMonocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Cupredoxin superfamily proteinPhvul.003G217800PTHR11709:SF82 - MONOCOPPER OXIDASE-LIKE PROTEIN SKU5 (1 of 2)Phvul.003G217800Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorMonocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Cupredoxin superfamily proteinPhvul.003G217800PTHR11709:SF82 - MONOCOPPER OXIDASE-LIKE PROTEIN SKU5 (1 of 2)Phvul.003G217800Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorMonocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Cupredoxin superfamily proteinPhvul.003G217800PTHR11709:SF82 - MONOCOPPER OXIDASE-LIKE PROTEIN SKU5 (1 of 2)Phvul.003G217800Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorMonocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Cupredoxin superfamily proteinPhvul.003G217800PTHR11709:SF82 - MONOCOPPER OXIDASE-LIKE PROTEIN SKU5 (1 of 2)Phvul.003G217800Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorMonocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Cupredoxin superfamily proteinPhvul.003G217800PTHR11709:SF82 - MONOCOPPER OXIDASE-LIKE PROTEIN SKU5 (1 of 2)Phvul.003G217800Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorMonocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Cupredoxin superfamily proteinPhvul.003G217800PTHR11709:SF82 - MONOCOPPER OXIDASE-LIKE PROTEIN SKU5 (1 of 2)Phvul.003G217800Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorMonocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Cupredoxin superfamily proteinPhvul.003G217800PTHR11709:SF82 - MONOCOPPER OXIDASE-LIKE PROTEIN SKU5 (1 of 2)Phvul.003G217800Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorMonocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
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Do not distribute

EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
EYES ABSENT homolog Phvul.003G230000PTHR10190 - EYES ABSENT (1 of 1)Phvul.003G230000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.phosphatase (EYA)phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.003G283100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.003G283100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
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cyclic nucleotide-binding transporter 1Phvul.004G143900PTHR10217:SF475 - CYCLIC NUCLEOTIDE-GATED ION CHANNEL 19-RELATED (1 of 6)Phvul.004G143900Solute transport.channels.VIC superfamily.cyclic nucleotide-gated cation channel (CNGC)cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-binding transporter 1Phvul.004G143900PTHR10217:SF475 - CYCLIC NUCLEOTIDE-GATED ION CHANNEL 19-RELATED (1 of 6)Phvul.004G143900Solute transport.channels.VIC superfamily.cyclic nucleotide-gated cation channel (CNGC)cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-binding transporter 1Phvul.004G143900PTHR10217:SF475 - CYCLIC NUCLEOTIDE-GATED ION CHANNEL 19-RELATED (1 of 6)Phvul.004G143900Solute transport.channels.VIC superfamily.cyclic nucleotide-gated cation channel (CNGC)cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-binding transporter 1Phvul.004G143900PTHR10217:SF475 - CYCLIC NUCLEOTIDE-GATED ION CHANNEL 19-RELATED (1 of 6)Phvul.004G143900Solute transport.channels.VIC superfamily.cyclic nucleotide-gated cation channel (CNGC)cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
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Do not distribute

thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
thioredoxin-dependent peroxidase 1Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &

0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
0 0 0 Phvul.005G011800not assigned.not annotated no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)

nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
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Do not distribute

nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
nitrilase-like protein 1 Phvul.005G123100K12251 - N-carbamoylputrescine amidase (aguB)  (1 of 1)Phvul.005G123100Polyamine metabolism.putrescine biosynthesis.plastidial/nuclear pathway.N-carbamoylputrescine amidohydrolaseN-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
Protein of unknown function (DUF594)Phvul.006G041900PF04578 - Protein of unknown function, DUF594 (DUF594)  (1 of 3)Phvul.006G041900not assigned.not annotated no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &

Page 1119 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.006G1817002.1.1.220 - tRNA (adenine(58)-N(1))-methyltransferase / tRNA m(1)A(58) methyltransferase (1 of 2)Phvul.006G181700RNA processing.tRNA modification.methylation.TRM61-TRM6 tRNA adenosine-methyltransferase complex.component TRM61component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase CPhvul.007G251800PTHR22912:SF48 - NADPH-DEPENDENT THIOREDOXIN REDUCTASE 3 (1 of 1)Phvul.007G251800Redox homeostasis.chloroplast redox homeostasis.NADPH-dependent thioredoxin reductaseNADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
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P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G181800K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.008G181800Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
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Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
Putative endonuclease or glycosyl hydrolasePhvul.009G147000PTHR14379:SF6 - EMB (1 of 2)Phvul.009G147000not assigned.not annotated no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
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Do not distribute

2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G175900PTHR12480:SF6 - JMJC DOMAIN-CONTAINING PROTEIN 4 (1 of 1)Phvul.009G175900RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
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tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
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tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
tetraspanin7 Phvul.009G207500PTHR32191:SF2 - TETRASPANIN-11-RELATED (1 of 2)Phvul.009G207500not assigned.annotated (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
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Do not distribute

Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
Protein kinase superfamily proteinPhvul.009G219300PTHR27001:SF69 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G219300Protein modification.phosphorylation.TKL protein kinase superfamily.receptor-like protein kinase (RLCK-V)receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
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Do not distribute

C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
C-repeat/DRE binding factor 2Phvul.011G091400PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.011G091400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
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threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase 1 Phvul.L0020604.1.2.5 - L-threonine aldolase / L-threonine acetaldehyde-lyase (1 of 2)Phvul.L002060Amino acid metabolism.degradation.threonine.threonine aldolasethreonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
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 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
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atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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Do not distribute

Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &

Page 1131 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
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ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
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DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
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 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)

Page 1140 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
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protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
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cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &

Page 1146 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
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cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
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class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
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motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
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 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
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protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
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subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
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component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
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C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
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 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
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transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
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Do not distribute

 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
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Do not distribute

ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
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pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
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Do not distribute

Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
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transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
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transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
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RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
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 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
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Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
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mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
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Do not distribute

aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
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Do not distribute

Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
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phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
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type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
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N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
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component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
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motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)

Page 1188 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
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transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
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receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
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transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
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threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
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 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37168798 transcript=Phvul.001G035800.1 locus=Phvul.001G035800 ID=Phvul.001G035800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162926 transcript=Phvul.004G099600.1 locus=Phvul.004G099600 ID=Phvul.004G099600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173388 transcript=Phvul.006G030900.1 locus=Phvul.006G030900 ID=Phvul.006G030900.1.v2.1 annot-version=v2.1)
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
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atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
atypical thioredoxin (ACHT) (original description: pacid=37151597 transcript=Phvul.009G186300.1 locus=Phvul.009G186300 ID=Phvul.009G186300.1.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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Do not distribute

Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &

Page 1197 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
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RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
RSZ32/33 RNA splicing factor (original description: pacid=37170983 transcript=Phvul.001G172700.4 locus=Phvul.001G172700 ID=Phvul.001G172700.4.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
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ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
ribose-phosphate diphosphokinase (original description: pacid=37176578 transcript=Phvul.002G150900.1 locus=Phvul.002G150900 ID=Phvul.002G150900.1.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
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DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
DNA polymerase eta (POLH) (original description: pacid=37178670 transcript=Phvul.002G188000.2 locus=Phvul.002G188000 ID=Phvul.002G188000.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
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 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144566 transcript=Phvul.003G221800.3 locus=Phvul.003G221800 ID=Phvul.003G221800.3.v2.1 annot-version=v2.1)
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167413 transcript=Phvul.007G025200.1 locus=Phvul.007G025200 ID=Phvul.007G025200.1.v2.1 annot-version=v2.1)
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37165390 transcript=Phvul.007G102900.1 locus=Phvul.007G102900 ID=Phvul.007G102900.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
mechanosensitive ion channel (Piezo) (original description: pacid=37166429 transcript=Phvul.007G168500.1 locus=Phvul.007G168500 ID=Phvul.007G168500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
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 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161005 transcript=Phvul.008G149406.1 locus=Phvul.008G149406 ID=Phvul.008G149406.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143069 transcript=Phvul.010G014800.2 locus=Phvul.010G014800 ID=Phvul.010G014800.2.v2.1 annot-version=v2.1)
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
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protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37144282 transcript=Phvul.010G070400.1 locus=Phvul.010G070400 ID=Phvul.010G070400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174423 transcript=Phvul.002G032300.2 locus=Phvul.002G032300 ID=Phvul.002G032300.2.v2.1 annot-version=v2.1)
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
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cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
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cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
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cyclin (CYCT) (original description: pacid=37174683 transcript=Phvul.002G047100.5 locus=Phvul.002G047100 ID=Phvul.002G047100.5.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37175778 transcript=Phvul.002G080100.1 locus=Phvul.002G080100 ID=Phvul.002G080100.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
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class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
class tau glutathione S-transferase (original description: pacid=37177236 transcript=Phvul.002G080200.1 locus=Phvul.002G080200 ID=Phvul.002G080200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37176947 transcript=Phvul.002G216200.1 locus=Phvul.002G216200 ID=Phvul.002G216200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178624 transcript=Phvul.002G325500.1 locus=Phvul.002G325500 ID=Phvul.002G325500.1.v2.1 annot-version=v2.1)
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
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motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37146019 transcript=Phvul.003G241500.2 locus=Phvul.003G241500 ID=Phvul.003G241500.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162489 transcript=Phvul.004G137100.3 locus=Phvul.004G137100 ID=Phvul.004G137100.3.v2.1 annot-version=v2.1)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)

Page 1218 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167144 transcript=Phvul.007G242700.1 locus=Phvul.007G242700 ID=Phvul.007G242700.1.v2.1 annot-version=v2.1)
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
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protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
protein kinase (CDK9) (original description: pacid=37159905 transcript=Phvul.008G039800.5 locus=Phvul.008G039800 ID=Phvul.008G039800.5.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
lignin laccase (original description: pacid=37159106 transcript=Phvul.008G263100.1 locus=Phvul.008G263100 ID=Phvul.008G263100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148901 transcript=Phvul.009G040600.1 locus=Phvul.009G040600 ID=Phvul.009G040600.1.v2.1 annot-version=v2.1)
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
SCAB actin organisation regulator protein (original description: pacid=37168517 transcript=Phvul.001G119900.1 locus=Phvul.001G119900 ID=Phvul.001G119900.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
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subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
subfamily ABCB transporter (original description: pacid=37171204 transcript=Phvul.001G179300.1 locus=Phvul.001G179300 ID=Phvul.001G179300.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
prephenate aminotransferase (PPA-AT) (original description: pacid=37169506 transcript=Phvul.001G250500.1 locus=Phvul.001G250500 ID=Phvul.001G250500.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
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component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
actin-binding protein (NET2) (original description: pacid=37176096 transcript=Phvul.002G146900.1 locus=Phvul.002G146900 ID=Phvul.002G146900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
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C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37174741 transcript=Phvul.002G256900.1 locus=Phvul.002G256900 ID=Phvul.002G256900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147802 transcript=Phvul.003G060401.1 locus=Phvul.003G060401 ID=Phvul.003G060401.1.v2.1 annot-version=v2.1)
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
BIG-type ARF-GTPase guanyl-nucleotide exchange factor (original description: pacid=37147568 transcript=Phvul.003G126000.1 locus=Phvul.003G126000 ID=Phvul.003G126000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
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Do not distribute

 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
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transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
pre-60S ribosomal subunit assembly factor (NOP15) (original description: pacid=37154561 transcript=Phvul.005G089300.1 locus=Phvul.005G089300 ID=Phvul.005G089300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152424 transcript=Phvul.005G115200.1 locus=Phvul.005G115200 ID=Phvul.005G115200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153609 transcript=Phvul.005G157700.4 locus=Phvul.005G157700 ID=Phvul.005G157700.4.v2.1 annot-version=v2.1)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
component NDC80 of NDC80 outer kinetochore complex (original description: pacid=37172053 transcript=Phvul.006G211900.1 locus=Phvul.006G211900 ID=Phvul.006G211900.1.v2.1 annot-version=v2.1) &
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Do not distribute

 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165144 transcript=Phvul.007G243700.4 locus=Phvul.007G243700 ID=Phvul.007G243700.4.v2.1 annot-version=v2.1)
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
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ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
ATG4 autophagosome ATG8-maturation peptidase (original description: pacid=37159419 transcript=Phvul.008G048900.3 locus=Phvul.008G048900 ID=Phvul.008G048900.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
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pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
pyrroline-5-carboxylate synthetase (original description: pacid=37158782 transcript=Phvul.008G230300.1 locus=Phvul.008G230300 ID=Phvul.008G230300.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
TFC-A cofactor of post-CCT Tubulin folding pathway (original description: pacid=37157626 transcript=Phvul.008G274500.1 locus=Phvul.008G274500 ID=Phvul.008G274500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)

Page 1235 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158689 transcript=Phvul.008G289400.4 locus=Phvul.008G289400 ID=Phvul.008G289400.4.v2.1 annot-version=v2.1)
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
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Do not distribute

Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149075 transcript=Phvul.009G177500.2 locus=Phvul.009G177500 ID=Phvul.009G177500.2.v2.1 annot-version=v2.1)
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143416 transcript=Phvul.010G115200.2 locus=Phvul.010G115200 ID=Phvul.010G115200.2.v2.1 annot-version=v2.1)
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
protein kinase (LysM) (original description: pacid=37143686 transcript=Phvul.010G145100.1 locus=Phvul.010G145100 ID=Phvul.010G145100.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
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transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37155479 transcript=Phvul.011G213500.1 locus=Phvul.011G213500 ID=Phvul.011G213500.1.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
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transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
transcription factor (CAMTA) (original description: pacid=37174290 transcript=Phvul.L002946.3 locus=Phvul.L002946 ID=Phvul.L002946.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177200 transcript=Phvul.002G141800.1 locus=Phvul.002G141800 ID=Phvul.002G141800.1.v2.1 annot-version=v2.1)
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
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RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
RAB-GTPase-activating protein (RAB-GAP) (original description: pacid=37169179 transcript=Phvul.001G062700.2 locus=Phvul.001G062700 ID=Phvul.001G062700.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
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 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
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Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175668 transcript=Phvul.002G057600.6 locus=Phvul.002G057600 ID=Phvul.002G057600.6.v2.1 annot-version=v2.1)
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
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mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
mannosyltransferase-II (PIG-V) (original description: pacid=37174445 transcript=Phvul.002G098000.3 locus=Phvul.002G098000 ID=Phvul.002G098000.3.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)

Page 1246 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177220 transcript=Phvul.002G228000.2 locus=Phvul.002G228000 ID=Phvul.002G228000.2.v2.1 annot-version=v2.1)
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
ubiquitin-fold protein (UBQ) (original description: pacid=37146408 transcript=Phvul.003G123400.1 locus=Phvul.003G123400 ID=Phvul.003G123400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146206 transcript=Phvul.003G128600.1 locus=Phvul.003G128600 ID=Phvul.003G128600.1.v2.1 annot-version=v2.1)
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37146012 transcript=Phvul.003G135700.1 locus=Phvul.003G135700 ID=Phvul.003G135700.1.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
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aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
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Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
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phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
phosphatase (EYA) (original description: pacid=37147914 transcript=Phvul.003G230000.2 locus=Phvul.003G230000 ID=Phvul.003G230000.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37146096 transcript=Phvul.003G283100.1 locus=Phvul.003G283100 ID=Phvul.003G283100.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
cyclic nucleotide-gated cation channel (CNGC) (original description: pacid=37162860 transcript=Phvul.004G143900.1 locus=Phvul.004G143900 ID=Phvul.004G143900.1.v2.1 annot-version=v2.1) &
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type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152737 transcript=Phvul.005G011800.1 locus=Phvul.005G011800 ID=Phvul.005G011800.1.v2.1 annot-version=v2.1)
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
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N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
N-carbamoylputrescine amidohydrolase (original description: pacid=37153751 transcript=Phvul.005G123100.1 locus=Phvul.005G123100 ID=Phvul.005G123100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173996 transcript=Phvul.006G041900.1 locus=Phvul.006G041900 ID=Phvul.006G041900.1.v2.1 annot-version=v2.1)
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
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component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
NADPH-dependent thioredoxin reductase (original description: pacid=37165453 transcript=Phvul.007G251800.1 locus=Phvul.007G251800 ID=Phvul.007G251800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
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motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37159827 transcript=Phvul.008G181800.1 locus=Phvul.008G181800 ID=Phvul.008G181800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151300 transcript=Phvul.009G147000.1 locus=Phvul.009G147000 ID=Phvul.009G147000.1.v2.1 annot-version=v2.1)
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
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transcription factor (JUMONJI) (original description: pacid=37150935 transcript=Phvul.009G175900.2 locus=Phvul.009G175900 ID=Phvul.009G175900.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
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receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-V) (original description: pacid=37149380 transcript=Phvul.009G219300.1 locus=Phvul.009G219300 ID=Phvul.009G219300.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
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transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
transcription factor (DREB) (original description: pacid=37155398 transcript=Phvul.011G091400.1 locus=Phvul.011G091400 ID=Phvul.011G091400.1.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
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threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
threonine aldolase (original description: pacid=37157489 transcript=Phvul.L002060.3 locus=Phvul.L002060 ID=Phvul.L002060.3.v2.1 annot-version=v2.1) &
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 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
 (original description: pacid=37167942 transcript=Phvul.001G094400.1 locus=Phvul.001G094400 ID=Phvul.001G094400.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At3g27150 OS=Arabidopsis thaliana (sp|q9li89|fbk70_arath : 372.0)
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Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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Do not distribute

Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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Do not distribute

Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
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 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)
 (original description: pacid=37145237 transcript=Phvul.003G098100.2 locus=Phvul.003G098100 ID=Phvul.003G098100.2.v2.1 annot-version=v2.1) & Putative E3 ubiquitin-protein ligase RF4 OS=Arabidopsis thaliana (sp|q9zvt8|rf4_arath : 323.0)

component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37153403 transcript=Phvul.005G045433.1 locus=Phvul.005G045433 ID=Phvul.005G045433.1.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37165830 transcript=Phvul.007G143100.7 locus=Phvul.007G143100 ID=Phvul.007G143100.7.v2.1 annot-version=v2.1) &

 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
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 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
 (original description: pacid=37160834 transcript=Phvul.008G076450.3 locus=Phvul.008G076450 ID=Phvul.008G076450.3.v2.1 annot-version=v2.1) & Vestitone reductase OS=Medicago sativa (sp|q40316|vestr_medsa : 399.0)
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
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component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
component CycC of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37158969 transcript=Phvul.008G132450.3 locus=Phvul.008G132450 ID=Phvul.008G132450.3.v2.1 annot-version=v2.1) &
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 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
 (original description: pacid=37176692 transcript=Phvul.002G013866.1 locus=Phvul.002G013866 ID=Phvul.002G013866.1.v2.1 annot-version=v2.1) & Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana (sp|f4js25|srfr1_arath : 275.0)
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 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
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 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
 (original description: pacid=37166216 transcript=Phvul.007G235300.1 locus=Phvul.007G235300 ID=Phvul.007G235300.1.v2.1 annot-version=v2.1) & Putative expansin-B14 OS=Oryza sativa subsp. japonica (sp|q6h677|exb14_orysj : 290.0)
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component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
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component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
component MED13 of kinase module of MEDIATOR transcription co-activator complex (original description: pacid=37168802 transcript=Phvul.001G269300.1 locus=Phvul.001G269300 ID=Phvul.001G269300.1.v2.1 annot-version=v2.1) &
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Do not distribute
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
 (original description: pacid=37148395 transcript=Phvul.003G035101.1 locus=Phvul.003G035101 ID=Phvul.003G035101.1.v2.1 annot-version=v2.1) & Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana (sp|q9sqi8|odp24_arath : 161.0)
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Do not distribute

Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &
Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana (sp|q0wsf1|al221_arath : 996.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.2 oxidoreductase acting on aldehyde or oxo group of donor(50.1.2 : 234.6) (original description: pacid=37147731 transcript=Phvul.003G113500.1 locus=Phvul.003G113500 ID=Phvul.003G113500.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
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 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
 (original description: pacid=37145377 transcript=Phvul.003G175400.1 locus=Phvul.003G175400 ID=Phvul.003G175400.1.v2.1 annot-version=v2.1) & Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana (sp|q9fyq8|tmn11_arath : 1113.0)
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 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
 (original description: pacid=37171759 transcript=Phvul.006G186500.1 locus=Phvul.006G186500 ID=Phvul.006G186500.1.v2.1 annot-version=v2.1) & Putative nuclear RNA export factor SDE5 OS=Arabidopsis thaliana (sp|q9luq3|sde5_arath : 224.0)
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 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
 (original description: pacid=37159773 transcript=Phvul.008G119600.1 locus=Phvul.008G119600 ID=Phvul.008G119600.1.v2.1 annot-version=v2.1) & Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana (sp|o80934|y2766_arath : 397.0)
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Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
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Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
Alpha-galactosidase 3 OS=Arabidopsis thaliana (sp|q8vxz7|agal3_arath : 676.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 198.9) (original description: pacid=37151695 transcript=Phvul.009G142100.1 locus=Phvul.009G142100 ID=Phvul.009G142100.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
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 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
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Do not distribute

Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
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regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
regulator component SPA of COP1-SPA light signal transduction ubiquitin E3 ligase complex (original description: pacid=37175658 transcript=Phvul.002G162800.2 locus=Phvul.002G162800 ID=Phvul.002G162800.2.v2.1 annot-version=v2.1) &
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aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
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aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
aldehyde-generating component CER3 of CER1-CER3 alkane-forming complex (original description: pacid=37145202 transcript=Phvul.003G151600.4 locus=Phvul.003G151600 ID=Phvul.003G151600.4.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
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Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
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component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
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component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
component TRM61 of TRM61-TRM6 tRNA adenosine-methyltransferase complex (original description: pacid=37173447 transcript=Phvul.006G181700.1 locus=Phvul.006G181700 ID=Phvul.006G181700.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
 (original description: pacid=37150342 transcript=Phvul.009G207500.2 locus=Phvul.009G207500 ID=Phvul.009G207500.2.v2.1 annot-version=v2.1) & Tetraspanin-8 OS=Arabidopsis thaliana (sp|q8s8q6|tet8_arath : 247.0)
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component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
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Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &

Page 1331 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 5 OS=Arabidopsis thaliana (sp|q9m088|e135_arath : 667.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 267.8) (original description: pacid=37169318 transcript=Phvul.001G057100.4 locus=Phvul.001G057100 ID=Phvul.001G057100.4.v2.1 annot-version=v2.1) &
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Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
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Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 553.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 362.9) (original description: pacid=37177715 transcript=Phvul.002G025200.1 locus=Phvul.002G025200 ID=Phvul.002G025200.1.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
Cytochrome P450 71D8 OS=Glycine max (sp|o81974|c71d8_soybn : 495.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 336.1) (original description: pacid=37177651 transcript=Phvul.002G025300.2 locus=Phvul.002G025300 ID=Phvul.002G025300.2.v2.1 annot-version=v2.1) &
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Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
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Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
Monocopper oxidase-like protein SKU5 OS=Arabidopsis thaliana (sp|q9su40|sku5_arath : 918.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 145.5) (original description: pacid=37144860 transcript=Phvul.003G217800.1 locus=Phvul.003G217800 ID=Phvul.003G217800.1.v2.1 annot-version=v2.1) &
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miRNA_Acc. Target_Acc. Expectation UPE$ miRNA_start miRNA_end
ggaaugggcugauugggaagcaPhvul.008G004800.1 2.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.009G006000.1 2.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.009G006000.2 2.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G315000.1 3 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G315000.2 3 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G164800.1 3 -1 1 22
ggaaugggcugauugggaagcaPhvul.005G049000.1 3 -1 1 22
ggaaugggcugauugggaagcaPhvul.010G108200.1 3 -1 1 22
ggaaugggcugauugggaagcaPhvul.L008143.1 3 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G189700.1 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G189700.2 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G189700.3 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G189700.4 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G258800.1 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G202100.1 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G282800.1 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G083900.1 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.006G110000.1 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.007G031800.1 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.007G031800.2 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.007G094100.1 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.008G081700.2 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.009G201900.1 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.009G233100.2 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.009G246200.2 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.010G125200.1 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.011G073400.1 3.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.001G001700.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.001G160000.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G011900.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G028700.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G185800.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G206900.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G206900.2 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G078900.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G210500.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G262300.3 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G262300.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G262300.2 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G262300.4 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G093900.4 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G093900.6 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G093900.5 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G093900.3 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G093900.1 4 -1 1 22
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ggaaugggcugauugggaagcaPhvul.004G093900.2 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G093900.7 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G105600.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G135400.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G159500.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G170000.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.005G001000.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.005G022800.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.005G072300.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.007G034000.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.007G034000.2 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.007G244033.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.007G244033.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.007G244066.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.008G079000.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.008G267400.5 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.008G267400.2 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.008G267400.3 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.008G267400.4 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.009G053900.2 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.009G081900.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.009G213000.1 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.011G065200.2 4 -1 1 22
ggaaugggcugauugggaagcaPhvul.001G079400.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.001G087700.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.001G117500.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G007100.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G115800.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G115800.3 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G163600.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G168500.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G168500.2 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G177500.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G315000.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G315000.2 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G185300.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G212800.2 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G121900.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.006G033600.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.006G033600.2 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.006G219000.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.007G008100.2 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.007G086600.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.007G168600.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.008G002700.1 4.5 -1 1 22
ggaaugggcugauugggaagcaPhvul.009G062500.1 4.5 -1 1 22
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ggaaugggcugauugggaagcaPhvul.001G186500.1 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.002G028700.1 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G202300.1 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G202300.2 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G248400.1 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G248400.2 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.003G248400.3 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G024400.1 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G071800.1 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G178500.1 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.004G178500.1 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.005G175600.1 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.005G175600.2 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.006G053300.1 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.006G053300.2 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.006G110000.1 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.007G204100.1 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.008G006800.1 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.008G034200.2 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.009G184400.1 5 -1 1 22
ggaaugggcugauugggaagcaPhvul.009G184400.2 5 -1 1 22
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Target_start Target_end miRNA_aligned_fragmentalignment Target_aligned_fragmentInhibition Target_Desc.
1335 1356 GGAAUGGGCUGAUUGGGAAGCA: ::::.::::::::.::: ::UUCUUCUCAAUCAGCUCAUCCCCleavage pacid=37161177 locus=Phvul.008G004800 ID=Phvul.008G004800.1.v2.1 annot-version=v2.1

2 23 GGAAUGGGCUGAUUGGGAAGCA ::::.:::::..::.:::::.CGCUUUCCAAUUGGCUCAUUCUCleavage pacid=37150820 locus=Phvul.009G006000 ID=Phvul.009G006000.1.v2.1 annot-version=v2.1
2 23 GGAAUGGGCUGAUUGGGAAGCA ::::.:::::..::.:::::.CGCUUUCCAAUUGGCUCAUUCUCleavage pacid=37150822 locus=Phvul.009G006000 ID=Phvul.009G006000.2.v2.1 annot-version=v2.1

540 561 GGAAUGGGCUGAUUGGGAAGCA: .::.:::::.::...::::.UCUUUUCCAAUUAGUUUAUUCUCleavage pacid=37174768 locus=Phvul.002G315000 ID=Phvul.002G315000.1.v2.1 annot-version=v2.1
540 561 GGAAUGGGCUGAUUGGGAAGCA: .::.:::::.::...::::.UCUUUUCCAAUUAGUUUAUUCUCleavage pacid=37174769 locus=Phvul.002G315000 ID=Phvul.002G315000.2.v2.1 annot-version=v2.1

1753 1774 GGAAUGGGCUGAUUGGGAAGCA ::::.::::::.:.:: ::::GGCUUUCCAAUCGGUCCUUUCCCleavage pacid=37162576 locus=Phvul.004G164800 ID=Phvul.004G164800.1.v2.1 annot-version=v2.1
113 134 GGAAUGGGCUGAUUGGGAAGCA  :::::: ::.:::::: :::ACCUUCCCUAUUAGCCCAAUCCCleavage pacid=37153695 locus=Phvul.005G049000 ID=Phvul.005G049000.1.v2.1 annot-version=v2.1

1551 1572 GGAAUGGGCUGAUUGGGAAGCA: .::.:: ::::::::::: :UUUUUUCCUAUCAGCCCAUUGCCleavage pacid=37142307 locus=Phvul.010G108200 ID=Phvul.010G108200.1.v2.1 annot-version=v2.1
341 362 GGAAUGGGCUGAUUGGGAAGCA  .::.:: :::::::::::. CAUUUUCCCAUCAGCCCAUUUACleavage pacid=37178968 locus=Phvul.L008143 ID=Phvul.L008143.1.v2.1 annot-version=v2.1

9591 9612 GGAAUGGGCUGAUUGGGAAGCA  .:::: :::::::.::: :.GCUUUCCGAAUCAGCUCAUGCUCleavage pacid=37176688 locus=Phvul.002G189700 ID=Phvul.002G189700.1.v2.1 annot-version=v2.1
9591 9612 GGAAUGGGCUGAUUGGGAAGCA  .:::: :::::::.::: :.GCUUUCCGAAUCAGCUCAUGCUCleavage pacid=37176689 locus=Phvul.002G189700 ID=Phvul.002G189700.2.v2.1 annot-version=v2.1
9588 9609 GGAAUGGGCUGAUUGGGAAGCA  .:::: :::::::.::: :.GCUUUCCGAAUCAGCUCAUGCUCleavage pacid=37176690 locus=Phvul.002G189700 ID=Phvul.002G189700.3.v2.1 annot-version=v2.1
9588 9609 GGAAUGGGCUGAUUGGGAAGCA  .:::: :::::::.::: :.GCUUUCCGAAUCAGCUCAUGCUCleavage pacid=37176691 locus=Phvul.002G189700 ID=Phvul.002G189700.4.v2.1 annot-version=v2.1
1145 1166 GGAAUGGGCUGAUUGGGAAGCA  ::::..:::. :::.:::::CUCUUCUUAAUUUGCCUAUUCCTranslation pacid=37175064 locus=Phvul.002G258800 ID=Phvul.002G258800.1.v2.1 annot-version=v2.1
2509 2530 GGAAUGGGCUGAUUGGGAAGCA : :::::: : :::.::::::GGAUUCCCACUAAGCUCAUUCCTranslation pacid=37147649 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1
3121 3142 GGAAUGGGCUGAUUGGGAAGCA: :::.::::: :::...::::UUCUUUCCAAUAAGCUUGUUCCTranslation pacid=37147414 locus=Phvul.003G282800 ID=Phvul.003G282800.1.v2.1 annot-version=v2.1

377 398 GGAAUGGGCUGAUUGGGAAGCA::. :::. :::::::::::..UGUCUCCUUAUCAGCCCAUUUUCleavage pacid=37161692 locus=Phvul.004G083900 ID=Phvul.004G083900.1.v2.1 annot-version=v2.1
579 600 GGAAUGGGCUGAUUGGGAAGCA   :::::: ::: :.::::::CAAUUCCCAUUCAUCUCAUUCCCleavage pacid=37173968 locus=Phvul.006G110000 ID=Phvul.006G110000.1.v2.1 annot-version=v2.1

2928 2949 GGAAUGGGCUGAUUGGGAAGCA: ::: ::::: :::::.::.:UUCUUGCCAAUGAGCCCGUUUCTranslation pacid=37165865 locus=Phvul.007G031800 ID=Phvul.007G031800.1.v2.1 annot-version=v2.1
2300 2321 GGAAUGGGCUGAUUGGGAAGCA: ::: ::::: :::::.::.:UUCUUGCCAAUGAGCCCGUUUCTranslation pacid=37165866 locus=Phvul.007G031800 ID=Phvul.007G031800.2.v2.1 annot-version=v2.1

955 976 GGAAUGGGCUGAUUGGGAAGCA  ::::::::  :::.::::::CACUUCCCAAAGAGCUCAUUCCTranslation pacid=37167180 locus=Phvul.007G094100 ID=Phvul.007G094100.1.v2.1 annot-version=v2.1
160 181 GGAAUGGGCUGAUUGGGAAGCA  : :.::::::: ::::::.:GCCCUUCCAAUCAACCCAUUUCCleavage pacid=37159191 locus=Phvul.008G081700 ID=Phvul.008G081700.2.v2.1 annot-version=v2.1

1187 1208 GGAAUGGGCUGAUUGGGAAGCA    :::::::::::.: ::.:GAUAUCCCAAUCAGCUCUUUUCCleavage pacid=37150792 locus=Phvul.009G201900 ID=Phvul.009G201900.1.v2.1 annot-version=v2.1
3000 3021 GGAAUGGGCUGAUUGGGAAGCA: .::..::::.::..::::..UAUUUUUCAAUUAGUUCAUUUUCleavage pacid=37149729 locus=Phvul.009G233100 ID=Phvul.009G233100.2.v2.1 annot-version=v2.1

831 852 GGAAUGGGCUGAUUGGGAAGCA : ::::.: :::::: :::::GGGUUCCUAUUCAGCCAAUUCCCleavage pacid=37151443 locus=Phvul.009G246200 ID=Phvul.009G246200.2.v2.1 annot-version=v2.1
1552 1573 GGAAUGGGCUGAUUGGGAAGCA  .::.:::::..:..::::: ACUUUUCCAAUUGGUUCAUUCACleavage pacid=37144247 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1

594 615 GGAAUGGGCUGAUUGGGAAGCA: : ::.. :::::::.:::::UUCCUCUUCAUCAGCCUAUUCCCleavage pacid=37154989 locus=Phvul.011G073400 ID=Phvul.011G073400.1.v2.1 annot-version=v2.1
2062 2083 GGAAUGGGCUGAUUGGGAAGCA :: ::::::::::.: :::: AGCAUCCCAAUCAGUCAAUUCACleavage pacid=37169558 locus=Phvul.001G001700 ID=Phvul.001G001700.1.v2.1 annot-version=v2.1

812 833 GGAAUGGGCUGAUUGGGAAGCA :.::.:.: ::::::.:::: AGUUUUCUAUUCAGCCUAUUCGCleavage pacid=37168057 locus=Phvul.001G160000 ID=Phvul.001G160000.1.v2.1 annot-version=v2.1
964 985 GGAAUGGGCUGAUUGGGAAGCA     :::::: .:::::::::UUUAGCCCAAUAGGCCCAUUCCTranslation pacid=37175571 locus=Phvul.002G011900 ID=Phvul.002G011900.1.v2.1 annot-version=v2.1

22 43 GGAAUGGGCUGAUUGGGAAGCA  :: ..:::::: ::.:::::ACCUCUUCAAUCAACCUAUUCCCleavage pacid=37174686 locus=Phvul.002G028700 ID=Phvul.002G028700.1.v2.1 annot-version=v2.1
1652 1673 GGAAUGGGCUGAUUGGGAAGCA: :: ::::::.::...:::..UACUACCCAAUUAGUUUAUUUUCleavage pacid=37174418 locus=Phvul.002G185800 ID=Phvul.002G185800.1.v2.1 annot-version=v2.1

480 501 GGAAUGGGCUGAUUGGGAAGCA  :::.: ..:::::...::::ACCUUUCGGGUCAGCUUGUUCCCleavage pacid=37176801 locus=Phvul.002G206900 ID=Phvul.002G206900.1.v2.1 annot-version=v2.1
407 428 GGAAUGGGCUGAUUGGGAAGCA  :::.: ..:::::...::::ACCUUUCGGGUCAGCUUGUUCCCleavage pacid=37176802 locus=Phvul.002G206900 ID=Phvul.002G206900.2.v2.1 annot-version=v2.1

2529 2550 GGAAUGGGCUGAUUGGGAAGCA  ::::.. ::::: :.:::::CUCUUCUUCAUCAGACUAUUCCCleavage pacid=37147041 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1
606 627 GGAAUGGGCUGAUUGGGAAGCA  .:::::.:  :::.::::::GCUUUCCCGAGAAGCUCAUUCCTranslation pacid=37144401 locus=Phvul.003G210500 ID=Phvul.003G210500.1.v2.1 annot-version=v2.1
644 665 GGAAUGGGCUGAUUGGGAAGCA     .:::::..::::::::.UAAACUCCAAUUGGCCCAUUCUCleavage pacid=37145401 locus=Phvul.003G262300 ID=Phvul.003G262300.3.v2.1 annot-version=v2.1
500 521 GGAAUGGGCUGAUUGGGAAGCA     .:::::..::::::::.UAAACUCCAAUUGGCCCAUUCUCleavage pacid=37145399 locus=Phvul.003G262300 ID=Phvul.003G262300.1.v2.1 annot-version=v2.1
500 521 GGAAUGGGCUGAUUGGGAAGCA     .:::::..::::::::.UAAACUCCAAUUGGCCCAUUCUCleavage pacid=37145400 locus=Phvul.003G262300 ID=Phvul.003G262300.2.v2.1 annot-version=v2.1
472 493 GGAAUGGGCUGAUUGGGAAGCA     .:::::..::::::::.UAAACUCCAAUUGGCCCAUUCUCleavage pacid=37145402 locus=Phvul.003G262300 ID=Phvul.003G262300.4.v2.1 annot-version=v2.1

75 96 GGAAUGGGCUGAUUGGGAAGCA  .:::.:::::: .:.:::..CAUUUCUCAAUCAUUCUAUUUUCleavage pacid=37162797 locus=Phvul.004G093900 ID=Phvul.004G093900.4.v2.1 annot-version=v2.1
76 97 GGAAUGGGCUGAUUGGGAAGCA  .:::.:::::: .:.:::..CAUUUCUCAAUCAUUCUAUUUUCleavage pacid=37162801 locus=Phvul.004G093900 ID=Phvul.004G093900.6.v2.1 annot-version=v2.1
96 117 GGAAUGGGCUGAUUGGGAAGCA  .:::.:::::: .:.:::..CAUUUCUCAAUCAUUCUAUUUUCleavage pacid=37162799 locus=Phvul.004G093900 ID=Phvul.004G093900.5.v2.1 annot-version=v2.1
69 90 GGAAUGGGCUGAUUGGGAAGCA  .:::.:::::: .:.:::..CAUUUCUCAAUCAUUCUAUUUUCleavage pacid=37162800 locus=Phvul.004G093900 ID=Phvul.004G093900.3.v2.1 annot-version=v2.1
69 90 GGAAUGGGCUGAUUGGGAAGCA  .:::.:::::: .:.:::..CAUUUCUCAAUCAUUCUAUUUUCleavage pacid=37162798 locus=Phvul.004G093900 ID=Phvul.004G093900.1.v2.1 annot-version=v2.1
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96 117 GGAAUGGGCUGAUUGGGAAGCA  .:::.:::::: .:.:::..CAUUUCUCAAUCAUUCUAUUUUCleavage pacid=37162802 locus=Phvul.004G093900 ID=Phvul.004G093900.2.v2.1 annot-version=v2.1
69 90 GGAAUGGGCUGAUUGGGAAGCA  .:::.:::::: .:.:::..CAUUUCUCAAUCAUUCUAUUUUCleavage pacid=37162803 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1

212 233 GGAAUGGGCUGAUUGGGAAGCA  :::.::.:::: ..:::::.GCCUUUCCGAUCAUUUCAUUCUCleavage pacid=37162970 locus=Phvul.004G105600 ID=Phvul.004G105600.1.v2.1 annot-version=v2.1
357 378 GGAAUGGGCUGAUUGGGAAGCA  :: ::::::::  :::::::AACUCCCCAAUCAUACCAUUCCCleavage pacid=37162910 locus=Phvul.004G135400 ID=Phvul.004G135400.1.v2.1 annot-version=v2.1

1475 1496 GGAAUGGGCUGAUUGGGAAGCA: .:::.::::..:..:::: :UCUUUCUCAAUUGGUUCAUUGCCleavage pacid=37163295 locus=Phvul.004G159500 ID=Phvul.004G159500.1.v2.1 annot-version=v2.1
273 294 GGAAUGGGCUGAUUGGGAAGCA  ::::.:.::: :.:.::::.GCCUUCUCGAUCCGUCUAUUCUTranslation pacid=37161693 locus=Phvul.004G170000 ID=Phvul.004G170000.1.v2.1 annot-version=v2.1

2164 2185 GGAAUGGGCUGAUUGGGAAGCA::::::.::.:.: ::::::..UGCUUCUCAGUUAUCCCAUUUUCleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
1223 1244 GGAAUGGGCUGAUUGGGAAGCA  ::::.::: ::::: .::::AUCUUCUCAAACAGCCAGUUCCCleavage pacid=37154025 locus=Phvul.005G022800 ID=Phvul.005G022800.1.v2.1 annot-version=v2.1

885 906 GGAAUGGGCUGAUUGGGAAGCA  .:::.::::: :::: :::.AUUUUCUCAAUCUGCCCCUUCUTranslation pacid=37154333 locus=Phvul.005G072300 ID=Phvul.005G072300.1.v2.1 annot-version=v2.1
1650 1671 GGAAUGGGCUGAUUGGGAAGCA:: ::: .::::::::. :::.UGAUUCGUAAUCAGCCUCUUCUCleavage pacid=37167616 locus=Phvul.007G034000 ID=Phvul.007G034000.1.v2.1 annot-version=v2.1
1160 1181 GGAAUGGGCUGAUUGGGAAGCA:: ::: .::::::::. :::.UGAUUCGUAAUCAGCCUCUUCUCleavage pacid=37167617 locus=Phvul.007G034000 ID=Phvul.007G034000.2.v2.1 annot-version=v2.1

311 332 GGAAUGGGCUGAUUGGGAAGCA  ::::::::  .::::.::::CUCUUCCCAAAGGGCCCGUUCCTranslation pacid=37165375 locus=Phvul.007G244033 ID=Phvul.007G244033.1.v2.1 annot-version=v2.1
497 518 GGAAUGGGCUGAUUGGGAAGCA  ::::::::  .::::.::::CUCUUCCCAAAGGGCCCGUUCCTranslation pacid=37165375 locus=Phvul.007G244033 ID=Phvul.007G244033.1.v2.1 annot-version=v2.1
497 518 GGAAUGGGCUGAUUGGGAAGCA  ::::::::  .::::.::::CUCUUCCCAAAGGGCCCGUUCCTranslation pacid=37164381 locus=Phvul.007G244066 ID=Phvul.007G244066.1.v2.1 annot-version=v2.1

1570 1591 GGAAUGGGCUGAUUGGGAAGCA  :::.:::: ::: :::::.:AUCUUUCCAACCAGGCCAUUUCCleavage pacid=37160757 locus=Phvul.008G079000 ID=Phvul.008G079000.1.v2.1 annot-version=v2.1
1521 1542 GGAAUGGGCUGAUUGGGAAGCA:::::: ::::..:.:: ::::UGCUUCACAAUUGGUCCUUUCCCleavage pacid=37160259 locus=Phvul.008G267400 ID=Phvul.008G267400.5.v2.1 annot-version=v2.1
1517 1538 GGAAUGGGCUGAUUGGGAAGCA:::::: ::::..:.:: ::::UGCUUCACAAUUGGUCCUUUCCCleavage pacid=37160258 locus=Phvul.008G267400 ID=Phvul.008G267400.2.v2.1 annot-version=v2.1
1636 1657 GGAAUGGGCUGAUUGGGAAGCA:::::: ::::..:.:: ::::UGCUUCACAAUUGGUCCUUUCCCleavage pacid=37160256 locus=Phvul.008G267400 ID=Phvul.008G267400.3.v2.1 annot-version=v2.1
1630 1651 GGAAUGGGCUGAUUGGGAAGCA:::::: ::::..:.:: ::::UGCUUCACAAUUGGUCCUUUCCCleavage pacid=37160257 locus=Phvul.008G267400 ID=Phvul.008G267400.4.v2.1 annot-version=v2.1
5313 5334 GGAAUGGGCUGAUUGGGAAGCA     ::::::::::::.:: :GAAAACCCAAUCAGCCCGUUGCCleavage pacid=37150765 locus=Phvul.009G053900 ID=Phvul.009G053900.2.v2.1 annot-version=v2.1
3042 3063 GGAAUGGGCUGAUUGGGAAGCA: .::::.:.:.::. ::::.:UUUUUCCUAGUUAGUGCAUUUCCleavage pacid=37152092 locus=Phvul.009G081900 ID=Phvul.009G081900.1.v2.1 annot-version=v2.1

21 42 GGAAUGGGCUGAUUGGGAAGCA  :: ::.:.:.::: ::::::CCCUCCCUAGUUAGCGCAUUCCCleavage pacid=37149546 locus=Phvul.009G213000 ID=Phvul.009G213000.1.v2.1 annot-version=v2.1
114 135 GGAAUGGGCUGAUUGGGAAGCA ::: : ::.::::.:.:::.:GGCUACGCAGUCAGUCUAUUUCCleavage pacid=37155545 locus=Phvul.011G065200 ID=Phvul.011G065200.2.v2.1 annot-version=v2.1
154 175 GGAAUGGGCUGAUUGGGAAGCA  :::::::  ..:.:::::::GACUUCCCACAUGGUCCAUUCCCleavage pacid=37168871 locus=Phvul.001G079400 ID=Phvul.001G079400.1.v2.1 annot-version=v2.1
537 558 GGAAUGGGCUGAUUGGGAAGCA ::::::::::..: : ::::.CGCUUCCCAAUUGGACAAUUCUCleavage pacid=37168110 locus=Phvul.001G087700 ID=Phvul.001G087700.1.v2.1 annot-version=v2.1
179 200 GGAAUGGGCUGAUUGGGAAGCA: ::::.::::. :: :::::.UUCUUCUCAAUUUGCACAUUCUTranslation pacid=37168578 locus=Phvul.001G117500 ID=Phvul.001G117500.1.v2.1 annot-version=v2.1

9 30 GGAAUGGGCUGAUUGGGAAGCA ::: :..:::.: :.::::::AGCUGCUUAAUUACCUCAUUCCCleavage pacid=37175159 locus=Phvul.002G007100 ID=Phvul.002G007100.1.v2.1 annot-version=v2.1
39 60 GGAAUGGGCUGAUUGGGAAGCA :.::..::::.: ..:::::.GGUUUUUCAAUUAAUUCAUUCUCleavage pacid=37177141 locus=Phvul.002G115800 ID=Phvul.002G115800.1.v2.1 annot-version=v2.1
39 60 GGAAUGGGCUGAUUGGGAAGCA :.::..::::.: ..:::::.GGUUUUUCAAUUAAUUCAUUCUCleavage pacid=37177142 locus=Phvul.002G115800 ID=Phvul.002G115800.3.v2.1 annot-version=v2.1

340 361 GGAAUGGGCUGAUUGGGAAGCA :.::.::..:..: ::::::.AGUUUUCCGGUUGGACCAUUCUCleavage pacid=37178055 locus=Phvul.002G163600 ID=Phvul.002G163600.1.v2.1 annot-version=v2.1
745 766 GGAAUGGGCUGAUUGGGAAGCA  :::.::::::: ::. ::.:ACCUUUCCAAUCACCCUUUUUCCleavage pacid=37177985 locus=Phvul.002G168500 ID=Phvul.002G168500.1.v2.1 annot-version=v2.1
745 766 GGAAUGGGCUGAUUGGGAAGCA  :::.::::::: ::. ::.:ACCUUUCCAAUCACCCUUUUUCCleavage pacid=37177986 locus=Phvul.002G168500 ID=Phvul.002G168500.2.v2.1 annot-version=v2.1
190 211 GGAAUGGGCUGAUUGGGAAGCA: :::::::::. :.. :::::UUCUUCCCAAUUCGUUGAUUCCTranslation pacid=37176445 locus=Phvul.002G177500 ID=Phvul.002G177500.1.v2.1 annot-version=v2.1
296 317 GGAAUGGGCUGAUUGGGAAGCA    :..:::::::...:::: CCUCUUUCAAUCAGUUUAUUCACleavage pacid=37174768 locus=Phvul.002G315000 ID=Phvul.002G315000.1.v2.1 annot-version=v2.1
296 317 GGAAUGGGCUGAUUGGGAAGCA    :..:::::::...:::: CCUCUUUCAAUCAGUUUAUUCACleavage pacid=37174769 locus=Phvul.002G315000 ID=Phvul.002G315000.2.v2.1 annot-version=v2.1
775 796 GGAAUGGGCUGAUUGGGAAGCA :.:::..::::: .:..:::.AGUUUCUUAAUCAUUCUGUUCUCleavage pacid=37144453 locus=Phvul.003G185300 ID=Phvul.003G185300.1.v2.1 annot-version=v2.1

3 24 GGAAUGGGCUGAUUGGGAAGCA :.:::.:: ::::.: :::.:CGUUUCUCACUCAGUCAAUUUCCleavage pacid=37145319 locus=Phvul.003G212800 ID=Phvul.003G212800.2.v2.1 annot-version=v2.1
938 959 GGAAUGGGCUGAUUGGGAAGCA  ::::.::::. : :.:::::CUCUUCUCAAUUUGGCUAUUCCTranslation pacid=37162548 locus=Phvul.004G121900 ID=Phvul.004G121900.1.v2.1 annot-version=v2.1

2003 2024 GGAAUGGGCUGAUUGGGAAGCA:::::::.: ::: ::..::::UGCUUCCUACUCAACCUGUUCCCleavage pacid=37172749 locus=Phvul.006G033600 ID=Phvul.006G033600.1.v2.1 annot-version=v2.1
1944 1965 GGAAUGGGCUGAUUGGGAAGCA:::::::.: ::: ::..::::UGCUUCCUACUCAACCUGUUCCCleavage pacid=37172750 locus=Phvul.006G033600 ID=Phvul.006G033600.2.v2.1 annot-version=v2.1
2213 2234 GGAAUGGGCUGAUUGGGAAGCA: ::::.:: ::::.:. ::::UCCUUCUCACUCAGUCUUUUCCCleavage pacid=37173703 locus=Phvul.006G219000 ID=Phvul.006G219000.1.v2.1 annot-version=v2.1

610 630 GGAAUGGGCUGAUUGGGAAGCA:::: ::. :::::::.:::.:UGCU-CCUUAUCAGCCUAUUUCCleavage pacid=37164656 locus=Phvul.007G008100 ID=Phvul.007G008100.2.v2.1 annot-version=v2.1
72 93 GGAAUGGGCUGAUUGGGAAGCA  ::::.:::::: :..:::. CCCUUCUCAAUCAUCUUAUUUACleavage pacid=37165267 locus=Phvul.007G086600 ID=Phvul.007G086600.1.v2.1 annot-version=v2.1

428 449 GGAAUGGGCUGAUUGGGAAGCA  :::.:::: .::: ::::.:AUCUUUCCAAAUAGCACAUUUCCleavage pacid=37166775 locus=Phvul.007G168600 ID=Phvul.007G168600.1.v2.1 annot-version=v2.1
2027 2048 GGAAUGGGCUGAUUGGGAAGCA::.:::..:.:.: :.::::.:UGUUUCUUAGUUACCUCAUUUCCleavage pacid=37159786 locus=Phvul.008G002700 ID=Phvul.008G002700.1.v2.1 annot-version=v2.1

431 452 GGAAUGGGCUGAUUGGGAAGCA  ::::.:::::::...:: : CUCUUCUCAAUCAGUUUAUCCACleavage pacid=37149462 locus=Phvul.009G062500 ID=Phvul.009G062500.1.v2.1 annot-version=v2.1
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356 377 GGAAUGGGCUGAUUGGGAAGCA :::::. :. :::...:::::AGCUUCUGAGCCAGUUUAUUCCCleavage pacid=37168174 locus=Phvul.001G186500 ID=Phvul.001G186500.1.v2.1 annot-version=v2.1
369 390 GGAAUGGGCUGAUUGGGAAGCA     .:::::.:: .::::::UCAGGUCCAAUUAGGUCAUUCCCleavage pacid=37174686 locus=Phvul.002G028700 ID=Phvul.002G028700.1.v2.1 annot-version=v2.1

1365 1386 GGAAUGGGCUGAUUGGGAAGCA ::::.::::: . .:::::.:GGCUUUCCAAUGGAUCCAUUUCTranslation pacid=37147664 locus=Phvul.003G202300 ID=Phvul.003G202300.1.v2.1 annot-version=v2.1
1353 1374 GGAAUGGGCUGAUUGGGAAGCA ::::.::::: . .:::::.:GGCUUUCCAAUGGAUCCAUUUCTranslation pacid=37147665 locus=Phvul.003G202300 ID=Phvul.003G202300.2.v2.1 annot-version=v2.1
1808 1829 GGAAUGGGCUGAUUGGGAAGCA::::::. .::.: :.::::.:UGCUUCUAGAUUAUCUCAUUUCCleavage pacid=37147735 locus=Phvul.003G248400 ID=Phvul.003G248400.1.v2.1 annot-version=v2.1
1808 1829 GGAAUGGGCUGAUUGGGAAGCA::::::. .::.: :.::::.:UGCUUCUAGAUUAUCUCAUUUCCleavage pacid=37147736 locus=Phvul.003G248400 ID=Phvul.003G248400.2.v2.1 annot-version=v2.1
1753 1774 GGAAUGGGCUGAUUGGGAAGCA::::::. .::.: :.::::.:UGCUUCUAGAUUAUCUCAUUUCCleavage pacid=37147737 locus=Phvul.003G248400 ID=Phvul.003G248400.3.v2.1 annot-version=v2.1

631 652 GGAAUGGGCUGAUUGGGAAGCA::.::.:..::.: :..::::.UGUUUUCUGAUUAUCUUAUUCUCleavage pacid=37162719 locus=Phvul.004G024400 ID=Phvul.004G024400.1.v2.1 annot-version=v2.1
1160 1181 GGAAUGGGCUGAUUGGGAAGCA::: :..::::.::: ::::..UGCCUUUCAAUUAGCACAUUUUCleavage pacid=37163131 locus=Phvul.004G071800 ID=Phvul.004G071800.1.v2.1 annot-version=v2.1
2494 2515 GGAAUGGGCUGAUUGGGAAGCA:::::.:::::.: ....::.:UGCUUUCCAAUUACUUUGUUUCCleavage pacid=37162519 locus=Phvul.004G178500 ID=Phvul.004G178500.1.v2.1 annot-version=v2.1
1938 1959 GGAAUGGGCUGAUUGGGAAGCA: .:::: :: :: .:::::.:UAUUUCCAAAGCAAUCCAUUUCCleavage pacid=37162519 locus=Phvul.004G178500 ID=Phvul.004G178500.1.v2.1 annot-version=v2.1
2522 2543 GGAAUGGGCUGAUUGGGAAGCA  :::.:::::.: ..::::. GACUUUCCAAUUAAUUCAUUUACleavage pacid=37153147 locus=Phvul.005G175600 ID=Phvul.005G175600.1.v2.1 annot-version=v2.1
2522 2543 GGAAUGGGCUGAUUGGGAAGCA  :::.:::::.: ..::::. GACUUUCCAAUUAAUUCAUUUACleavage pacid=37153148 locus=Phvul.005G175600 ID=Phvul.005G175600.2.v2.1 annot-version=v2.1

562 584 GGAAUGGGCUGAUUGG-GAAGCA:::::: .::::::::.::: :.UGCUUCAUCAAUCAGCUCAUGCUCleavage pacid=37171440 locus=Phvul.006G053300 ID=Phvul.006G053300.1.v2.1 annot-version=v2.1
207 229 GGAAUGGGCUGAUUGG-GAAGCA:::::: .::::::::.::: :.UGCUUCAUCAAUCAGCUCAUGCUCleavage pacid=37171441 locus=Phvul.006G053300 ID=Phvul.006G053300.2.v2.1 annot-version=v2.1
427 448 GGAAUGGGCUGAUUGGGAAGCA   ::.:. :::: :.::::: CAAUUUCUCAUCAUCUCAUUCACleavage pacid=37173968 locus=Phvul.006G110000 ID=Phvul.006G110000.1.v2.1 annot-version=v2.1

2093 2113 GGAAUGGGCUGAUUGGGAAGCA ::::.::::::::.: :::: AGCUUUCCAAUCAGUC-AUUCACleavage pacid=37167521 locus=Phvul.007G204100 ID=Phvul.007G204100.1.v2.1 annot-version=v2.1
1852 1873 GGAAUGGGCUGAUUGGGAAGCA::.::::.  :..::.:::::.UGUUUCCUUCUUGGCUCAUUCUCleavage pacid=37158292 locus=Phvul.008G006800 ID=Phvul.008G006800.1.v2.1 annot-version=v2.1

553 574 GGAAUGGGCUGAUUGGGAAGCA: : :.:::::..:::::::  UUCCUUCCAAUUGGCCCAUUGACleavage pacid=37160064 locus=Phvul.008G034200 ID=Phvul.008G034200.2.v2.1 annot-version=v2.1
1626 1646 GGAAUGGGCUGAUUGGGAAGCA::::::.:: :::::.:.::.:UGCUUCUCA-UCAGCUCGUUUCCleavage pacid=37149446 locus=Phvul.009G184400 ID=Phvul.009G184400.1.v2.1 annot-version=v2.1
1620 1640 GGAAUGGGCUGAUUGGGAAGCA::::::.:: :::::.:.::.:UGCUUCUCA-UCAGCUCGUUUCCleavage pacid=37149447 locus=Phvul.009G184400 ID=Phvul.009G184400.2.v2.1 annot-version=v2.1

Page 1390 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

Multiplicity Target_Acc. ID locusName Pfam
1 Phvul.008G004800.1 Phvul.008G004800 Phvul.008G004800 PF00175,PF00258,PF00667
1 Phvul.009G006000.1 Phvul.009G006000 Phvul.009G006000 PF00650
1 Phvul.009G006000.2 Phvul.009G006000 Phvul.009G006000 PF00650
2 Phvul.002G315000.1 Phvul.002G315000 Phvul.002G315000 0
2 Phvul.002G315000.2 Phvul.002G315000 Phvul.002G315000 0
1 Phvul.004G164800.1 Phvul.004G164800 Phvul.004G164800 PF16113,PF00725,PF02737
1 Phvul.005G049000.1 Phvul.005G049000 Phvul.005G049000 PF10184
1 Phvul.010G108200.1 Phvul.010G108200 Phvul.010G108200 PF07707,PF00651
1 Phvul.L008143.1 Phvul.L008143 Phvul.L008143 0
1 Phvul.002G189700.1 Phvul.002G189700 Phvul.002G189700 PF00627,PF14377,PF06012,PF06025,PF00632
1 Phvul.002G189700.2 Phvul.002G189700 Phvul.002G189700 PF00627,PF14377,PF06012,PF06025,PF00632
1 Phvul.002G189700.3 Phvul.002G189700 Phvul.002G189700 PF00627,PF14377,PF06012,PF06025,PF00632
1 Phvul.002G189700.4 Phvul.002G189700 Phvul.002G189700 PF00627,PF14377,PF06012,PF06025,PF00632
1 Phvul.002G258800.1 Phvul.002G258800 Phvul.002G258800 0
1 Phvul.003G202100.1 Phvul.003G202100 Phvul.003G202100 PF08263,PF00560,PF13855
1 Phvul.003G282800.1 Phvul.003G282800 Phvul.003G282800 PF05965
1 Phvul.004G083900.1 Phvul.004G083900 Phvul.004G083900 PF00155
2 Phvul.006G110000.1 Phvul.006G110000 Phvul.006G110000 0
1 Phvul.007G031800.1 Phvul.007G031800 Phvul.007G031800 PF02358,PF00982
1 Phvul.007G031800.2 Phvul.007G031800 Phvul.007G031800 PF02358,PF00982
1 Phvul.007G094100.1 Phvul.007G094100 Phvul.007G094100 PF04715,PF00117,PF00425
1 Phvul.008G081700.2 Phvul.008G081700 Phvul.008G081700 PF00122,PF12710,PF16209,PF16212
1 Phvul.009G201900.1 Phvul.009G201900 Phvul.009G201900 0
1 Phvul.009G233100.2 Phvul.009G233100 Phvul.009G233100 0
1 Phvul.009G246200.2 Phvul.009G246200 Phvul.009G246200 PF03171,PF14226
1 Phvul.010G125200.1 Phvul.010G125200 Phvul.010G125200 PF03914
1 Phvul.011G073400.1 Phvul.011G073400 Phvul.011G073400 PF09786
1 Phvul.001G001700.1 Phvul.001G001700 Phvul.001G001700 PF00326,PF02897
1 Phvul.001G160000.1 Phvul.001G160000 Phvul.001G160000 PF13639
1 Phvul.002G011900.1 Phvul.002G011900 Phvul.002G011900 PF00332,PF07983
2 Phvul.002G028700.1 Phvul.002G028700 Phvul.002G028700 PF04788
1 Phvul.002G185800.1 Phvul.002G185800 Phvul.002G185800 PF00282
1 Phvul.002G206900.1 Phvul.002G206900 Phvul.002G206900 PF08263,PF00069
1 Phvul.002G206900.2 Phvul.002G206900 Phvul.002G206900 PF08263,PF00069
1 Phvul.003G078900.1 Phvul.003G078900 Phvul.003G078900 0
1 Phvul.003G210500.1 Phvul.003G210500 Phvul.003G210500 PF02201
1 Phvul.003G262300.3 Phvul.003G262300 Phvul.003G262300 PF00641
1 Phvul.003G262300.1 Phvul.003G262300 Phvul.003G262300 PF00641
1 Phvul.003G262300.2 Phvul.003G262300 Phvul.003G262300 PF00641
1 Phvul.003G262300.4 Phvul.003G262300 Phvul.003G262300 PF00641
1 Phvul.004G093900.4 Phvul.004G093900 Phvul.004G093900 PF00201,PF03033
1 Phvul.004G093900.6 Phvul.004G093900 Phvul.004G093900 PF00201,PF03033
1 Phvul.004G093900.5 Phvul.004G093900 Phvul.004G093900 PF00201,PF03033
1 Phvul.004G093900.3 Phvul.004G093900 Phvul.004G093900 PF00201,PF03033
1 Phvul.004G093900.1 Phvul.004G093900 Phvul.004G093900 PF00201,PF03033
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1 Phvul.004G093900.2 Phvul.004G093900 Phvul.004G093900 PF00201,PF03033
1 Phvul.004G093900.7 Phvul.004G093900 Phvul.004G093900 PF00201,PF03033
1 Phvul.004G105600.1 Phvul.004G105600 Phvul.004G105600 PF00560
1 Phvul.004G135400.1 Phvul.004G135400 Phvul.004G135400 PF00005,PF01061
1 Phvul.004G159500.1 Phvul.004G159500 Phvul.004G159500 PF00067
1 Phvul.004G170000.1 Phvul.004G170000 Phvul.004G170000 PF02516
1 Phvul.005G001000.1 Phvul.005G001000 Phvul.005G001000 PF03552
1 Phvul.005G022800.1 Phvul.005G022800 Phvul.005G022800 PF00022
1 Phvul.005G072300.1 Phvul.005G072300 Phvul.005G072300 PF00179
1 Phvul.007G034000.1 Phvul.007G034000 Phvul.007G034000 PF03034
1 Phvul.007G034000.2 Phvul.007G034000 Phvul.007G034000 PF03034
2 Phvul.007G244033.1 Phvul.007G244033 Phvul.007G244033 0
2 Phvul.007G244033.1 Phvul.007G244033 Phvul.007G244033 0
1 Phvul.007G244066.1 Phvul.007G244066 Phvul.007G244066 0
1 Phvul.008G079000.1 Phvul.008G079000 Phvul.008G079000 PF06697
1 Phvul.008G267400.5 Phvul.008G267400 Phvul.008G267400 PF00012
1 Phvul.008G267400.2 Phvul.008G267400 Phvul.008G267400 PF00012
1 Phvul.008G267400.3 Phvul.008G267400 Phvul.008G267400 PF00012
1 Phvul.008G267400.4 Phvul.008G267400 Phvul.008G267400 PF00012
1 Phvul.009G053900.2 Phvul.009G053900 Phvul.009G053900 PF14691,PF07992,PF01493,PF04898,PF01645,PF00310
1 Phvul.009G081900.1 Phvul.009G081900 Phvul.009G081900 PF12937
1 Phvul.009G213000.1 Phvul.009G213000 Phvul.009G213000 PF14531,PF03822
1 Phvul.011G065200.2 Phvul.011G065200 Phvul.011G065200 0
1 Phvul.001G079400.1 Phvul.001G079400 Phvul.001G079400 PF11145
1 Phvul.001G087700.1 Phvul.001G087700 Phvul.001G087700 PF03982,PF00561
1 Phvul.001G117500.1 Phvul.001G117500 Phvul.001G117500 PF02446,PF00686
1 Phvul.002G007100.1 Phvul.002G007100 Phvul.002G007100 PF13912
1 Phvul.002G115800.1 Phvul.002G115800 Phvul.002G115800 PF07714
1 Phvul.002G115800.3 Phvul.002G115800 Phvul.002G115800 PF07714
1 Phvul.002G163600.1 Phvul.002G163600 Phvul.002G163600 0
1 Phvul.002G168500.1 Phvul.002G168500 Phvul.002G168500 PF13912
1 Phvul.002G168500.2 Phvul.002G168500 Phvul.002G168500 PF13912
1 Phvul.002G177500.1 Phvul.002G177500 Phvul.002G177500 PF01762,PF00337
2 Phvul.002G315000.1 Phvul.002G315000 Phvul.002G315000 0
2 Phvul.002G315000.2 Phvul.002G315000 Phvul.002G315000 0
1 Phvul.003G185300.1 Phvul.003G185300 Phvul.003G185300 PF07983
1 Phvul.003G212800.2 Phvul.003G212800 Phvul.003G212800 PF00847
1 Phvul.004G121900.1 Phvul.004G121900 Phvul.004G121900 PF01554
1 Phvul.006G033600.1 Phvul.006G033600 Phvul.006G033600 PF00069
1 Phvul.006G033600.2 Phvul.006G033600 Phvul.006G033600 PF00069
1 Phvul.006G219000.1 Phvul.006G219000 Phvul.006G219000 PF00439
1 Phvul.007G008100.2 Phvul.007G008100 Phvul.007G008100 PF10075
1 Phvul.007G086600.1 Phvul.007G086600 Phvul.007G086600 PF00847
1 Phvul.007G168600.1 Phvul.007G168600 Phvul.007G168600 PF07883
1 Phvul.008G002700.1 Phvul.008G002700 Phvul.008G002700 PF03141
1 Phvul.009G062500.1 Phvul.009G062500 Phvul.009G062500 PF04130
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1 Phvul.001G186500.1 Phvul.001G186500 Phvul.001G186500 PF15629,PF15628
2 Phvul.002G028700.1 Phvul.002G028700 Phvul.002G028700 PF04788
1 Phvul.003G202300.1 Phvul.003G202300 Phvul.003G202300 0
1 Phvul.003G202300.2 Phvul.003G202300 Phvul.003G202300 0
1 Phvul.003G248400.1 Phvul.003G248400 Phvul.003G248400 PF14694,PF14695
1 Phvul.003G248400.2 Phvul.003G248400 Phvul.003G248400 PF14694,PF14695
1 Phvul.003G248400.3 Phvul.003G248400 Phvul.003G248400 PF14694,PF14695
1 Phvul.004G024400.1 Phvul.004G024400 Phvul.004G024400 0
1 Phvul.004G071800.1 Phvul.004G071800 Phvul.004G071800 PF03094
2 Phvul.004G178500.1 Phvul.004G178500 Phvul.004G178500 PF00432
2 Phvul.004G178500.1 Phvul.004G178500 Phvul.004G178500 PF00432
1 Phvul.005G175600.1 Phvul.005G175600 Phvul.005G175600 PF00005,PF00664
1 Phvul.005G175600.2 Phvul.005G175600 Phvul.005G175600 PF00005,PF00664
1 Phvul.006G053300.1 Phvul.006G053300 Phvul.006G053300 PF03106
1 Phvul.006G053300.2 Phvul.006G053300 Phvul.006G053300 PF03106
2 Phvul.006G110000.1 Phvul.006G110000 Phvul.006G110000 0
1 Phvul.007G204100.1 Phvul.007G204100 Phvul.007G204100 PF04810,PF08033,PF04815,PF04811
1 Phvul.008G006800.1 Phvul.008G006800 Phvul.008G006800 PF00400,PF12265
1 Phvul.008G034200.2 Phvul.008G034200 Phvul.008G034200 PF00201
1 Phvul.009G184400.1 Phvul.009G184400 Phvul.009G184400 PF05904
1 Phvul.009G184400.2 Phvul.009G184400 Phvul.009G184400 PF05904
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Panther KOG KEGG KOG GO Best-hit-arabi-name
PTHR19384,PTHR19384:SF100 1.5.1.30 0 GO:0055114,GO:0016491,GO:0010181AT3G02280.1
PTHR23324,PTHR23324:SF430 0 0 0 AT4G39170.1
PTHR23324,PTHR23324:SF430 0 0 0 AT4G39170.1
PTHR11005,PTHR11005:SF17KOG2624 3.1.1.3 0 0 AT1G73920.1
PTHR11005,PTHR11005:SF17KOG2624 3.1.1.3 0 0 AT1G73920.1
PTHR23309,PTHR23309:SF10KOG1683 5.1.2.3,1.1.1.35,5.3.3.8,4.2.1.17K10527 GO:0055114,GO:0016491,GO:0006631,GO:0003857AT4G29010.1
PTHR22750,PTHR22750:SF44KOG4457 0 0 0 AT1G79510.1
PTHR24412,PTHR24412:SF2140 0 0 GO:0005515 AT3G61600.1
PTHR33912,PTHR33912:SF10 0 0 0 0
PTHR11254,PTHR11254:SF2910 6.3.2.19 K10592 GO:0004842 AT1G55860.2
PTHR11254,PTHR11254:SF2910 6.3.2.19 K10592 GO:0004842 AT1G55860.2
PTHR11254,PTHR11254:SF2910 6.3.2.19 K10592 GO:0004842 AT1G55860.2
PTHR11254,PTHR11254:SF2910 6.3.2.19 K10592 GO:0004842 AT1G55860.2
PTHR31852,PTHR31852:SF490 0 0 0 AT3G26350.1
PTHR27000,PTHR27000:SF187KOG0472 2.7.11.1 0 GO:0005515 AT4G20140.1
PTHR22715,PTHR22715:SF00 2.1.1.43 0 GO:0005634 AT1G26330.1
PTHR11751,PTHR11751:SF3KOG0633 2.6.1.9 K00817 GO:0030170,GO:0009058AT1G71920.2
PTHR31234,PTHR31234:SF120 0 0 0 AT4G01110.1
PTHR10788,PTHR10788:SF480 2.4.1.15,3.1.3.12K16055 GO:0005992,GO:0003824AT4G17770.1
PTHR10788,PTHR10788:SF480 2.4.1.15,3.1.3.12K16055 GO:0005992,GO:0003824AT4G17770.1
PTHR11236,PTHR11236:SF180 2.6.1.85 K13950 GO:0016833,GO:0009058AT2G28880.1
PTHR24092,PTHR24092:SF740 3.6.3.1 K14802 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G04930.1
PTHR33673,PTHR33673:SF30 0 0 0 AT1G74220.1
PTHR33977,PTHR33977:SF10 0 0 0 AT4G13970.1
PTHR10209,PTHR10209:SF169KOG0143 1.14.11.32 0 GO:0055114,GO:0016491AT3G21420.1
PTHR12048 0 0 K14832 0 AT1G72440.1
PTHR21780,PTHR21780:SF0KOG4670 0 0 0 AT1G07970.1
PTHR11757,PTHR11757:SF80 3.4.21.26 K01322 GO:0008236,GO:0006508,GO:0070008,GO:0004252AT1G76140.1
PTHR14155,PTHR14155:SF1780 0 0 GO:0008270,GO:0005515AT5G43420.1
PTHR32227,PTHR32227:SF980 3.2.1.39 0 GO:0005975,GO:0004553AT5G67460.1
PTHR31300,PTHR31300:SF90 0 0 0 AT5G66740.1
PTHR11999,PTHR11999:SF1050 4.1.1.15 K01580 GO:0030170,GO:0019752,GO:0016831AT5G17330.1
PTHR27001,PTHR27001:SF1KOG1187 2.7.11.1,2.7.10.1 0 GO:0006468,GO:0005524,GO:0004672AT4G33430.1
PTHR27001,PTHR27001:SF1KOG1187 2.7.11.1,2.7.10.1 0 GO:0006468,GO:0005524,GO:0004672AT4G33430.1
PTHR34775,PTHR34775:SF30 0 0 0 AT2G16270.1
PTHR13844,PTHR13844:SF13KOG2570 0 K11650 GO:0005515 AT5G14170.1
PTHR23111,PTHR23111:SF370 0 0 GO:0008270 AT2G17975.1
PTHR23111,PTHR23111:SF370 0 0 GO:0008270 AT2G17975.1
PTHR23111,PTHR23111:SF370 0 0 GO:0008270 AT2G17975.1
PTHR23111,PTHR23111:SF370 0 0 GO:0008270 AT2G17975.1
PTHR11926,PTHR11926:SF1170 2.4.1.173 0 GO:0016758,GO:0008152,GO:0030259,GO:0005975AT1G43620.3
PTHR11926,PTHR11926:SF1170 2.4.1.173 0 GO:0016758,GO:0008152,GO:0030259,GO:0005975AT1G43620.3
PTHR11926,PTHR11926:SF1170 2.4.1.173 0 GO:0016758,GO:0008152,GO:0030259,GO:0005975AT1G43620.3
PTHR11926,PTHR11926:SF1170 2.4.1.173 0 GO:0016758,GO:0008152,GO:0030259,GO:0005975AT1G43620.3
PTHR11926,PTHR11926:SF1170 2.4.1.173 0 GO:0016758,GO:0008152,GO:0030259,GO:0005975AT1G43620.3
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PTHR11926,PTHR11926:SF1170 2.4.1.173 0 GO:0016758,GO:0008152,GO:0030259,GO:0005975AT1G43620.3
PTHR11926,PTHR11926:SF1170 2.4.1.173 0 GO:0016758,GO:0008152,GO:0030259,GO:0005975AT1G43620.3
PTHR27004,PTHR27004:SF27KOG0472 2.7.11.1 0 GO:0005515 AT2G34930.1
PTHR19241,PTHR19241:SF2710 3.6.3.25 0 GO:0016887,GO:0005524,GO:0016020AT1G17840.1
PTHR24298,PTHR24298:SF1050 1.14.13.123,1.1.1.314 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT3G26300.1
PTHR13872,PTHR13872:SF10 2.4.99.18 K07151 GO:0016020,GO:0006486,GO:0004576AT5G19690.1
PTHR13301,PTHR13301:SF620 2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1
PTHR11937,PTHR11937:SF257KOG0676 0 K16615 0 AT3G60830.1
PTHR24067,PTHR24067:SF100KOG0417 6.3.2.19 K10581 0 AT3G15355.1
PTHR15362,PTHR15362:SF60 2.7.8.8 K08730 GO:0006659 AT1G15110.1
PTHR15362,PTHR15362:SF60 2.7.8.8 K08730 GO:0006659 AT1G15110.1

0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0

PTHR33512,PTHR33512:SF10 0 0 0 AT3G08600.1
PTHR19375,PTHR19375:SF2300 0 K09489 0 AT1G11660.1
PTHR19375,PTHR19375:SF2300 0 K09489 0 AT1G11660.1
PTHR19375,PTHR19375:SF2300 0 K09489 0 AT1G11660.1
PTHR19375,PTHR19375:SF2300 0 K09489 0 AT1G11660.1
PTHR11938,PTHR11938:SF1090 1.4.1.14 K00264 GO:0055114,GO:0016491,GO:0008152,GO:0015930,GO:0006807,GO:0016638,GO:0006537AT5G53460.1
PTHR24006,PTHR24006:SF502KOG4341 0 0 GO:0005515 AT4G33210.1
PTHR24343,PTHR24343:SF136KOG0583 2.7.11.1 0 GO:0007165 AT1G30270.1

0 0 0 0 0 AT5G59305.1
PTHR33389,PTHR33389:SF10 0 0 0 AT4G21700.1
PTHR22753,PTHR22753:SF80 0 0 GO:0016747 AT5G41130.1
PTHR32518,PTHR32518:SF30 2.4.1.25 K00705 GO:0005975,GO:0004134,GO:2001070AT2G40840.1
PTHR26374,PTHR26374:SF2130 0 0 0 AT4G17810.1
PTHR27001,PTHR27001:SF32KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G17220.1
PTHR27001,PTHR27001:SF32KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G17220.1

0 0 0 0 0 0
PTHR26374,PTHR26374:SF1990 0 0 0 AT1G26610.1
PTHR26374,PTHR26374:SF1990 0 0 0 AT1G26610.1
PTHR11214,PTHR11214:SF92KOG2287 2.4.1.134 0 GO:0016020,GO:0008378,GO:0006486,GO:0030246AT4G21060.2
PTHR11005,PTHR11005:SF17KOG2624 3.1.1.3 0 0 AT1G73920.1
PTHR11005,PTHR11005:SF17KOG2624 3.1.1.3 0 0 AT1G73920.1
PTHR32227,PTHR32227:SF750 0 0 0 AT1G18650.1
PTHR31839,PTHR31839:SF00 0 0 GO:0006355,GO:0003700AT5G51990.1
PTHR11206,PTHR11206:SF103KOG1347 0 K03327 GO:0055085,GO:0016020,GO:0015297,GO:0015238,GO:0006855AT4G23030.1
PTHR24055,PTHR24055:SF158KOG0660 2.7.11.24 K04371 GO:0006468,GO:0005524,GO:0004672AT2G42880.1
PTHR24055,PTHR24055:SF158KOG0660 2.7.11.24 K04371 GO:0006468,GO:0005524,GO:0004672AT2G42880.1
PTHR22880,PTHR22880:SF1740 0 0 GO:0005515 AT1G58025.3
PTHR12436,PTHR12436:SF4KOG1861 0 0 0 AT2G39340.1
PTHR31677,PTHR31677:SF60 0 0 GO:0006355,GO:0003700AT1G12890.1
PTHR37236,PTHR37236:SF10 0 0 0 AT4G02980.1
PTHR10108,PTHR10108:SF7820 2.1.1.41 0 GO:0008168 AT2G43200.1
PTHR19302,PTHR19302:SF330 0 K16572 GO:0005815,GO:0000922,GO:0000226AT1G80260.1

Page 1395 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

PTHR10359,PTHR10359:SF220 4.2.99.18 0 0 AT5G04560.2
PTHR31300,PTHR31300:SF90 0 0 0 AT5G66740.1
PTHR34805 0 0 0 0 AT4G24680.1
PTHR34805 0 0 0 0 AT4G24680.1
PTHR16057,PTHR16057:SF10 0 0 0 AT3G50430.1
PTHR16057,PTHR16057:SF10 0 0 0 AT3G50430.1
PTHR16057,PTHR16057:SF10 0 0 0 AT3G50430.1

0 0 0 0 0 0
PTHR31942,PTHR31942:SF290 0 K08472 GO:0016021,GO:0006952AT2G39200.1
PTHR11764,PTHR11764:SF190 5.4.99.41 0 GO:0003824 AT2G07050.1
PTHR11764,PTHR11764:SF190 5.4.99.41 0 GO:0003824 AT2G07050.1
PTHR24223,PTHR24223:SF2320 3.6.3.44 K05674 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G07680.1
PTHR24223,PTHR24223:SF2320 3.6.3.44 K05674 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G07680.1
PTHR31221,PTHR31221:SF210 0 0 GO:0043565,GO:0006355,GO:0003700AT4G26640.2
PTHR31221,PTHR31221:SF210 0 0 GO:0043565,GO:0006355,GO:0003700AT4G26640.2
PTHR31234,PTHR31234:SF120 0 0 0 AT4G01110.1
PTHR13803,PTHR13803:SF110 0 K14007 GO:0030127,GO:0008270,GO:0006888,GO:0006886AT3G07100.1
PTHR22850 0 0 K14848 GO:0005515 AT2G19540.1
PTHR11926,PTHR11926:SF2650 2.4.1.170 0 GO:0016758,GO:0008152AT3G02100.1
PTHR33167,PTHR33167:SF30 0 0 0 AT1G13940.1
PTHR33167,PTHR33167:SF30 0 0 0 AT1G13940.1
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arabi-symbol arabi-defline ID Annot_defline
0 Flavodoxin family protein Phvul.008G0048001.5.1.30 - Flavin reductase (NADPH) / Riboflavine mononucleotide reductase (1 of 1)
0 Sec14p-like phosphatidylinositol transfer family proteinPhvul.009G006000PTHR23324:SF43 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH6-RELATED (1 of 6)
0 Sec14p-like phosphatidylinositol transfer family proteinPhvul.009G006000PTHR23324:SF43 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH6-RELATED (1 of 6)
0 alpha/beta-Hydrolases superfamily protein Phvul.002G315000PTHR11005:SF17 - AB-HYDROLASE ASSOCIATED LIPASE REGION CONTAINING PROTEIN (1 of 2)
0 alpha/beta-Hydrolases superfamily protein Phvul.002G315000PTHR11005:SF17 - AB-HYDROLASE ASSOCIATED LIPASE REGION CONTAINING PROTEIN (1 of 2)

AIM1 Enoyl-CoA hydratase/isomerase family Phvul.004G1648001.1.1.35//4.2.1.17//5.1.2.3//5.3.3.8 - 3-hydroxyacyl-CoA dehydrogenase / Beta-keto-reductase // Enoyl-CoA hydratase / Unsaturated acyl-CoA hydratase // Dodecenoyl-CoA isomerase / Dodecenoyl-CoA Delta-isomerase (1 of 1)
0 Uncharacterized conserved protein (DUF2358) Phvul.005G049000PTHR22750 - G-PROTEIN COUPLED RECEPTOR (1 of 2)

ATPOB1,POB1 POZ/BTB containin G-protein 1 Phvul.010G108200PF00651//PF07707 - BTB/POZ domain (BTB)  // BTB And C-terminal Kelch (BACK)  (1 of 3)
0 0 Phvul.L008143PTHR33912:SF1 - F22G5.17 (1 of 1)

UPL1 ubiquitin-protein ligase 1 Phvul.002G189700PTHR11254:SF291 - E3 UBIQUITIN-PROTEIN LIGASE HUWE1 (1 of 1)
UPL1 ubiquitin-protein ligase 1 Phvul.002G189700PTHR11254:SF291 - E3 UBIQUITIN-PROTEIN LIGASE HUWE1 (1 of 1)
UPL1 ubiquitin-protein ligase 1 Phvul.002G189700PTHR11254:SF291 - E3 UBIQUITIN-PROTEIN LIGASE HUWE1 (1 of 1)
UPL1 ubiquitin-protein ligase 1 Phvul.002G189700PTHR11254:SF291 - E3 UBIQUITIN-PROTEIN LIGASE HUWE1 (1 of 1)

0 0 Phvul.002G258800PTHR31852:SF49 - F3F19.7-RELATED (1 of 1)
GSO1 Leucine-rich repeat transmembrane protein kinasePhvul.003G202100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)

0 DNA binding Phvul.003G282800PTHR22715 - TRANSFORMING GROWTH FACTOR BETA REGULATED GENE 1 (1 of 1)
HISN6B HISTIDINE BIOSYNTHESIS 6B Phvul.004G0839002.6.1.9 - Histidinol-phosphate transaminase / Imidazolylacetolphosphate aminotransferase (1 of 1)

0 0 Phvul.006G110000PTHR31234:SF12 - LATE EMBRYOGENESIS ABUNDANT HYDROXYPROLINE-RICH GLYCOPROTEIN (1 of 1)
ATTPS5,TPS5 trehalose phosphatase/synthase 5 Phvul.007G031800PTHR10788:SF48 - ALPHA,ALPHA-TREHALOSE-PHOSPHATE SYNTHASE [UDP-FORMING] 6 (1 of 2)
ATTPS5,TPS5 trehalose phosphatase/synthase 5 Phvul.007G031800PTHR10788:SF48 - ALPHA,ALPHA-TREHALOSE-PHOSPHATE SYNTHASE [UDP-FORMING] 6 (1 of 2)
ADCS,emb1997 para-aminobenzoate (PABA) synthase family proteinPhvul.007G0941002.6.1.85 - Aminodeoxychorismate synthase / ADC synthase (1 of 1)
ALA1 aminophospholipid ATPase 1 Phvul.008G081700K14802 - phospholipid-transporting ATPase [EC:3.6.3.1] (DRS2, ATP8A)  (1 of 5)

0 0 0 0
0 zinc ion binding Phvul.009G233100PTHR33977:SF1 - ZINC ION BINDING PROTEIN (1 of 2)
0 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.009G246200PTHR10209//PTHR10209:SF169 - OXIDOREDUCTASE, 2OG-FE II  OXYGENASE FAMILY PROTEIN // SUBFAMILY NOT NAMED (1 of 1)

EDA25,SWA2 CCAAT-binding factor Phvul.010G125200K14832 - ribosome biogenesis protein MAK21 (MAK21, NOC1, CEBPZ)  (1 of 1)
0 0 Phvul.011G073400PTHR21780:SF0 - TRANSMEMBRANE PROTEIN 209 (1 of 1)
0 Prolyl oligopeptidase family protein Phvul.001G0017003.4.21.26 - Prolyl oligopeptidase / Prolyl endopeptidase (1 of 2)
0 RING/U-box superfamily protein Phvul.001G160000PTHR14155//PTHR14155:SF178 - RING FINGER DOMAIN-CONTAINING // SUBFAMILY NOT NAMED (1 of 4)
0 O-Glycosyl hydrolases family 17 protein Phvul.002G011900PTHR32227:SF98 - GB (1 of 1)
0 Protein of unknown function (DUF620) Phvul.002G028700PF04788 - Protein of unknown function (DUF620) (DUF620)  (1 of 10)

GAD,GAD1 glutamate decarboxylase Phvul.002G185800PTHR11999//PTHR11999:SF105 - GROUP II PYRIDOXAL-5-PHOSPHATE DECARBOXYLASE // SUBFAMILY NOT NAMED (1 of 3)
ATBAK1,ATSERK3,BAK1,ELG,RKS10,SERK3BRI1-associated receptor kinase Phvul.002G206900K13416 - brassinosteroid insensitive 1-associated receptor kinase 1 (BAK1)  (1 of 3)
ATBAK1,ATSERK3,BAK1,ELG,RKS10,SERK3BRI1-associated receptor kinase Phvul.002G206900K13416 - brassinosteroid insensitive 1-associated receptor kinase 1 (BAK1)  (1 of 3)

0 0 0 0
CHC1 SWIB/MDM2 domain superfamily protein Phvul.003G210500K11650 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily D (SMARCD)  (1 of 4)

0 zinc finger (Ran-binding) family protein Phvul.003G262300PTHR23111//PTHR23111:SF37 - ZINC FINGER PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
0 zinc finger (Ran-binding) family protein Phvul.003G262300PTHR23111//PTHR23111:SF37 - ZINC FINGER PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
0 zinc finger (Ran-binding) family protein Phvul.003G262300PTHR23111//PTHR23111:SF37 - ZINC FINGER PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
0 zinc finger (Ran-binding) family protein Phvul.003G262300PTHR23111//PTHR23111:SF37 - ZINC FINGER PROTEIN // SUBFAMILY NOT NAMED (1 of 1)

TT15,UGT80B1 UDP-Glycosyltransferase superfamily protein Phvul.004G093900PTHR11926:SF117 - STEROL 3-BETA-GLUCOSYLTRANSFERASE UGT80B1 (1 of 2)
TT15,UGT80B1 UDP-Glycosyltransferase superfamily protein Phvul.004G093900PTHR11926:SF117 - STEROL 3-BETA-GLUCOSYLTRANSFERASE UGT80B1 (1 of 2)
TT15,UGT80B1 UDP-Glycosyltransferase superfamily protein Phvul.004G093900PTHR11926:SF117 - STEROL 3-BETA-GLUCOSYLTRANSFERASE UGT80B1 (1 of 2)
TT15,UGT80B1 UDP-Glycosyltransferase superfamily protein Phvul.004G093900PTHR11926:SF117 - STEROL 3-BETA-GLUCOSYLTRANSFERASE UGT80B1 (1 of 2)
TT15,UGT80B1 UDP-Glycosyltransferase superfamily protein Phvul.004G093900PTHR11926:SF117 - STEROL 3-BETA-GLUCOSYLTRANSFERASE UGT80B1 (1 of 2)
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TT15,UGT80B1 UDP-Glycosyltransferase superfamily protein Phvul.004G093900PTHR11926:SF117 - STEROL 3-BETA-GLUCOSYLTRANSFERASE UGT80B1 (1 of 2)
TT15,UGT80B1 UDP-Glycosyltransferase superfamily protein Phvul.004G093900PTHR11926:SF117 - STEROL 3-BETA-GLUCOSYLTRANSFERASE UGT80B1 (1 of 2)

0 disease resistance family protein / LRR family proteinPhvul.004G105600KOG0472 - Leucine-rich repeat protein (1 of 95)
ABCG11,ATWBC11,COF1,DSO,WBC11white-brown complex homolog protein 11 Phvul.004G135400PTHR19241//PTHR19241:SF271 - ATP-BINDING CASSETTE TRANSPORTER // SUBFAMILY NOT NAMED (1 of 1)
CYP71B34 cytochrome P450, family 71, subfamily B, polypeptide 34Phvul.004G159500PF00067 - Cytochrome P450 (p450)  (1 of 273)
STT3A staurosporin and temperature sensitive 3-like APhvul.004G170000PTHR13872:SF1 - DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE--PROTEIN GLYCOSYLTRANSFERASE SUBUNIT STT3B (1 of 1)
ATCSLG1,CSLG1 cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)
ARP7,ATARP7 actin-related protein 7 Phvul.005G022800K16615 - actin-related protein 7, plant (PARP7)  (1 of 2)
PFU1,UBC25 ubiquitin-conjugating enzyme 25 Phvul.005G072300PTHR24067:SF100 - UBIQUITIN-CONJUGATING ENZYME FAMILY PROTEIN-RELATED (1 of 2)

0 phosphatidyl serine synthase family protein Phvul.007G0340002.7.8.8 - CDP-diacylglycerol--serine O-phosphatidyltransferase / Phosphatidylserine synthase (1 of 1)
0 phosphatidyl serine synthase family protein Phvul.007G0340002.7.8.8 - CDP-diacylglycerol--serine O-phosphatidyltransferase / Phosphatidylserine synthase (1 of 1)
0 0 0 0
0 0 0 0
0 0 0 0
0 Protein of unknown function (DUF1191) Phvul.008G079000PF06697 - Protein of unknown function (DUF1191) (DUF1191)  (1 of 7)
0 heat shock protein 70 (Hsp 70) family protein Phvul.008G267400PTHR19375//PTHR19375:SF230 - HEAT SHOCK PROTEIN 70KDA // SUBFAMILY NOT NAMED (1 of 2)
0 heat shock protein 70 (Hsp 70) family protein Phvul.008G267400PTHR19375//PTHR19375:SF230 - HEAT SHOCK PROTEIN 70KDA // SUBFAMILY NOT NAMED (1 of 2)
0 heat shock protein 70 (Hsp 70) family protein Phvul.008G267400PTHR19375//PTHR19375:SF230 - HEAT SHOCK PROTEIN 70KDA // SUBFAMILY NOT NAMED (1 of 2)
0 heat shock protein 70 (Hsp 70) family protein Phvul.008G267400PTHR19375//PTHR19375:SF230 - HEAT SHOCK PROTEIN 70KDA // SUBFAMILY NOT NAMED (1 of 2)

GLT1 NADH-dependent glutamate synthase 1 Phvul.009G0539001.4.1.14 - Glutamate synthase (NADH) / NADH-glutamate synthase (1 of 2)
SLOMO F-box family protein Phvul.009G081900PTHR24006:SF502 - F-BOX/LRR-REPEAT PROTEIN 15-RELATED (1 of 2)
ATCIPK23,CIPK23,LKS1,SnRK3.23CBL-interacting protein kinase 23 Phvul.009G213000PTHR24343:SF136 - CBL-INTERACTING SERINE/THREONINE-PROTEIN KINASE 23 (1 of 3)

0 0 0 0
0 Protein of unknown function (DUF2921) Phvul.001G079400PF11145 - Protein of unknown function (DUF2921) (DUF2921)  (1 of 6)
0 Esterase/lipase/thioesterase family protein Phvul.001G087700PTHR22753:SF8 - ESTERASE/LIPASE/THIOESTERASE FAMILY PROTEIN-RELATED (1 of 2)

DPE2 disproportionating enzyme 2 Phvul.001G1175002.4.1.25 - 4-alpha-glucanotransferase / Oligo-1,4-1,4-glucantransferase (1 of 3)
0 C2H2 and C2HC zinc fingers superfamily proteinPhvul.002G007100PF13912 - C2H2-type zinc finger (zf-C2H2_6)  (1 of 42)
0 Protein kinase superfamily protein Phvul.002G115800PTHR27001:SF32 - INTERLEUKIN-1 RECEPTOR-ASSOCIATED KINASE 4 PROTEIN-RELATED (1 of 3)
0 Protein kinase superfamily protein Phvul.002G115800PTHR27001:SF32 - INTERLEUKIN-1 RECEPTOR-ASSOCIATED KINASE 4 PROTEIN-RELATED (1 of 3)
0 0 0 0
0 C2H2-like zinc finger protein Phvul.002G168500PTHR26374:SF199 - ZINC FINGER PROTEIN ZAT2-RELATED (1 of 1)
0 C2H2-like zinc finger protein Phvul.002G168500PTHR26374:SF199 - ZINC FINGER PROTEIN ZAT2-RELATED (1 of 1)
0 Galactosyltransferase family protein Phvul.002G177500PTHR11214:SF92 - BETA-1,3-GALACTOSYLTRANSFERASE 20-RELATED (1 of 2)
0 alpha/beta-Hydrolases superfamily protein Phvul.002G315000PTHR11005:SF17 - AB-HYDROLASE ASSOCIATED LIPASE REGION CONTAINING PROTEIN (1 of 2)
0 alpha/beta-Hydrolases superfamily protein Phvul.002G315000PTHR11005:SF17 - AB-HYDROLASE ASSOCIATED LIPASE REGION CONTAINING PROTEIN (1 of 2)

PDCB3 plasmodesmata callose-binding protein 3 Phvul.003G185300PTHR32227:SF75 - GLUCAN ENDO-1,3-BETA-GLUCOSIDASE-LIKE PROTEIN 2-RELATED (1 of 2)
CBF4,DREB1D C-repeat-binding factor 4 Phvul.003G212800PTHR31839:SF0 - DEHYDRATION-RESPONSIVE ELEMENT-BINDING PROTEIN 1E-RELATED (1 of 2)

0 MATE efflux family protein Phvul.004G121900PTHR11206:SF103 - MATE EFFLUX FAMILY PROTEIN (1 of 2)
ATMPK20,MPK20 MAP kinase 20 Phvul.006G033600PTHR24055:SF158 - MITOGEN-ACTIVATED PROTEIN KINASE 20 (1 of 2)
ATMPK20,MPK20 MAP kinase 20 Phvul.006G033600PTHR24055:SF158 - MITOGEN-ACTIVATED PROTEIN KINASE 20 (1 of 2)

0 DNA-binding bromodomain-containing protein Phvul.006G219000PTHR22880:SF174 - DNA-BINDING BROMODOMAIN-CONTAINING PROTEIN (1 of 1)
0 SAC3/GANP/Nin1/mts3/eIF-3 p25 family Phvul.007G008100PTHR12436:SF4 - LEUKOCYTE RECEPTOR CLUSTER MEMBER 8 (1 of 1)
0 Integrase-type DNA-binding superfamily proteinPhvul.007G086600PF00847 - AP2 domain (AP2)  (1 of 180)

ABP,ABP1 endoplasmic reticulum auxin binding protein 1 Phvul.007G168600PTHR37236:SF1 - AUXIN-BINDING PROTEIN 1 (1 of 1)
0 S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.008G002700PTHR10108//PTHR10108:SF782 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)

emb1427 Spc97 / Spc98 family of spindle pole body (SBP) componentPhvul.009G062500K16572 - gamma-tubulin complex component 5 (TUBGCP5, GCP5)  (1 of 1)
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DME HhH-GPD base excision DNA repair family proteinPhvul.001G186500PTHR10359:SF22 - DEMETER-LIKE PROTEIN 2-RELATED (1 of 3)
0 Protein of unknown function (DUF620) Phvul.002G028700PF04788 - Protein of unknown function (DUF620) (DUF620)  (1 of 10)

MOS1 modifier of snc1 Phvul.003G202300PF07001 - BAT2 N-terminus (BAT2_N)  (1 of 1)
MOS1 modifier of snc1 Phvul.003G202300PF07001 - BAT2 N-terminus (BAT2_N)  (1 of 1)

0 0 Phvul.003G248400PTHR16057 - WINS1, 2 PROTEIN (1 of 1)
0 0 Phvul.003G248400PTHR16057 - WINS1, 2 PROTEIN (1 of 1)
0 0 Phvul.003G248400PTHR16057 - WINS1, 2 PROTEIN (1 of 1)
0 0 0 0

ATMLO12,MLO12 Seven transmembrane MLO family protein Phvul.004G071800PTHR31942:SF29 - MLO-LIKE PROTEIN 12-RELATED (1 of 3)
CAS1 cycloartenol synthase 1 Phvul.004G178500PTHR11764//PTHR11764:SF19 - LANOSTEROL SYNTHASE // SUBFAMILY NOT NAMED (1 of 2)
CAS1 cycloartenol synthase 1 Phvul.004G178500PTHR11764//PTHR11764:SF19 - LANOSTEROL SYNTHASE // SUBFAMILY NOT NAMED (1 of 2)
ATMRP11,MRP11 multidrug resistance-associated protein 11 Phvul.005G175600K05674 - ATP-binding cassette, subfamily C (CFTR/MRP), member 10 (ABCC10)  (1 of 1)
ATMRP11,MRP11 multidrug resistance-associated protein 11 Phvul.005G175600K05674 - ATP-binding cassette, subfamily C (CFTR/MRP), member 10 (ABCC10)  (1 of 1)
AtWRKY20,WRKY20 WRKY family transcription factor family proteinPhvul.006G053300PTHR31221:SF21 - WRKY TRANSCRIPTION FACTOR 20-RELATED (1 of 2)
AtWRKY20,WRKY20 WRKY family transcription factor family proteinPhvul.006G053300PTHR31221:SF21 - WRKY TRANSCRIPTION FACTOR 20-RELATED (1 of 2)

0 0 Phvul.006G110000PTHR31234:SF12 - LATE EMBRYOGENESIS ABUNDANT HYDROXYPROLINE-RICH GLYCOPROTEIN (1 of 1)
ERMO2,SEC24A Sec23/Sec24 protein transport family protein Phvul.007G204100K14007 - protein transport protein SEC24 (SEC24)  (1 of 3)

0 Transducin family protein / WD-40 repeat family proteinPhvul.008G006800K14848 - ribosome assembly protein RRB1 (RRB1, GRWD1)  (1 of 1)
0 UDP-Glycosyltransferase superfamily protein Phvul.008G034200PTHR11926//PTHR11926:SF265 - GLUCOSYL/GLUCURONOSYL TRANSFERASES // SUBFAMILY NOT NAMED (1 of 5)
0 Plant protein of unknown function (DUF863) Phvul.009G184400PTHR33167:SF3 - F16A14.15-RELATED (1 of 3)
0 Plant protein of unknown function (DUF863) Phvul.009G184400PTHR33167:SF3 - F16A14.15-RELATED (1 of 3)
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Do not distribute

IDENTIFIER NAME DESCRIPTION
Phvul.008G004800Coenzyme metabolism.iron-sulfur cluster assembly machinery.cytosolic CIA system.assembly phase.electron donor complex.component TAH18component TAH18 of cytosolic CIA system assembly phase (original description: pacid=37161177 transcript=Phvul.008G004800.1 locus=Phvul.008G004800 ID=Phvul.008G004800.1.v2.1 annot-version=v2.1) &
Phvul.009G006000not assigned.annotated (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
Phvul.009G006000not assigned.annotated (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
Phvul.002G315000not assigned.not annotated no hits & (original description: pacid=37174769 transcript=Phvul.002G315000.2 locus=Phvul.002G315000 ID=Phvul.002G315000.2.v2.1 annot-version=v2.1)
Phvul.002G315000not assigned.not annotated no hits & (original description: pacid=37174769 transcript=Phvul.002G315000.2 locus=Phvul.002G315000 ID=Phvul.002G315000.2.v2.1 annot-version=v2.1)
Phvul.004G164800Lipid metabolism.lipid degradation.fatty acid degradation.core beta-oxidation.multifunctional enzyme (MFP)multifunctional enzyme (MFP) (original description: pacid=37162576 transcript=Phvul.004G164800.1 locus=Phvul.004G164800 ID=Phvul.004G164800.1.v2.1 annot-version=v2.1) &
Phvul.005G049000not assigned.not annotated no hits & (original description: pacid=37153695 transcript=Phvul.005G049000.1 locus=Phvul.005G049000 ID=Phvul.005G049000.1.v2.1 annot-version=v2.1)
Phvul.010G108200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.Cullin-based ubiquitylation complexes.CUL3-BTB E3 ligase complexes.BTB/POZ substrate adaptor components.component LRBcomponent LRB of CUL3-BTB E3 ubiquitin ligase complex (original description: pacid=37142307 transcript=Phvul.010G108200.1 locus=Phvul.010G108200 ID=Phvul.010G108200.1.v2.1 annot-version=v2.1) &
Phvul.L008143not assigned.not annotated no hits & (original description: pacid=37178968 transcript=Phvul.L008143.1 locus=Phvul.L008143 ID=Phvul.L008143.1.v2.1 annot-version=v2.1)
Phvul.002G189700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37176691 transcript=Phvul.002G189700.4 locus=Phvul.002G189700 ID=Phvul.002G189700.4.v2.1 annot-version=v2.1) &
Phvul.002G189700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37176691 transcript=Phvul.002G189700.4 locus=Phvul.002G189700 ID=Phvul.002G189700.4.v2.1 annot-version=v2.1) &
Phvul.002G189700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37176691 transcript=Phvul.002G189700.4 locus=Phvul.002G189700 ID=Phvul.002G189700.4.v2.1 annot-version=v2.1) &
Phvul.002G189700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37176691 transcript=Phvul.002G189700.4 locus=Phvul.002G189700 ID=Phvul.002G189700.4.v2.1 annot-version=v2.1) &
Phvul.002G258800not assigned.not annotated no hits & (original description: pacid=37175064 transcript=Phvul.002G258800.1 locus=Phvul.002G258800 ID=Phvul.002G258800.1.v2.1 annot-version=v2.1)
Phvul.003G202100Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.CIF-peptide activity.CIF-peptide receptor (GSO)CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
Phvul.003G282800not assigned.not annotated no hits & (original description: pacid=37147414 transcript=Phvul.003G282800.1 locus=Phvul.003G282800 ID=Phvul.003G282800.1.v2.1 annot-version=v2.1)
Phvul.004G083900Amino acid metabolism.biosynthesis.glutamate family.histidine.histidinol-phosphate aminotransferasehistidinol-phosphate aminotransferase (original description: pacid=37161692 transcript=Phvul.004G083900.1 locus=Phvul.004G083900 ID=Phvul.004G083900.1.v2.1 annot-version=v2.1) &
Phvul.006G110000not assigned.not annotated no hits & (original description: pacid=37173968 transcript=Phvul.006G110000.1 locus=Phvul.006G110000 ID=Phvul.006G110000.1.v2.1 annot-version=v2.1)
Phvul.007G031800Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseAlpha,alpha-trehalose-phosphate synthase [UDP-forming] 5 OS=Arabidopsis thaliana (sp|o23617|tps5_arath : 1388.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 545.4) (original description: pacid=37165866 transcript=Phvul.007G031800.2 locus=Phvul.007G031800 ID=Phvul.007G031800.2.v2.1 annot-version=v2.1) &
Phvul.007G031800Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseAlpha,alpha-trehalose-phosphate synthase [UDP-forming] 5 OS=Arabidopsis thaliana (sp|o23617|tps5_arath : 1388.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 545.4) (original description: pacid=37165866 transcript=Phvul.007G031800.2 locus=Phvul.007G031800 ID=Phvul.007G031800.2.v2.1 annot-version=v2.1) &
Phvul.007G094100Coenzyme metabolism.tetrahydrofolate biosynthesis.p-aminobenzoate biosynthesis.aminodeoxychorismate synthaseaminodeoxychorismate synthase (original description: pacid=37167180 transcript=Phvul.007G094100.1 locus=Phvul.007G094100 ID=Phvul.007G094100.1.v2.1 annot-version=v2.1) &
Phvul.008G081700Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37159191 transcript=Phvul.008G081700.2 locus=Phvul.008G081700 ID=Phvul.008G081700.2.v2.1 annot-version=v2.1) &
Phvul.009G201900not assigned.not annotated no hits & (original description: pacid=37150792 transcript=Phvul.009G201900.1 locus=Phvul.009G201900 ID=Phvul.009G201900.1.v2.1 annot-version=v2.1)
Phvul.009G233100not assigned.not annotated no hits & (original description: pacid=37149731 transcript=Phvul.009G233100.3 locus=Phvul.009G233100 ID=Phvul.009G233100.3.v2.1 annot-version=v2.1)
Phvul.009G246200Phytohormone action.strigolactone.biosynthesis.oxidoreductase (LBO)oxidoreductase (LBO) (original description: pacid=37151443 transcript=Phvul.009G246200.2 locus=Phvul.009G246200 ID=Phvul.009G246200.2.v2.1 annot-version=v2.1) &
Phvul.010G125200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU processome.pre-60S ribosomal subunit nuclear export.NOC export complexes.component NOC1/SWA2component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
Phvul.011G073400not assigned.not annotated no hits & (original description: pacid=37154989 transcript=Phvul.011G073400.1 locus=Phvul.011G073400 ID=Phvul.011G073400.1.v2.1 annot-version=v2.1)
Phvul.001G001700Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 947.8) (original description: pacid=37169558 transcript=Phvul.001G001700.1 locus=Phvul.001G001700 ID=Phvul.001G001700.1.v2.1 annot-version=v2.1) &
Phvul.001G160000Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-H2-class E3 ligaseRING-H2-class E3 ligase (original description: pacid=37168057 transcript=Phvul.001G160000.1 locus=Phvul.001G160000 ID=Phvul.001G160000.1.v2.1 annot-version=v2.1) &
Phvul.002G011900Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 13 OS=Arabidopsis thaliana (sp|q9fju9|e1313_arath : 127.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 56.6) (original description: pacid=37175571 transcript=Phvul.002G011900.1 locus=Phvul.002G011900 ID=Phvul.002G011900.1.v2.1 annot-version=v2.1) &
Phvul.002G028700Multi-process regulation.Rop-GTPase regulatory system.ROP GTPase effector activities.GTPase effector (BDR)GTPase effector (BDR) (original description: pacid=37174686 transcript=Phvul.002G028700.1 locus=Phvul.002G028700 ID=Phvul.002G028700.1.v2.1 annot-version=v2.1) &
Phvul.002G185800Amino acid metabolism.biosynthesis.glutamate family.glutamate-derived amino acids.gamma-aminobutyrate (GABA).glutamate decarboxylaseglutamate decarboxylase (original description: pacid=37174418 transcript=Phvul.002G185800.1 locus=Phvul.002G185800 ID=Phvul.002G185800.1.v2.1 annot-version=v2.1) &
Phvul.002G206900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)protein kinase (LRR-II) (original description: pacid=37176803 transcript=Phvul.002G206900.3 locus=Phvul.002G206900 ID=Phvul.002G206900.3.v2.1 annot-version=v2.1) &
Phvul.002G206900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)protein kinase (LRR-II) (original description: pacid=37176803 transcript=Phvul.002G206900.3 locus=Phvul.002G206900 ID=Phvul.002G206900.3.v2.1 annot-version=v2.1) &
Phvul.003G078900not assigned.not annotated no hits & (original description: pacid=37147041 transcript=Phvul.003G078900.1 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1)
Phvul.003G210500Chromatin organisation.chromatin remodeling complexes.additional core components.component BAF60component BAF60 of chromatin remodeling complex (original description: pacid=37144401 transcript=Phvul.003G210500.1 locus=Phvul.003G210500 ID=Phvul.003G210500.1.v2.1 annot-version=v2.1) &
Phvul.003G262300not assigned.not annotated no hits & (original description: pacid=37145402 transcript=Phvul.003G262300.4 locus=Phvul.003G262300 ID=Phvul.003G262300.4.v2.1 annot-version=v2.1)
Phvul.003G262300not assigned.not annotated no hits & (original description: pacid=37145402 transcript=Phvul.003G262300.4 locus=Phvul.003G262300 ID=Phvul.003G262300.4.v2.1 annot-version=v2.1)
Phvul.003G262300not assigned.not annotated no hits & (original description: pacid=37145402 transcript=Phvul.003G262300.4 locus=Phvul.003G262300 ID=Phvul.003G262300.4.v2.1 annot-version=v2.1)
Phvul.003G262300not assigned.not annotated no hits & (original description: pacid=37145402 transcript=Phvul.003G262300.4 locus=Phvul.003G262300 ID=Phvul.003G262300.4.v2.1 annot-version=v2.1)
Phvul.004G093900Lipid metabolism.phytosterol biosynthesis.phytosterol conjugation.phytosterol glycosylation.UDP-glucose:sterol glucosyltransferaseUDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
Phvul.004G093900Lipid metabolism.phytosterol biosynthesis.phytosterol conjugation.phytosterol glycosylation.UDP-glucose:sterol glucosyltransferaseUDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
Phvul.004G093900Lipid metabolism.phytosterol biosynthesis.phytosterol conjugation.phytosterol glycosylation.UDP-glucose:sterol glucosyltransferaseUDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
Phvul.004G093900Lipid metabolism.phytosterol biosynthesis.phytosterol conjugation.phytosterol glycosylation.UDP-glucose:sterol glucosyltransferaseUDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
Phvul.004G093900Lipid metabolism.phytosterol biosynthesis.phytosterol conjugation.phytosterol glycosylation.UDP-glucose:sterol glucosyltransferaseUDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.004G093900Lipid metabolism.phytosterol biosynthesis.phytosterol conjugation.phytosterol glycosylation.UDP-glucose:sterol glucosyltransferaseUDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
Phvul.004G093900Lipid metabolism.phytosterol biosynthesis.phytosterol conjugation.phytosterol glycosylation.UDP-glucose:sterol glucosyltransferaseUDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
Phvul.004G105600not assigned.annotated (original description: pacid=37162970 transcript=Phvul.004G105600.1 locus=Phvul.004G105600 ID=Phvul.004G105600.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 345.0)
Phvul.004G135400Solute transport.primary active transport.ABC superfamily.ABC2 family.subfamily ABCG transportersubfamily ABCG transporter (original description: pacid=37162910 transcript=Phvul.004G135400.1 locus=Phvul.004G135400 ID=Phvul.004G135400.1.v2.1 annot-version=v2.1) &
Phvul.004G159500Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 CYP736A12 OS=Panax ginseng (sp|h2dh18|c7a12_pangi : 559.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 407.0) (original description: pacid=37163295 transcript=Phvul.004G159500.1 locus=Phvul.004G159500 ID=Phvul.004G159500.1.v2.1 annot-version=v2.1) &
Phvul.004G170000Protein modification.glycosylation.N-linked glycosylation.oligosaccharyl transferase (OST) complex.component STT3component STT3 of oligosaccharyl transferase (OST) complex (original description: pacid=37161693 transcript=Phvul.004G170000.1 locus=Phvul.004G170000 ID=Phvul.004G170000.1.v2.1 annot-version=v2.1) &
Phvul.005G001000not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
Phvul.005G022800Chromatin organisation.chromatin remodeling complexes.additional core components.component ARP7component ARP7 of chromatin remodeling complex (original description: pacid=37154025 transcript=Phvul.005G022800.1 locus=Phvul.005G022800 ID=Phvul.005G022800.1.v2.1 annot-version=v2.1) &
Phvul.005G072300not assigned.annotated (original description: pacid=37154333 transcript=Phvul.005G072300.1 locus=Phvul.005G072300 ID=Phvul.005G072300.1.v2.1 annot-version=v2.1) & Probable ubiquitin-conjugating enzyme E2 26 OS=Arabidopsis thaliana (sp|q8gy87|ubc26_arath : 359.0)
Phvul.007G034000Lipid metabolism.glycerolipid biosynthesis.phosphatidylserine.base-exchange pathway.base-exchange-type phosphatidylserine synthasebase-exchange-type phosphatidylserine synthase (original description: pacid=37167617 transcript=Phvul.007G034000.2 locus=Phvul.007G034000 ID=Phvul.007G034000.2.v2.1 annot-version=v2.1) &
Phvul.007G034000Lipid metabolism.glycerolipid biosynthesis.phosphatidylserine.base-exchange pathway.base-exchange-type phosphatidylserine synthasebase-exchange-type phosphatidylserine synthase (original description: pacid=37167617 transcript=Phvul.007G034000.2 locus=Phvul.007G034000 ID=Phvul.007G034000.2.v2.1 annot-version=v2.1) &
Phvul.007G244033not assigned.not annotated no hits & (original description: pacid=37165375 transcript=Phvul.007G244033.1 locus=Phvul.007G244033 ID=Phvul.007G244033.1.v2.1 annot-version=v2.1)
Phvul.007G244033not assigned.not annotated no hits & (original description: pacid=37165375 transcript=Phvul.007G244033.1 locus=Phvul.007G244033 ID=Phvul.007G244033.1.v2.1 annot-version=v2.1)
Phvul.007G244066not assigned.not annotated no hits & (original description: pacid=37164381 transcript=Phvul.007G244066.1 locus=Phvul.007G244066 ID=Phvul.007G244066.1.v2.1 annot-version=v2.1)
Phvul.008G079000not assigned.not annotated no hits & (original description: pacid=37160757 transcript=Phvul.008G079000.1 locus=Phvul.008G079000 ID=Phvul.008G079000.1.v2.1 annot-version=v2.1)
Phvul.008G267400Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.nucleotide exchange factor & co-chaperone (Hsp110)chaperone (Hsp110) (original description: pacid=37160259 transcript=Phvul.008G267400.5 locus=Phvul.008G267400 ID=Phvul.008G267400.5.v2.1 annot-version=v2.1) &
Phvul.008G267400Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.nucleotide exchange factor & co-chaperone (Hsp110)chaperone (Hsp110) (original description: pacid=37160259 transcript=Phvul.008G267400.5 locus=Phvul.008G267400 ID=Phvul.008G267400.5.v2.1 annot-version=v2.1) &
Phvul.008G267400Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.nucleotide exchange factor & co-chaperone (Hsp110)chaperone (Hsp110) (original description: pacid=37160259 transcript=Phvul.008G267400.5 locus=Phvul.008G267400 ID=Phvul.008G267400.5.v2.1 annot-version=v2.1) &
Phvul.008G267400Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.nucleotide exchange factor & co-chaperone (Hsp110)chaperone (Hsp110) (original description: pacid=37160259 transcript=Phvul.008G267400.5 locus=Phvul.008G267400 ID=Phvul.008G267400.5.v2.1 annot-version=v2.1) &
Phvul.009G053900Nutrient uptake.nitrogen assimilation.ammonium assimilation.glutamate synthase activities.NADH-dependent glutamate synthaseNADH-dependent glutamate synthase (original description: pacid=37150765 transcript=Phvul.009G053900.2 locus=Phvul.009G053900 ID=Phvul.009G053900.2.v2.1 annot-version=v2.1) &
Phvul.009G081900not assigned.annotated (original description: pacid=37152092 transcript=Phvul.009G081900.1 locus=Phvul.009G081900 ID=Phvul.009G081900.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 15 OS=Arabidopsis thaliana (sp|q9smy8|fbl15_arath : 1013.0)
Phvul.009G213000Protein modification.phosphorylation.CAMK protein kinase superfamily.SNF1-related protein kinase (SnRK3)SNF1-related protein kinase (SnRK3) (original description: pacid=37149546 transcript=Phvul.009G213000.1 locus=Phvul.009G213000 ID=Phvul.009G213000.1.v2.1 annot-version=v2.1) &
Phvul.011G065200Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.CLE-peptide activity.CLE-precursor proteinCLE precursor polypeptide (original description: pacid=37155545 transcript=Phvul.011G065200.2 locus=Phvul.011G065200 ID=Phvul.011G065200.2.v2.1 annot-version=v2.1) &
Phvul.001G079400not assigned.not annotated no hits & (original description: pacid=37168871 transcript=Phvul.001G079400.1 locus=Phvul.001G079400 ID=Phvul.001G079400.1.v2.1 annot-version=v2.1)
Phvul.001G087700not assigned.annotated (original description: pacid=37168110 transcript=Phvul.001G087700.1 locus=Phvul.001G087700 ID=Phvul.001G087700.1.v2.1 annot-version=v2.1) & Acyltransferase-like protein At3g26840, chloroplastic OS=Arabidopsis thaliana (sp|q9lw26|y3684_arath : 661.0)
Phvul.001G117500not assigned.annotated (original description: pacid=37168578 transcript=Phvul.001G117500.1 locus=Phvul.001G117500 ID=Phvul.001G117500.1.v2.1 annot-version=v2.1) & 4-alpha-glucanotransferase DPE2 OS=Oryza sativa subsp. japonica (sp|q69q02|dpe2_orysj : 394.0)
Phvul.002G007100RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37175159 transcript=Phvul.002G007100.1 locus=Phvul.002G007100 ID=Phvul.002G007100.1.v2.1 annot-version=v2.1) &
Phvul.002G115800Protein modification.phosphorylation.TKL protein kinase superfamily.RLCK-VII receptor-like protein kinase families.receptor-like protein kinase (RLCK-VIIa)receptor-like protein kinase (RLCK-VIIa) (original description: pacid=37177142 transcript=Phvul.002G115800.3 locus=Phvul.002G115800 ID=Phvul.002G115800.3.v2.1 annot-version=v2.1) &
Phvul.002G115800Protein modification.phosphorylation.TKL protein kinase superfamily.RLCK-VII receptor-like protein kinase families.receptor-like protein kinase (RLCK-VIIa)receptor-like protein kinase (RLCK-VIIa) (original description: pacid=37177142 transcript=Phvul.002G115800.3 locus=Phvul.002G115800 ID=Phvul.002G115800.3.v2.1 annot-version=v2.1) &
Phvul.002G163600not assigned.not annotated no hits & (original description: pacid=37178055 transcript=Phvul.002G163600.1 locus=Phvul.002G163600 ID=Phvul.002G163600.1.v2.1 annot-version=v2.1)
Phvul.002G168500RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37177986 transcript=Phvul.002G168500.2 locus=Phvul.002G168500 ID=Phvul.002G168500.2.v2.1 annot-version=v2.1) &
Phvul.002G168500RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37177986 transcript=Phvul.002G168500.2 locus=Phvul.002G168500 ID=Phvul.002G168500.2.v2.1 annot-version=v2.1) &
Phvul.002G177500Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.AGP glycosylation.AGP hydroxyproline O-galactosyltransferaseAGP hydroxyproline O-galactosyltransferase (original description: pacid=37176445 transcript=Phvul.002G177500.1 locus=Phvul.002G177500 ID=Phvul.002G177500.1.v2.1 annot-version=v2.1) &
Phvul.002G315000not assigned.not annotated no hits & (original description: pacid=37174769 transcript=Phvul.002G315000.2 locus=Phvul.002G315000 ID=Phvul.002G315000.2.v2.1 annot-version=v2.1)
Phvul.002G315000not assigned.not annotated no hits & (original description: pacid=37174769 transcript=Phvul.002G315000.2 locus=Phvul.002G315000 ID=Phvul.002G315000.2.v2.1 annot-version=v2.1)
Phvul.003G185300not assigned.annotated (original description: pacid=37144453 transcript=Phvul.003G185300.1 locus=Phvul.003G185300 ID=Phvul.003G185300.1.v2.1 annot-version=v2.1) & PLASMODESMATA CALLOSE-BINDING PROTEIN 3 OS=Arabidopsis thaliana (sp|q9fz86|pdcb3_arath : 138.0)
Phvul.003G212800RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (DREB)transcription factor (DREB) (original description: pacid=37145319 transcript=Phvul.003G212800.2 locus=Phvul.003G212800 ID=Phvul.003G212800.2.v2.1 annot-version=v2.1) &
Phvul.004G121900Solute transport.carrier-mediated transport.MOP superfamily.MATE family.metabolite transporter (DTX)metabolite transporter (DTX) (original description: pacid=37162548 transcript=Phvul.004G121900.1 locus=Phvul.004G121900 ID=Phvul.004G121900.1.v2.1 annot-version=v2.1) &
Phvul.006G033600Protein modification.phosphorylation.CMGC protein kinase superfamily.protein kinase (MAPK)protein kinase (MAPK) (original description: pacid=37172750 transcript=Phvul.006G033600.2 locus=Phvul.006G033600 ID=Phvul.006G033600.2.v2.1 annot-version=v2.1) &
Phvul.006G033600Protein modification.phosphorylation.CMGC protein kinase superfamily.protein kinase (MAPK)protein kinase (MAPK) (original description: pacid=37172750 transcript=Phvul.006G033600.2 locus=Phvul.006G033600 ID=Phvul.006G033600.2.v2.1 annot-version=v2.1) &
Phvul.006G219000not assigned.not annotated no hits & (original description: pacid=37173703 transcript=Phvul.006G219000.1 locus=Phvul.006G219000 ID=Phvul.006G219000.1.v2.1 annot-version=v2.1)
Phvul.007G008100RNA processing.messenger ribonucleoparticle (mRNP) export.TREX-2 mRNP trafficking complex.scaffold component GANP/SAC3scaffold component GANP/SAC3 of TREX-2 mRNP trafficking complex (original description: pacid=37164656 transcript=Phvul.007G008100.2 locus=Phvul.007G008100 ID=Phvul.007G008100.2.v2.1 annot-version=v2.1) &
Phvul.007G086600RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (ERF)transcription factor (ERF) (original description: pacid=37165267 transcript=Phvul.007G086600.1 locus=Phvul.007G086600 ID=Phvul.007G086600.1.v2.1 annot-version=v2.1) &
Phvul.007G168600not assigned.annotated (original description: pacid=37166775 transcript=Phvul.007G168600.1 locus=Phvul.007G168600 ID=Phvul.007G168600.1.v2.1 annot-version=v2.1) & Auxin-binding protein T85 OS=Nicotiana tabacum (sp|p33490|abp1_tobac : 271.0)
Phvul.008G002700not assigned.annotated (original description: pacid=37159786 transcript=Phvul.008G002700.1 locus=Phvul.008G002700 ID=Phvul.008G002700.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT19 OS=Arabidopsis thaliana (sp|q9zw75|pmtj_arath : 639.0)
Phvul.009G062500Cytoskeleton organisation.microtubular network.microtubule Tubulin heterodimer formation.gamma-Tubulin Ring Complex (gamma-TuRC).component GCP5component GCP5 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37149462 transcript=Phvul.009G062500.1 locus=Phvul.009G062500 ID=Phvul.009G062500.1.v2.1 annot-version=v2.1) &
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Phvul.001G186500DNA damage response.base excision repair (BER).bifunctional DNA glycosylase/lyase (ROS1)bifunctional DNA glycosylase/lyase (ROS1) (original description: pacid=37168174 transcript=Phvul.001G186500.1 locus=Phvul.001G186500 ID=Phvul.001G186500.1.v2.1 annot-version=v2.1) &
Phvul.002G028700Multi-process regulation.Rop-GTPase regulatory system.ROP GTPase effector activities.GTPase effector (BDR)GTPase effector (BDR) (original description: pacid=37174686 transcript=Phvul.002G028700.1 locus=Phvul.002G028700 ID=Phvul.002G028700.1.v2.1 annot-version=v2.1) &
Phvul.003G202300not assigned.annotated (original description: pacid=37147665 transcript=Phvul.003G202300.2 locus=Phvul.003G202300 ID=Phvul.003G202300.2.v2.1 annot-version=v2.1) & Protein MODIFIER OF SNC1 1 OS=Arabidopsis thaliana (sp|q9sb63|mos1_arath : 429.0)
Phvul.003G202300not assigned.annotated (original description: pacid=37147665 transcript=Phvul.003G202300.2 locus=Phvul.003G202300 ID=Phvul.003G202300.2.v2.1 annot-version=v2.1) & Protein MODIFIER OF SNC1 1 OS=Arabidopsis thaliana (sp|q9sb63|mos1_arath : 429.0)
Phvul.003G248400not assigned.not annotated no hits & (original description: pacid=37147737 transcript=Phvul.003G248400.3 locus=Phvul.003G248400 ID=Phvul.003G248400.3.v2.1 annot-version=v2.1)
Phvul.003G248400not assigned.not annotated no hits & (original description: pacid=37147737 transcript=Phvul.003G248400.3 locus=Phvul.003G248400 ID=Phvul.003G248400.3.v2.1 annot-version=v2.1)
Phvul.003G248400not assigned.not annotated no hits & (original description: pacid=37147737 transcript=Phvul.003G248400.3 locus=Phvul.003G248400 ID=Phvul.003G248400.3.v2.1 annot-version=v2.1)
Phvul.004G024400not assigned.not annotated no hits & (original description: pacid=37162719 transcript=Phvul.004G024400.1 locus=Phvul.004G024400 ID=Phvul.004G024400.1.v2.1 annot-version=v2.1)
Phvul.004G071800not assigned.annotated (original description: pacid=37163131 transcript=Phvul.004G071800.1 locus=Phvul.004G071800 ID=Phvul.004G071800.1.v2.1 annot-version=v2.1) & MLO-like protein 12 OS=Arabidopsis thaliana (sp|o80961|mlo12_arath : 669.0)
Phvul.004G178500Secondary metabolism.terpenoids.terpene biosynthesis.triterpenoid synthasetriterpenoid synthase (original description: pacid=37162519 transcript=Phvul.004G178500.1 locus=Phvul.004G178500 ID=Phvul.004G178500.1.v2.1 annot-version=v2.1) &
Phvul.004G178500Secondary metabolism.terpenoids.terpene biosynthesis.triterpenoid synthasetriterpenoid synthase (original description: pacid=37162519 transcript=Phvul.004G178500.1 locus=Phvul.004G178500 ID=Phvul.004G178500.1.v2.1 annot-version=v2.1) &
Phvul.005G175600Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transportersubfamily ABCC transporter (original description: pacid=37153148 transcript=Phvul.005G175600.2 locus=Phvul.005G175600 ID=Phvul.005G175600.2.v2.1 annot-version=v2.1) &
Phvul.005G175600Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transportersubfamily ABCC transporter (original description: pacid=37153148 transcript=Phvul.005G175600.2 locus=Phvul.005G175600 ID=Phvul.005G175600.2.v2.1 annot-version=v2.1) &
Phvul.006G053300RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)transcription factor (WRKY) (original description: pacid=37171441 transcript=Phvul.006G053300.2 locus=Phvul.006G053300 ID=Phvul.006G053300.2.v2.1 annot-version=v2.1) &
Phvul.006G053300RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)transcription factor (WRKY) (original description: pacid=37171441 transcript=Phvul.006G053300.2 locus=Phvul.006G053300 ID=Phvul.006G053300.2.v2.1 annot-version=v2.1) &
Phvul.006G110000not assigned.not annotated no hits & (original description: pacid=37173968 transcript=Phvul.006G110000.1 locus=Phvul.006G110000 ID=Phvul.006G110000.1.v2.1 annot-version=v2.1)
Phvul.007G204100Vesicle trafficking.Coat protein II (COPII) coatomer machinery.coat protein complex.Sec23/24 cargo adaptor subcomplex.component Sec24component Sec24 of Sec23/24 cargo adaptor subcomplex (original description: pacid=37167521 transcript=Phvul.007G204100.1 locus=Phvul.007G204100 ID=Phvul.007G204100.1.v2.1 annot-version=v2.1) &
Phvul.008G006800not assigned.annotated (original description: pacid=37158292 transcript=Phvul.008G006800.1 locus=Phvul.008G006800 ID=Phvul.008G006800.1.v2.1 annot-version=v2.1) & Histone-binding protein MSI1 homolog OS=Oryza sativa subsp. japonica (sp|q10g81|msi1_orysj : 130.0)
Phvul.008G034200Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseUDP-glycosyltransferase 83A1 OS=Arabidopsis thaliana (sp|q9sga8|u83a1_arath : 307.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 195.8) (original description: pacid=37160064 transcript=Phvul.008G034200.2 locus=Phvul.008G034200 ID=Phvul.008G034200.2.v2.1 annot-version=v2.1) &
Phvul.009G184400not assigned.not annotated no hits & (original description: pacid=37149447 transcript=Phvul.009G184400.2 locus=Phvul.009G184400 ID=Phvul.009G184400.2.v2.1 annot-version=v2.1)
Phvul.009G184400not assigned.not annotated no hits & (original description: pacid=37149447 transcript=Phvul.009G184400.2 locus=Phvul.009G184400 ID=Phvul.009G184400.2.v2.1 annot-version=v2.1)
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component TAH18 of cytosolic CIA system assembly phase (original description: pacid=37161177 transcript=Phvul.008G004800.1 locus=Phvul.008G004800 ID=Phvul.008G004800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
 no hits & (original description: pacid=37174769 transcript=Phvul.002G315000.2 locus=Phvul.002G315000 ID=Phvul.002G315000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174769 transcript=Phvul.002G315000.2 locus=Phvul.002G315000 ID=Phvul.002G315000.2.v2.1 annot-version=v2.1)
multifunctional enzyme (MFP) (original description: pacid=37162576 transcript=Phvul.004G164800.1 locus=Phvul.004G164800 ID=Phvul.004G164800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37153695 transcript=Phvul.005G049000.1 locus=Phvul.005G049000 ID=Phvul.005G049000.1.v2.1 annot-version=v2.1)
component LRB of CUL3-BTB E3 ubiquitin ligase complex (original description: pacid=37142307 transcript=Phvul.010G108200.1 locus=Phvul.010G108200 ID=Phvul.010G108200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37178968 transcript=Phvul.L008143.1 locus=Phvul.L008143 ID=Phvul.L008143.1.v2.1 annot-version=v2.1)
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37176691 transcript=Phvul.002G189700.4 locus=Phvul.002G189700 ID=Phvul.002G189700.4.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37176691 transcript=Phvul.002G189700.4 locus=Phvul.002G189700 ID=Phvul.002G189700.4.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37176691 transcript=Phvul.002G189700.4 locus=Phvul.002G189700 ID=Phvul.002G189700.4.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37176691 transcript=Phvul.002G189700.4 locus=Phvul.002G189700 ID=Phvul.002G189700.4.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175064 transcript=Phvul.002G258800.1 locus=Phvul.002G258800 ID=Phvul.002G258800.1.v2.1 annot-version=v2.1)
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147414 transcript=Phvul.003G282800.1 locus=Phvul.003G282800 ID=Phvul.003G282800.1.v2.1 annot-version=v2.1)
histidinol-phosphate aminotransferase (original description: pacid=37161692 transcript=Phvul.004G083900.1 locus=Phvul.004G083900 ID=Phvul.004G083900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37173968 transcript=Phvul.006G110000.1 locus=Phvul.006G110000 ID=Phvul.006G110000.1.v2.1 annot-version=v2.1)
Alpha,alpha-trehalose-phosphate synthase [UDP-forming] 5 OS=Arabidopsis thaliana (sp|o23617|tps5_arath : 1388.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 545.4) (original description: pacid=37165866 transcript=Phvul.007G031800.2 locus=Phvul.007G031800 ID=Phvul.007G031800.2.v2.1 annot-version=v2.1) &
Alpha,alpha-trehalose-phosphate synthase [UDP-forming] 5 OS=Arabidopsis thaliana (sp|o23617|tps5_arath : 1388.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 545.4) (original description: pacid=37165866 transcript=Phvul.007G031800.2 locus=Phvul.007G031800 ID=Phvul.007G031800.2.v2.1 annot-version=v2.1) &
aminodeoxychorismate synthase (original description: pacid=37167180 transcript=Phvul.007G094100.1 locus=Phvul.007G094100 ID=Phvul.007G094100.1.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37159191 transcript=Phvul.008G081700.2 locus=Phvul.008G081700 ID=Phvul.008G081700.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37150792 transcript=Phvul.009G201900.1 locus=Phvul.009G201900 ID=Phvul.009G201900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149731 transcript=Phvul.009G233100.3 locus=Phvul.009G233100 ID=Phvul.009G233100.3.v2.1 annot-version=v2.1)
oxidoreductase (LBO) (original description: pacid=37151443 transcript=Phvul.009G246200.2 locus=Phvul.009G246200 ID=Phvul.009G246200.2.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154989 transcript=Phvul.011G073400.1 locus=Phvul.011G073400 ID=Phvul.011G073400.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 947.8) (original description: pacid=37169558 transcript=Phvul.001G001700.1 locus=Phvul.001G001700 ID=Phvul.001G001700.1.v2.1 annot-version=v2.1) &
RING-H2-class E3 ligase (original description: pacid=37168057 transcript=Phvul.001G160000.1 locus=Phvul.001G160000 ID=Phvul.001G160000.1.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 13 OS=Arabidopsis thaliana (sp|q9fju9|e1313_arath : 127.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 56.6) (original description: pacid=37175571 transcript=Phvul.002G011900.1 locus=Phvul.002G011900 ID=Phvul.002G011900.1.v2.1 annot-version=v2.1) &
GTPase effector (BDR) (original description: pacid=37174686 transcript=Phvul.002G028700.1 locus=Phvul.002G028700 ID=Phvul.002G028700.1.v2.1 annot-version=v2.1) &
glutamate decarboxylase (original description: pacid=37174418 transcript=Phvul.002G185800.1 locus=Phvul.002G185800 ID=Phvul.002G185800.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37176803 transcript=Phvul.002G206900.3 locus=Phvul.002G206900 ID=Phvul.002G206900.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37176803 transcript=Phvul.002G206900.3 locus=Phvul.002G206900 ID=Phvul.002G206900.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147041 transcript=Phvul.003G078900.1 locus=Phvul.003G078900 ID=Phvul.003G078900.1.v2.1 annot-version=v2.1)
component BAF60 of chromatin remodeling complex (original description: pacid=37144401 transcript=Phvul.003G210500.1 locus=Phvul.003G210500 ID=Phvul.003G210500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145402 transcript=Phvul.003G262300.4 locus=Phvul.003G262300 ID=Phvul.003G262300.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145402 transcript=Phvul.003G262300.4 locus=Phvul.003G262300 ID=Phvul.003G262300.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145402 transcript=Phvul.003G262300.4 locus=Phvul.003G262300 ID=Phvul.003G262300.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145402 transcript=Phvul.003G262300.4 locus=Phvul.003G262300 ID=Phvul.003G262300.4.v2.1 annot-version=v2.1)
UDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
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UDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
 (original description: pacid=37162970 transcript=Phvul.004G105600.1 locus=Phvul.004G105600 ID=Phvul.004G105600.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 345.0)
subfamily ABCG transporter (original description: pacid=37162910 transcript=Phvul.004G135400.1 locus=Phvul.004G135400 ID=Phvul.004G135400.1.v2.1 annot-version=v2.1) &
Cytochrome P450 CYP736A12 OS=Panax ginseng (sp|h2dh18|c7a12_pangi : 559.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 407.0) (original description: pacid=37163295 transcript=Phvul.004G159500.1 locus=Phvul.004G159500 ID=Phvul.004G159500.1.v2.1 annot-version=v2.1) &
component STT3 of oligosaccharyl transferase (OST) complex (original description: pacid=37161693 transcript=Phvul.004G170000.1 locus=Phvul.004G170000 ID=Phvul.004G170000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
component ARP7 of chromatin remodeling complex (original description: pacid=37154025 transcript=Phvul.005G022800.1 locus=Phvul.005G022800 ID=Phvul.005G022800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154333 transcript=Phvul.005G072300.1 locus=Phvul.005G072300 ID=Phvul.005G072300.1.v2.1 annot-version=v2.1) & Probable ubiquitin-conjugating enzyme E2 26 OS=Arabidopsis thaliana (sp|q8gy87|ubc26_arath : 359.0)
base-exchange-type phosphatidylserine synthase (original description: pacid=37167617 transcript=Phvul.007G034000.2 locus=Phvul.007G034000 ID=Phvul.007G034000.2.v2.1 annot-version=v2.1) &
base-exchange-type phosphatidylserine synthase (original description: pacid=37167617 transcript=Phvul.007G034000.2 locus=Phvul.007G034000 ID=Phvul.007G034000.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37165375 transcript=Phvul.007G244033.1 locus=Phvul.007G244033 ID=Phvul.007G244033.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165375 transcript=Phvul.007G244033.1 locus=Phvul.007G244033 ID=Phvul.007G244033.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164381 transcript=Phvul.007G244066.1 locus=Phvul.007G244066 ID=Phvul.007G244066.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160757 transcript=Phvul.008G079000.1 locus=Phvul.008G079000 ID=Phvul.008G079000.1.v2.1 annot-version=v2.1)
chaperone (Hsp110) (original description: pacid=37160259 transcript=Phvul.008G267400.5 locus=Phvul.008G267400 ID=Phvul.008G267400.5.v2.1 annot-version=v2.1) &
chaperone (Hsp110) (original description: pacid=37160259 transcript=Phvul.008G267400.5 locus=Phvul.008G267400 ID=Phvul.008G267400.5.v2.1 annot-version=v2.1) &
chaperone (Hsp110) (original description: pacid=37160259 transcript=Phvul.008G267400.5 locus=Phvul.008G267400 ID=Phvul.008G267400.5.v2.1 annot-version=v2.1) &
chaperone (Hsp110) (original description: pacid=37160259 transcript=Phvul.008G267400.5 locus=Phvul.008G267400 ID=Phvul.008G267400.5.v2.1 annot-version=v2.1) &
NADH-dependent glutamate synthase (original description: pacid=37150765 transcript=Phvul.009G053900.2 locus=Phvul.009G053900 ID=Phvul.009G053900.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37152092 transcript=Phvul.009G081900.1 locus=Phvul.009G081900 ID=Phvul.009G081900.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 15 OS=Arabidopsis thaliana (sp|q9smy8|fbl15_arath : 1013.0)
SNF1-related protein kinase (SnRK3) (original description: pacid=37149546 transcript=Phvul.009G213000.1 locus=Phvul.009G213000 ID=Phvul.009G213000.1.v2.1 annot-version=v2.1) &
CLE precursor polypeptide (original description: pacid=37155545 transcript=Phvul.011G065200.2 locus=Phvul.011G065200 ID=Phvul.011G065200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37168871 transcript=Phvul.001G079400.1 locus=Phvul.001G079400 ID=Phvul.001G079400.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168110 transcript=Phvul.001G087700.1 locus=Phvul.001G087700 ID=Phvul.001G087700.1.v2.1 annot-version=v2.1) & Acyltransferase-like protein At3g26840, chloroplastic OS=Arabidopsis thaliana (sp|q9lw26|y3684_arath : 661.0)
 (original description: pacid=37168578 transcript=Phvul.001G117500.1 locus=Phvul.001G117500 ID=Phvul.001G117500.1.v2.1 annot-version=v2.1) & 4-alpha-glucanotransferase DPE2 OS=Oryza sativa subsp. japonica (sp|q69q02|dpe2_orysj : 394.0)
C2H2 zinc finger transcription factor (original description: pacid=37175159 transcript=Phvul.002G007100.1 locus=Phvul.002G007100 ID=Phvul.002G007100.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-VIIa) (original description: pacid=37177142 transcript=Phvul.002G115800.3 locus=Phvul.002G115800 ID=Phvul.002G115800.3.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-VIIa) (original description: pacid=37177142 transcript=Phvul.002G115800.3 locus=Phvul.002G115800 ID=Phvul.002G115800.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37178055 transcript=Phvul.002G163600.1 locus=Phvul.002G163600 ID=Phvul.002G163600.1.v2.1 annot-version=v2.1)
C2H2 zinc finger transcription factor (original description: pacid=37177986 transcript=Phvul.002G168500.2 locus=Phvul.002G168500 ID=Phvul.002G168500.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177986 transcript=Phvul.002G168500.2 locus=Phvul.002G168500 ID=Phvul.002G168500.2.v2.1 annot-version=v2.1) &
AGP hydroxyproline O-galactosyltransferase (original description: pacid=37176445 transcript=Phvul.002G177500.1 locus=Phvul.002G177500 ID=Phvul.002G177500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174769 transcript=Phvul.002G315000.2 locus=Phvul.002G315000 ID=Phvul.002G315000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174769 transcript=Phvul.002G315000.2 locus=Phvul.002G315000 ID=Phvul.002G315000.2.v2.1 annot-version=v2.1)
 (original description: pacid=37144453 transcript=Phvul.003G185300.1 locus=Phvul.003G185300 ID=Phvul.003G185300.1.v2.1 annot-version=v2.1) & PLASMODESMATA CALLOSE-BINDING PROTEIN 3 OS=Arabidopsis thaliana (sp|q9fz86|pdcb3_arath : 138.0)
transcription factor (DREB) (original description: pacid=37145319 transcript=Phvul.003G212800.2 locus=Phvul.003G212800 ID=Phvul.003G212800.2.v2.1 annot-version=v2.1) &
metabolite transporter (DTX) (original description: pacid=37162548 transcript=Phvul.004G121900.1 locus=Phvul.004G121900 ID=Phvul.004G121900.1.v2.1 annot-version=v2.1) &
protein kinase (MAPK) (original description: pacid=37172750 transcript=Phvul.006G033600.2 locus=Phvul.006G033600 ID=Phvul.006G033600.2.v2.1 annot-version=v2.1) &
protein kinase (MAPK) (original description: pacid=37172750 transcript=Phvul.006G033600.2 locus=Phvul.006G033600 ID=Phvul.006G033600.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37173703 transcript=Phvul.006G219000.1 locus=Phvul.006G219000 ID=Phvul.006G219000.1.v2.1 annot-version=v2.1)
scaffold component GANP/SAC3 of TREX-2 mRNP trafficking complex (original description: pacid=37164656 transcript=Phvul.007G008100.2 locus=Phvul.007G008100 ID=Phvul.007G008100.2.v2.1 annot-version=v2.1) &
transcription factor (ERF) (original description: pacid=37165267 transcript=Phvul.007G086600.1 locus=Phvul.007G086600 ID=Phvul.007G086600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37166775 transcript=Phvul.007G168600.1 locus=Phvul.007G168600 ID=Phvul.007G168600.1.v2.1 annot-version=v2.1) & Auxin-binding protein T85 OS=Nicotiana tabacum (sp|p33490|abp1_tobac : 271.0)
 (original description: pacid=37159786 transcript=Phvul.008G002700.1 locus=Phvul.008G002700 ID=Phvul.008G002700.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT19 OS=Arabidopsis thaliana (sp|q9zw75|pmtj_arath : 639.0)
component GCP5 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37149462 transcript=Phvul.009G062500.1 locus=Phvul.009G062500 ID=Phvul.009G062500.1.v2.1 annot-version=v2.1) &
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bifunctional DNA glycosylase/lyase (ROS1) (original description: pacid=37168174 transcript=Phvul.001G186500.1 locus=Phvul.001G186500 ID=Phvul.001G186500.1.v2.1 annot-version=v2.1) &
GTPase effector (BDR) (original description: pacid=37174686 transcript=Phvul.002G028700.1 locus=Phvul.002G028700 ID=Phvul.002G028700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147665 transcript=Phvul.003G202300.2 locus=Phvul.003G202300 ID=Phvul.003G202300.2.v2.1 annot-version=v2.1) & Protein MODIFIER OF SNC1 1 OS=Arabidopsis thaliana (sp|q9sb63|mos1_arath : 429.0)
 (original description: pacid=37147665 transcript=Phvul.003G202300.2 locus=Phvul.003G202300 ID=Phvul.003G202300.2.v2.1 annot-version=v2.1) & Protein MODIFIER OF SNC1 1 OS=Arabidopsis thaliana (sp|q9sb63|mos1_arath : 429.0)
 no hits & (original description: pacid=37147737 transcript=Phvul.003G248400.3 locus=Phvul.003G248400 ID=Phvul.003G248400.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147737 transcript=Phvul.003G248400.3 locus=Phvul.003G248400 ID=Phvul.003G248400.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147737 transcript=Phvul.003G248400.3 locus=Phvul.003G248400 ID=Phvul.003G248400.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37162719 transcript=Phvul.004G024400.1 locus=Phvul.004G024400 ID=Phvul.004G024400.1.v2.1 annot-version=v2.1)
 (original description: pacid=37163131 transcript=Phvul.004G071800.1 locus=Phvul.004G071800 ID=Phvul.004G071800.1.v2.1 annot-version=v2.1) & MLO-like protein 12 OS=Arabidopsis thaliana (sp|o80961|mlo12_arath : 669.0)
triterpenoid synthase (original description: pacid=37162519 transcript=Phvul.004G178500.1 locus=Phvul.004G178500 ID=Phvul.004G178500.1.v2.1 annot-version=v2.1) &
triterpenoid synthase (original description: pacid=37162519 transcript=Phvul.004G178500.1 locus=Phvul.004G178500 ID=Phvul.004G178500.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37153148 transcript=Phvul.005G175600.2 locus=Phvul.005G175600 ID=Phvul.005G175600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37153148 transcript=Phvul.005G175600.2 locus=Phvul.005G175600 ID=Phvul.005G175600.2.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37171441 transcript=Phvul.006G053300.2 locus=Phvul.006G053300 ID=Phvul.006G053300.2.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37171441 transcript=Phvul.006G053300.2 locus=Phvul.006G053300 ID=Phvul.006G053300.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37173968 transcript=Phvul.006G110000.1 locus=Phvul.006G110000 ID=Phvul.006G110000.1.v2.1 annot-version=v2.1)
component Sec24 of Sec23/24 cargo adaptor subcomplex (original description: pacid=37167521 transcript=Phvul.007G204100.1 locus=Phvul.007G204100 ID=Phvul.007G204100.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37158292 transcript=Phvul.008G006800.1 locus=Phvul.008G006800 ID=Phvul.008G006800.1.v2.1 annot-version=v2.1) & Histone-binding protein MSI1 homolog OS=Oryza sativa subsp. japonica (sp|q10g81|msi1_orysj : 130.0)
UDP-glycosyltransferase 83A1 OS=Arabidopsis thaliana (sp|q9sga8|u83a1_arath : 307.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 195.8) (original description: pacid=37160064 transcript=Phvul.008G034200.2 locus=Phvul.008G034200 ID=Phvul.008G034200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37149447 transcript=Phvul.009G184400.2 locus=Phvul.009G184400 ID=Phvul.009G184400.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149447 transcript=Phvul.009G184400.2 locus=Phvul.009G184400 ID=Phvul.009G184400.2.v2.1 annot-version=v2.1)
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component TAH18 of cytosolic CIA system assembly phase (original description: pacid=37161177 transcript=Phvul.008G004800.1 locus=Phvul.008G004800 ID=Phvul.008G004800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)

multifunctional enzyme (MFP) (original description: pacid=37162576 transcript=Phvul.004G164800.1 locus=Phvul.004G164800 ID=Phvul.004G164800.1.v2.1 annot-version=v2.1) &

component LRB of CUL3-BTB E3 ubiquitin ligase complex (original description: pacid=37142307 transcript=Phvul.010G108200.1 locus=Phvul.010G108200 ID=Phvul.010G108200.1.v2.1 annot-version=v2.1) &

monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37176691 transcript=Phvul.002G189700.4 locus=Phvul.002G189700 ID=Phvul.002G189700.4.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37176691 transcript=Phvul.002G189700.4 locus=Phvul.002G189700 ID=Phvul.002G189700.4.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37176691 transcript=Phvul.002G189700.4 locus=Phvul.002G189700 ID=Phvul.002G189700.4.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37176691 transcript=Phvul.002G189700.4 locus=Phvul.002G189700 ID=Phvul.002G189700.4.v2.1 annot-version=v2.1) &

CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &

histidinol-phosphate aminotransferase (original description: pacid=37161692 transcript=Phvul.004G083900.1 locus=Phvul.004G083900 ID=Phvul.004G083900.1.v2.1 annot-version=v2.1) &

Alpha,alpha-trehalose-phosphate synthase [UDP-forming] 5 OS=Arabidopsis thaliana (sp|o23617|tps5_arath : 1388.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 545.4) (original description: pacid=37165866 transcript=Phvul.007G031800.2 locus=Phvul.007G031800 ID=Phvul.007G031800.2.v2.1 annot-version=v2.1) &
Alpha,alpha-trehalose-phosphate synthase [UDP-forming] 5 OS=Arabidopsis thaliana (sp|o23617|tps5_arath : 1388.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 545.4) (original description: pacid=37165866 transcript=Phvul.007G031800.2 locus=Phvul.007G031800 ID=Phvul.007G031800.2.v2.1 annot-version=v2.1) &
aminodeoxychorismate synthase (original description: pacid=37167180 transcript=Phvul.007G094100.1 locus=Phvul.007G094100 ID=Phvul.007G094100.1.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37159191 transcript=Phvul.008G081700.2 locus=Phvul.008G081700 ID=Phvul.008G081700.2.v2.1 annot-version=v2.1) &

oxidoreductase (LBO) (original description: pacid=37151443 transcript=Phvul.009G246200.2 locus=Phvul.009G246200 ID=Phvul.009G246200.2.v2.1 annot-version=v2.1) &
component NOC1 of ribosomal subunit nuclear export complex (original description: pacid=37144247 transcript=Phvul.010G125200.1 locus=Phvul.010G125200 ID=Phvul.010G125200.1.v2.1 annot-version=v2.1) &

Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 947.8) (original description: pacid=37169558 transcript=Phvul.001G001700.1 locus=Phvul.001G001700 ID=Phvul.001G001700.1.v2.1 annot-version=v2.1) &
RING-H2-class E3 ligase (original description: pacid=37168057 transcript=Phvul.001G160000.1 locus=Phvul.001G160000 ID=Phvul.001G160000.1.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 13 OS=Arabidopsis thaliana (sp|q9fju9|e1313_arath : 127.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 56.6) (original description: pacid=37175571 transcript=Phvul.002G011900.1 locus=Phvul.002G011900 ID=Phvul.002G011900.1.v2.1 annot-version=v2.1) &
GTPase effector (BDR) (original description: pacid=37174686 transcript=Phvul.002G028700.1 locus=Phvul.002G028700 ID=Phvul.002G028700.1.v2.1 annot-version=v2.1) &
glutamate decarboxylase (original description: pacid=37174418 transcript=Phvul.002G185800.1 locus=Phvul.002G185800 ID=Phvul.002G185800.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37176803 transcript=Phvul.002G206900.3 locus=Phvul.002G206900 ID=Phvul.002G206900.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37176803 transcript=Phvul.002G206900.3 locus=Phvul.002G206900 ID=Phvul.002G206900.3.v2.1 annot-version=v2.1) &

component BAF60 of chromatin remodeling complex (original description: pacid=37144401 transcript=Phvul.003G210500.1 locus=Phvul.003G210500 ID=Phvul.003G210500.1.v2.1 annot-version=v2.1) &

UDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
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UDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
UDP-glucose:sterol glucosyltransferase (original description: pacid=37162803 transcript=Phvul.004G093900.7 locus=Phvul.004G093900 ID=Phvul.004G093900.7.v2.1 annot-version=v2.1) &
 (original description: pacid=37162970 transcript=Phvul.004G105600.1 locus=Phvul.004G105600 ID=Phvul.004G105600.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 345.0)
subfamily ABCG transporter (original description: pacid=37162910 transcript=Phvul.004G135400.1 locus=Phvul.004G135400 ID=Phvul.004G135400.1.v2.1 annot-version=v2.1) &
Cytochrome P450 CYP736A12 OS=Panax ginseng (sp|h2dh18|c7a12_pangi : 559.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 407.0) (original description: pacid=37163295 transcript=Phvul.004G159500.1 locus=Phvul.004G159500 ID=Phvul.004G159500.1.v2.1 annot-version=v2.1) &
component STT3 of oligosaccharyl transferase (OST) complex (original description: pacid=37161693 transcript=Phvul.004G170000.1 locus=Phvul.004G170000 ID=Phvul.004G170000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
component ARP7 of chromatin remodeling complex (original description: pacid=37154025 transcript=Phvul.005G022800.1 locus=Phvul.005G022800 ID=Phvul.005G022800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154333 transcript=Phvul.005G072300.1 locus=Phvul.005G072300 ID=Phvul.005G072300.1.v2.1 annot-version=v2.1) & Probable ubiquitin-conjugating enzyme E2 26 OS=Arabidopsis thaliana (sp|q8gy87|ubc26_arath : 359.0)
base-exchange-type phosphatidylserine synthase (original description: pacid=37167617 transcript=Phvul.007G034000.2 locus=Phvul.007G034000 ID=Phvul.007G034000.2.v2.1 annot-version=v2.1) &
base-exchange-type phosphatidylserine synthase (original description: pacid=37167617 transcript=Phvul.007G034000.2 locus=Phvul.007G034000 ID=Phvul.007G034000.2.v2.1 annot-version=v2.1) &

chaperone (Hsp110) (original description: pacid=37160259 transcript=Phvul.008G267400.5 locus=Phvul.008G267400 ID=Phvul.008G267400.5.v2.1 annot-version=v2.1) &
chaperone (Hsp110) (original description: pacid=37160259 transcript=Phvul.008G267400.5 locus=Phvul.008G267400 ID=Phvul.008G267400.5.v2.1 annot-version=v2.1) &
chaperone (Hsp110) (original description: pacid=37160259 transcript=Phvul.008G267400.5 locus=Phvul.008G267400 ID=Phvul.008G267400.5.v2.1 annot-version=v2.1) &
chaperone (Hsp110) (original description: pacid=37160259 transcript=Phvul.008G267400.5 locus=Phvul.008G267400 ID=Phvul.008G267400.5.v2.1 annot-version=v2.1) &
NADH-dependent glutamate synthase (original description: pacid=37150765 transcript=Phvul.009G053900.2 locus=Phvul.009G053900 ID=Phvul.009G053900.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37152092 transcript=Phvul.009G081900.1 locus=Phvul.009G081900 ID=Phvul.009G081900.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 15 OS=Arabidopsis thaliana (sp|q9smy8|fbl15_arath : 1013.0)
SNF1-related protein kinase (SnRK3) (original description: pacid=37149546 transcript=Phvul.009G213000.1 locus=Phvul.009G213000 ID=Phvul.009G213000.1.v2.1 annot-version=v2.1) &
CLE precursor polypeptide (original description: pacid=37155545 transcript=Phvul.011G065200.2 locus=Phvul.011G065200 ID=Phvul.011G065200.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168110 transcript=Phvul.001G087700.1 locus=Phvul.001G087700 ID=Phvul.001G087700.1.v2.1 annot-version=v2.1) & Acyltransferase-like protein At3g26840, chloroplastic OS=Arabidopsis thaliana (sp|q9lw26|y3684_arath : 661.0)
 (original description: pacid=37168578 transcript=Phvul.001G117500.1 locus=Phvul.001G117500 ID=Phvul.001G117500.1.v2.1 annot-version=v2.1) & 4-alpha-glucanotransferase DPE2 OS=Oryza sativa subsp. japonica (sp|q69q02|dpe2_orysj : 394.0)
C2H2 zinc finger transcription factor (original description: pacid=37175159 transcript=Phvul.002G007100.1 locus=Phvul.002G007100 ID=Phvul.002G007100.1.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-VIIa) (original description: pacid=37177142 transcript=Phvul.002G115800.3 locus=Phvul.002G115800 ID=Phvul.002G115800.3.v2.1 annot-version=v2.1) &
receptor-like protein kinase (RLCK-VIIa) (original description: pacid=37177142 transcript=Phvul.002G115800.3 locus=Phvul.002G115800 ID=Phvul.002G115800.3.v2.1 annot-version=v2.1) &

C2H2 zinc finger transcription factor (original description: pacid=37177986 transcript=Phvul.002G168500.2 locus=Phvul.002G168500 ID=Phvul.002G168500.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177986 transcript=Phvul.002G168500.2 locus=Phvul.002G168500 ID=Phvul.002G168500.2.v2.1 annot-version=v2.1) &
AGP hydroxyproline O-galactosyltransferase (original description: pacid=37176445 transcript=Phvul.002G177500.1 locus=Phvul.002G177500 ID=Phvul.002G177500.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37144453 transcript=Phvul.003G185300.1 locus=Phvul.003G185300 ID=Phvul.003G185300.1.v2.1 annot-version=v2.1) & PLASMODESMATA CALLOSE-BINDING PROTEIN 3 OS=Arabidopsis thaliana (sp|q9fz86|pdcb3_arath : 138.0)
transcription factor (DREB) (original description: pacid=37145319 transcript=Phvul.003G212800.2 locus=Phvul.003G212800 ID=Phvul.003G212800.2.v2.1 annot-version=v2.1) &
metabolite transporter (DTX) (original description: pacid=37162548 transcript=Phvul.004G121900.1 locus=Phvul.004G121900 ID=Phvul.004G121900.1.v2.1 annot-version=v2.1) &
protein kinase (MAPK) (original description: pacid=37172750 transcript=Phvul.006G033600.2 locus=Phvul.006G033600 ID=Phvul.006G033600.2.v2.1 annot-version=v2.1) &
protein kinase (MAPK) (original description: pacid=37172750 transcript=Phvul.006G033600.2 locus=Phvul.006G033600 ID=Phvul.006G033600.2.v2.1 annot-version=v2.1) &

scaffold component GANP/SAC3 of TREX-2 mRNP trafficking complex (original description: pacid=37164656 transcript=Phvul.007G008100.2 locus=Phvul.007G008100 ID=Phvul.007G008100.2.v2.1 annot-version=v2.1) &
transcription factor (ERF) (original description: pacid=37165267 transcript=Phvul.007G086600.1 locus=Phvul.007G086600 ID=Phvul.007G086600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37166775 transcript=Phvul.007G168600.1 locus=Phvul.007G168600 ID=Phvul.007G168600.1.v2.1 annot-version=v2.1) & Auxin-binding protein T85 OS=Nicotiana tabacum (sp|p33490|abp1_tobac : 271.0)
 (original description: pacid=37159786 transcript=Phvul.008G002700.1 locus=Phvul.008G002700 ID=Phvul.008G002700.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT19 OS=Arabidopsis thaliana (sp|q9zw75|pmtj_arath : 639.0)
component GCP5 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37149462 transcript=Phvul.009G062500.1 locus=Phvul.009G062500 ID=Phvul.009G062500.1.v2.1 annot-version=v2.1) &
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bifunctional DNA glycosylase/lyase (ROS1) (original description: pacid=37168174 transcript=Phvul.001G186500.1 locus=Phvul.001G186500 ID=Phvul.001G186500.1.v2.1 annot-version=v2.1) &
GTPase effector (BDR) (original description: pacid=37174686 transcript=Phvul.002G028700.1 locus=Phvul.002G028700 ID=Phvul.002G028700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147665 transcript=Phvul.003G202300.2 locus=Phvul.003G202300 ID=Phvul.003G202300.2.v2.1 annot-version=v2.1) & Protein MODIFIER OF SNC1 1 OS=Arabidopsis thaliana (sp|q9sb63|mos1_arath : 429.0)
 (original description: pacid=37147665 transcript=Phvul.003G202300.2 locus=Phvul.003G202300 ID=Phvul.003G202300.2.v2.1 annot-version=v2.1) & Protein MODIFIER OF SNC1 1 OS=Arabidopsis thaliana (sp|q9sb63|mos1_arath : 429.0)

 (original description: pacid=37163131 transcript=Phvul.004G071800.1 locus=Phvul.004G071800 ID=Phvul.004G071800.1.v2.1 annot-version=v2.1) & MLO-like protein 12 OS=Arabidopsis thaliana (sp|o80961|mlo12_arath : 669.0)
triterpenoid synthase (original description: pacid=37162519 transcript=Phvul.004G178500.1 locus=Phvul.004G178500 ID=Phvul.004G178500.1.v2.1 annot-version=v2.1) &
triterpenoid synthase (original description: pacid=37162519 transcript=Phvul.004G178500.1 locus=Phvul.004G178500 ID=Phvul.004G178500.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37153148 transcript=Phvul.005G175600.2 locus=Phvul.005G175600 ID=Phvul.005G175600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37153148 transcript=Phvul.005G175600.2 locus=Phvul.005G175600 ID=Phvul.005G175600.2.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37171441 transcript=Phvul.006G053300.2 locus=Phvul.006G053300 ID=Phvul.006G053300.2.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37171441 transcript=Phvul.006G053300.2 locus=Phvul.006G053300 ID=Phvul.006G053300.2.v2.1 annot-version=v2.1) &

component Sec24 of Sec23/24 cargo adaptor subcomplex (original description: pacid=37167521 transcript=Phvul.007G204100.1 locus=Phvul.007G204100 ID=Phvul.007G204100.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37158292 transcript=Phvul.008G006800.1 locus=Phvul.008G006800 ID=Phvul.008G006800.1.v2.1 annot-version=v2.1) & Histone-binding protein MSI1 homolog OS=Oryza sativa subsp. japonica (sp|q10g81|msi1_orysj : 130.0)
UDP-glycosyltransferase 83A1 OS=Arabidopsis thaliana (sp|q9sga8|u83a1_arath : 307.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 195.8) (original description: pacid=37160064 transcript=Phvul.008G034200.2 locus=Phvul.008G034200 ID=Phvul.008G034200.2.v2.1 annot-version=v2.1) &
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 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)

Alpha,alpha-trehalose-phosphate synthase [UDP-forming] 5 OS=Arabidopsis thaliana (sp|o23617|tps5_arath : 1388.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 545.4) (original description: pacid=37165866 transcript=Phvul.007G031800.2 locus=Phvul.007G031800 ID=Phvul.007G031800.2.v2.1 annot-version=v2.1) &
Alpha,alpha-trehalose-phosphate synthase [UDP-forming] 5 OS=Arabidopsis thaliana (sp|o23617|tps5_arath : 1388.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 545.4) (original description: pacid=37165866 transcript=Phvul.007G031800.2 locus=Phvul.007G031800 ID=Phvul.007G031800.2.v2.1 annot-version=v2.1) &

Glucan endo-1,3-beta-glucosidase 13 OS=Arabidopsis thaliana (sp|q9fju9|e1313_arath : 127.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 56.6) (original description: pacid=37175571 transcript=Phvul.002G011900.1 locus=Phvul.002G011900 ID=Phvul.002G011900.1.v2.1 annot-version=v2.1) &
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Cytochrome P450 CYP736A12 OS=Panax ginseng (sp|h2dh18|c7a12_pangi : 559.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 407.0) (original description: pacid=37163295 transcript=Phvul.004G159500.1 locus=Phvul.004G159500 ID=Phvul.004G159500.1.v2.1 annot-version=v2.1) &
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UDP-glycosyltransferase 83A1 OS=Arabidopsis thaliana (sp|q9sga8|u83a1_arath : 307.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 195.8) (original description: pacid=37160064 transcript=Phvul.008G034200.2 locus=Phvul.008G034200 ID=Phvul.008G034200.2.v2.1 annot-version=v2.1) &
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Cytochrome P450 CYP736A12 OS=Panax ginseng (sp|h2dh18|c7a12_pangi : 559.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 407.0) (original description: pacid=37163295 transcript=Phvul.004G159500.1 locus=Phvul.004G159500 ID=Phvul.004G159500.1.v2.1 annot-version=v2.1) &
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miRNA_Acc. Target_Acc. Expectation UPE$ miRNA_start miRNA_end
ucgauaaaccucugcauccagPhvul.002G040800.1 2.5 -1 1 21
uggaggcagcgguucaucgaucPhvul.002G112900.2 2.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G112900.1 2.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G112900.2 2.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G112900.1 2.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G016450.1 3 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G016450.1 3 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G255100.1 3 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G255100.1 3 -1 1 22
ucgauaaaccucugcauccagPhvul.002G332500.1 3 -1 1 21
uggaggcagcgguucaucgaucPhvul.005G022900.2 3 -1 1 22
uggaggcagcgguucaucgaucPhvul.005G022900.2 3 -1 1 22
uggaggcagcgguucaucgaucPhvul.005G165300.1 3 -1 1 22
uggaggcagcgguucaucgaucPhvul.005G165300.1 3 -1 1 22
ucgauaaaccucugcauccagPhvul.006G176000.1 3 -1 1 21
ucgauaaaccucugcauccagPhvul.007G172400.1 3 -1 1 21
uggaggcagcgguucaucgaucPhvul.009G109200.2 3 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G109200.3 3 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G109200.1 3 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G109200.2 3 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G109200.3 3 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G109200.1 3 -1 1 22
ucgauaaaccucugcauccagPhvul.009G260000.1 3 -1 1 21
uggaggcagcgguucaucgaucPhvul.003G050000.1 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G050000.1 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.004G050550.1 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.004G050550.1 3.5 -1 1 22
ucgauaaaccucugcauccagPhvul.005G136500.1 3.5 -1 1 21
uggaggcagcgguucaucgaucPhvul.006G105000.1 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.006G105000.1 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G006700.1 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G006700.1 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G216500.4 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G216500.3 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G216500.1 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G216500.4 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G216500.3 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G216500.1 3.5 -1 1 22
ucgauaaaccucugcauccagPhvul.008G055300.1 3.5 -1 1 21
uggaggcagcgguucaucgaucPhvul.008G173900.2 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.008G173900.1 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.008G173900.2 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.008G173900.1 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G132801.1 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G132801.1 3.5 -1 1 22
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Do not distribute

uggaggcagcgguucaucgaucPhvul.011G157600.3 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G157600.4 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G157600.2 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G157600.3 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G157600.4 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G157600.2 3.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G026200.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G026200.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G141300.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G141300.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G256400.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G256400.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G256600.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G256600.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G003600.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G003600.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G075900.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G075900.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G102800.2 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G102800.2 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G146600.2 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G146600.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G146600.2 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G146600.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G158200.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G158200.1 4 -1 1 22
ucgauaaaccucugcauccagPhvul.003G013200.2 4 -1 1 21
uggaggcagcgguucaucgaucPhvul.003G156333.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G156333.1 4 -1 1 22
ucgauaaaccucugcauccagPhvul.003G179800.1 4 -1 1 21
uggaggcagcgguucaucgaucPhvul.003G179800.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G179800.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G261400.2 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G261400.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G261400.2 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G261400.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G291600.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G291600.2 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G291600.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G291600.2 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.004G068900.2 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.004G068900.2 4 -1 1 22
ucgauaaaccucugcauccagPhvul.005G069600.1 4 -1 1 21
ucgauaaaccucugcauccagPhvul.007G157700.1 4 -1 1 21
ucgauaaaccucugcauccagPhvul.007G249600.1 4 -1 1 21
uggaggcagcgguucaucgaucPhvul.008G111200.1 4 -1 1 22
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Do not distribute

uggaggcagcgguucaucgaucPhvul.008G111200.1 4 -1 1 22
ucgauaaaccucugcauccagPhvul.008G230800.1 4 -1 1 21
uggaggcagcgguucaucgaucPhvul.009G080800.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G080800.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G119700.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G119700.1 4 -1 1 22
ucgauaaaccucugcauccagPhvul.010G119500.1 4 -1 1 21
uggaggcagcgguucaucgaucPhvul.011G008600.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G008600.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G140900.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G140900.1 4 -1 1 22
ucgauaaaccucugcauccagPhvul.011G169222.1 4 -1 1 21
uggaggcagcgguucaucgaucPhvul.011G215900.1 4 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G215900.1 4 -1 1 22
ucgauaaaccucugcauccagPhvul.001G096200.1 4.5 -1 1 21
uggaggcagcgguucaucgaucPhvul.001G104700.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G104700.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G104700.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G104700.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G211000.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G211000.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G147900.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G147900.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G147900.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G147900.1 4.5 -1 1 22
ucgauaaaccucugcauccagPhvul.002G182700.2 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.002G182700.1 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.002G202300.1 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.002G238000.1 4.5 -1 1 21
uggaggcagcgguucaucgaucPhvul.002G267100.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G267100.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G274400.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G274400.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G274400.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G274400.1 4.5 -1 1 22
ucgauaaaccucugcauccagPhvul.002G304500.1 4.5 -1 1 21
uggaggcagcgguucaucgaucPhvul.002G327900.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G327900.1 4.5 -1 1 22
ucgauaaaccucugcauccagPhvul.003G010700.1 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.003G023101.2 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.003G023101.1 4.5 -1 1 21
uggaggcagcgguucaucgaucPhvul.003G044200.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G044200.1 4.5 -1 1 22
ucgauaaaccucugcauccagPhvul.003G080700.1 4.5 -1 1 21
uggaggcagcgguucaucgaucPhvul.003G090000.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G090000.2 4.5 -1 1 22
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Do not distribute

ucgauaaaccucugcauccagPhvul.003G096500.1 4.5 -1 1 21
uggaggcagcgguucaucgaucPhvul.003G113900.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G113900.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G154900.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G154900.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G209900.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G209900.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G254900.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G254900.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G254900.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G254900.1 4.5 -1 1 22
ucgauaaaccucugcauccagPhvul.003G295700.2 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.003G295700.1 4.5 -1 1 21
uggaggcagcgguucaucgaucPhvul.005G088636.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.005G088636.1 4.5 -1 1 22
ucgauaaaccucugcauccagPhvul.006G112000.1 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.006G112000.2 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.007G015000.1 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.007G028800.1 4.5 -1 1 21
uggaggcagcgguucaucgaucPhvul.007G038000.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G038000.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G062900.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G062900.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G100700.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G100700.1 4.5 -1 1 22
ucgauaaaccucugcauccagPhvul.007G149300.1 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.007G230450.1 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.008G046100.1 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.008G177200.1 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.008G177200.2 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.008G181900.2 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.008G181900.1 4.5 -1 1 21
uggaggcagcgguucaucgaucPhvul.008G260900.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.008G260900.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.008G260900.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.008G260900.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G041100.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G041100.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G041100.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G041100.1 4.5 -1 1 22
ucgauaaaccucugcauccagPhvul.009G175100.3 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.009G175100.2 4.5 -1 1 21
ucgauaaaccucugcauccagPhvul.009G175100.1 4.5 -1 1 21
uggaggcagcgguucaucgaucPhvul.009G200500.3 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G200500.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G200500.3 4.5 -1 1 22
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Do not distribute

uggaggcagcgguucaucgaucPhvul.009G200500.2 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G080200.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G080200.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G174000.1 4.5 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G174000.1 4.5 -1 1 22
ucgauaaaccucugcauccagPhvul.001G110400.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.001G123400.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G123400.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.001G154700.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.001G179800.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G179800.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.001G184000.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.001G259000.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.001G259000.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G028100.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G028100.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.002G092900.2 5 -1 1 21
ucgauaaaccucugcauccagPhvul.002G092900.1 5 -1 1 21
ucgauaaaccucugcauccagPhvul.002G137100.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.002G137200.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.002G137200.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.002G139900.2 5 -1 1 21
ucgauaaaccucugcauccagPhvul.002G139900.1 5 -1 1 21
ucgauaaaccucugcauccagPhvul.002G156300.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.003G032500.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G032500.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G252400.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G252400.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.003G265700.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.003G291600.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G291600.2 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G291600.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.003G291600.2 5 -1 1 22
ucgauaaaccucugcauccagPhvul.004G176100.1 5 -1 1 21
ucgauaaaccucugcauccagPhvul.005G001500.2 5 -1 1 21
ucgauaaaccucugcauccagPhvul.005G001500.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.005G043500.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.005G043500.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.005G093400.1 5 -1 1 21
ucgauaaaccucugcauccagPhvul.005G131700.1 5 -1 1 21
ucgauaaaccucugcauccagPhvul.005G183800.1 5 -1 1 21
ucgauaaaccucugcauccagPhvul.005G183800.2 5 -1 1 21
ucgauaaaccucugcauccagPhvul.006G098700.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.006G131400.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.006G131400.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.006G208400.1 5 -1 1 22
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Do not distribute

uggaggcagcgguucaucgaucPhvul.006G208400.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G043900.2 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G043900.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G043900.2 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G043900.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.007G062100.1 5 -1 1 21
ucgauaaaccucugcauccagPhvul.007G067800.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.007G080900.2 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G080900.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G080900.2 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G080900.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G139300.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G139300.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.007G173400.1 5 -1 1 21
ucgauaaaccucugcauccagPhvul.007G246700.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.007G274200.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.007G274200.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.008G019000.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.008G055500.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.008G055500.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.008G077000.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.008G114700.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.008G114700.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.008G211500.4 5 -1 1 21
ucgauaaaccucugcauccagPhvul.008G211500.3 5 -1 1 21
ucgauaaaccucugcauccagPhvul.008G211500.1 5 -1 1 21
ucgauaaaccucugcauccagPhvul.008G211500.2 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.008G250000.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.008G250000.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G086300.2 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G086300.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G086300.2 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G086300.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.009G149800.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.009G154300.6 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G154300.5 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G154300.3 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G154300.4 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G154300.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G154300.6 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G154300.5 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G154300.3 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G154300.4 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.009G154300.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.009G240100.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.011G017800.1 5 -1 1 22
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Do not distribute

uggaggcagcgguucaucgaucPhvul.011G017800.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.011G100200.2 5 -1 1 21
ucgauaaaccucugcauccagPhvul.011G100200.1 5 -1 1 21
ucgauaaaccucugcauccagPhvul.011G108300.1 5 -1 1 21
uggaggcagcgguucaucgaucPhvul.011G129700.1 5 -1 1 22
uggaggcagcgguucaucgaucPhvul.011G129700.1 5 -1 1 22
ucgauaaaccucugcauccagPhvul.011G140050.2 5 -1 1 21
ucgauaaaccucugcauccagPhvul.011G140050.1 5 -1 1 21
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Target_start Target_end miRNA_aligned_fragmentalignment Target_aligned_fragmentInhibition Target_Desc.
2888 2907 UCGAUAAACCUCUGCAUCCAG  ::::: ::::::::::.:: GGGGAUG-AGAGGUUUAUUGACleavage pacid=37176362 locus=Phvul.002G040800 ID=Phvul.002G040800.1.v2.1 annot-version=v2.1

400 421 UGGAGGCAGCGGUUCAUCGAUC : :::::.:.::.:::.:::.AACCGAUGGAUCGUUGCUUCCGCleavage pacid=37175092 locus=Phvul.002G112900 ID=Phvul.002G112900.2.v2.1 annot-version=v2.1
400 421 UGGAGGCAGCGGUUCAUCGAUC : :::::.:.::.:::.:::.AACCGAUGGAUCGUUGCUUCCGCleavage pacid=37175091 locus=Phvul.002G112900 ID=Phvul.002G112900.1.v2.1 annot-version=v2.1
400 421 UGGAGGCAGCGGUUCAUCGAUC : :::::.:.::.:::.:::.AACCGAUGGAUCGUUGCUUCCGCleavage pacid=37175092 locus=Phvul.002G112900 ID=Phvul.002G112900.2.v2.1 annot-version=v2.1
400 421 UGGAGGCAGCGGUUCAUCGAUC : :::::.:.::.:::.:::.AACCGAUGGAUCGUUGCUUCCGCleavage pacid=37175091 locus=Phvul.002G112900 ID=Phvul.002G112900.1.v2.1 annot-version=v2.1
187 207 UGGAGGCAGCGGUUCAUCGAUC   ::: ::::::::::::.:.CCACGA-GAACCGCUGCCUUCGCleavage pacid=37169148 locus=Phvul.001G016450 ID=Phvul.001G016450.1.v2.1 annot-version=v2.1
187 207 UGGAGGCAGCGGUUCAUCGAUC   ::: ::::::::::::.:.CCACGA-GAACCGCUGCCUUCGCleavage pacid=37169148 locus=Phvul.001G016450 ID=Phvul.001G016450.1.v2.1 annot-version=v2.1
246 267 UGGAGGCAGCGGUUCAUCGAUC    :::::..::.:::.::::AGCAGAUGAGUCGUUGCUUCCACleavage pacid=37177177 locus=Phvul.002G255100 ID=Phvul.002G255100.1.v2.1 annot-version=v2.1
246 267 UGGAGGCAGCGGUUCAUCGAUC    :::::..::.:::.::::AGCAGAUGAGUCGUUGCUUCCACleavage pacid=37177177 locus=Phvul.002G255100 ID=Phvul.002G255100.1.v2.1 annot-version=v2.1

1000 1020 UCGAUAAACCUCUGCAUCCAG  ::.:: :::: :::::::: AAGGGUGGAGAGCUUUAUCGACleavage pacid=37177813 locus=Phvul.002G332500 ID=Phvul.002G332500.1.v2.1 annot-version=v2.1
220 241 UGGAGGCAGCGGUUCAUCGAUC: :.::::.:::: ::::::.:GUUUGAUGGACCGGUGCCUCUACleavage pacid=37154118 locus=Phvul.005G022900 ID=Phvul.005G022900.2.v2.1 annot-version=v2.1
220 241 UGGAGGCAGCGGUUCAUCGAUC: :.::::.:::: ::::::.:GUUUGAUGGACCGGUGCCUCUACleavage pacid=37154118 locus=Phvul.005G022900 ID=Phvul.005G022900.2.v2.1 annot-version=v2.1
282 303 UGGAGGCAGCGGUUCAUCGAUC   .:: ::::: :::::::::CUAUGAGGAACCUCUGCCUCCATranslation pacid=37152607 locus=Phvul.005G165300 ID=Phvul.005G165300.1.v2.1 annot-version=v2.1
282 303 UGGAGGCAGCGGUUCAUCGAUC   .:: ::::: :::::::::CUAUGAGGAACCUCUGCCUCCATranslation pacid=37152607 locus=Phvul.005G165300 ID=Phvul.005G165300.1.v2.1 annot-version=v2.1

1116 1136 UCGAUAAACCUCUGCAUCCAG  ::::::::: :::::: :: GAGGAUGCAGAUGUUUAUGGATranslation pacid=37173860 locus=Phvul.006G176000 ID=Phvul.006G176000.1.v2.1 annot-version=v2.1
473 493 UCGAUAAACCUCUGCAUCCAG: ::::: :::::: :::.:: CAGGAUGGAGAGGUCUAUUGACleavage pacid=37164667 locus=Phvul.007G172400 ID=Phvul.007G172400.1.v2.1 annot-version=v2.1
315 336 UGGAGGCAGCGGUUCAUCGAUC .:.::  :::::::::.::::UGUUGACCAACCGCUGCUUCCACleavage pacid=37149576 locus=Phvul.009G109200 ID=Phvul.009G109200.2.v2.1 annot-version=v2.1
315 336 UGGAGGCAGCGGUUCAUCGAUC .:.::  :::::::::.::::UGUUGACCAACCGCUGCUUCCACleavage pacid=37149575 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1
315 336 UGGAGGCAGCGGUUCAUCGAUC .:.::  :::::::::.::::UGUUGACCAACCGCUGCUUCCACleavage pacid=37149574 locus=Phvul.009G109200 ID=Phvul.009G109200.1.v2.1 annot-version=v2.1
315 336 UGGAGGCAGCGGUUCAUCGAUC .:.::  :::::::::.::::UGUUGACCAACCGCUGCUUCCACleavage pacid=37149576 locus=Phvul.009G109200 ID=Phvul.009G109200.2.v2.1 annot-version=v2.1
315 336 UGGAGGCAGCGGUUCAUCGAUC .:.::  :::::::::.::::UGUUGACCAACCGCUGCUUCCACleavage pacid=37149575 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1
315 336 UGGAGGCAGCGGUUCAUCGAUC .:.::  :::::::::.::::UGUUGACCAACCGCUGCUUCCACleavage pacid=37149574 locus=Phvul.009G109200 ID=Phvul.009G109200.1.v2.1 annot-version=v2.1

3637 3658 UCGAUAA-ACCUCUGCAUCCAG:::::::::::::: :::::::CUGGAUGCAGAGGUGUUAUCGACleavage pacid=37149095 locus=Phvul.009G260000 ID=Phvul.009G260000.1.v2.1 annot-version=v2.1
1587 1608 UGGAGGCAGCGGUUCAUCGAUC    :.:::::.::::::: ::AAAAGGUGAACUGCUGCCUACACleavage pacid=37145987 locus=Phvul.003G050000 ID=Phvul.003G050000.1.v2.1 annot-version=v2.1
1587 1608 UGGAGGCAGCGGUUCAUCGAUC    :.:::::.::::::: ::AAAAGGUGAACUGCUGCCUACACleavage pacid=37145987 locus=Phvul.003G050000 ID=Phvul.003G050000.1.v2.1 annot-version=v2.1
3823 3844 UGGAGGCAGCGGUUCAUCGAUC .:. :::.:: ::::::::::UGUUUAUGGACGGCUGCCUCCATranslation pacid=37163227 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1
3823 3844 UGGAGGCAGCGGUUCAUCGAUC .:. :::.:: ::::::::::UGUUUAUGGACGGCUGCCUCCATranslation pacid=37163227 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1

427 447 UCGAUAAACCUCUGCAUCCAG.:: ::::.:::::: .:::: UUGAAUGCGGAGGUUCGUCGACleavage pacid=37152549 locus=Phvul.005G136500 ID=Phvul.005G136500.1.v2.1 annot-version=v2.1
2271 2292 UGGAGGCAGCGGUUCAUCGAUC : .:::::.:. :::::::.:AACUGAUGAGCUUCUGCCUCUATranslation pacid=37171902 locus=Phvul.006G105000 ID=Phvul.006G105000.1.v2.1 annot-version=v2.1
2271 2292 UGGAGGCAGCGGUUCAUCGAUC : .:::::.:. :::::::.:AACUGAUGAGCUUCUGCCUCUATranslation pacid=37171902 locus=Phvul.006G105000 ID=Phvul.006G105000.1.v2.1 annot-version=v2.1

694 715 UGGAGGCAGCGGUUCAUCGAUC    ::::..:.:::::.::.:UUGGGAUGGGCUGCUGCUUCUACleavage pacid=37166785 locus=Phvul.007G006700 ID=Phvul.007G006700.1.v2.1 annot-version=v2.1
694 715 UGGAGGCAGCGGUUCAUCGAUC    ::::..:.:::::.::.:UUGGGAUGGGCUGCUGCUUCUACleavage pacid=37166785 locus=Phvul.007G006700 ID=Phvul.007G006700.1.v2.1 annot-version=v2.1

1058 1079 UGGAGGCAGCGGUUCAUCGAUC   : :::.::: .::::::::UGACUAUGGACCCUUGCCUCCATranslation pacid=37165957 locus=Phvul.007G216500 ID=Phvul.007G216500.4.v2.1 annot-version=v2.1
1056 1077 UGGAGGCAGCGGUUCAUCGAUC   : :::.::: .::::::::UGACUAUGGACCCUUGCCUCCATranslation pacid=37165956 locus=Phvul.007G216500 ID=Phvul.007G216500.3.v2.1 annot-version=v2.1
1058 1079 UGGAGGCAGCGGUUCAUCGAUC   : :::.::: .::::::::UGACUAUGGACCCUUGCCUCCATranslation pacid=37165955 locus=Phvul.007G216500 ID=Phvul.007G216500.1.v2.1 annot-version=v2.1
1058 1079 UGGAGGCAGCGGUUCAUCGAUC   : :::.::: .::::::::UGACUAUGGACCCUUGCCUCCATranslation pacid=37165957 locus=Phvul.007G216500 ID=Phvul.007G216500.4.v2.1 annot-version=v2.1
1056 1077 UGGAGGCAGCGGUUCAUCGAUC   : :::.::: .::::::::UGACUAUGGACCCUUGCCUCCATranslation pacid=37165956 locus=Phvul.007G216500 ID=Phvul.007G216500.3.v2.1 annot-version=v2.1
1058 1079 UGGAGGCAGCGGUUCAUCGAUC   : :::.::: .::::::::UGACUAUGGACCCUUGCCUCCATranslation pacid=37165955 locus=Phvul.007G216500 ID=Phvul.007G216500.1.v2.1 annot-version=v2.1

747 767 UCGAUAAACCUCUGCAUCCAG  ::  ::::::::::.:.:. GAGGCAGCAGAGGUUUGUUGGCleavage pacid=37160211 locus=Phvul.008G055300 ID=Phvul.008G055300.1.v2.1 annot-version=v2.1
1646 1667 UGGAGGCAGCGGUUCAUCGAUC:: :::::.:..::: .:::::GACCGAUGGAUUGCUUUCUCCACleavage pacid=37161166 locus=Phvul.008G173900 ID=Phvul.008G173900.2.v2.1 annot-version=v2.1
1736 1757 UGGAGGCAGCGGUUCAUCGAUC:: :::::.:..::: .:::::GACCGAUGGAUUGCUUUCUCCACleavage pacid=37161165 locus=Phvul.008G173900 ID=Phvul.008G173900.1.v2.1 annot-version=v2.1
1646 1667 UGGAGGCAGCGGUUCAUCGAUC:: :::::.:..::: .:::::GACCGAUGGAUUGCUUUCUCCACleavage pacid=37161166 locus=Phvul.008G173900 ID=Phvul.008G173900.2.v2.1 annot-version=v2.1
1736 1757 UGGAGGCAGCGGUUCAUCGAUC:: :::::.:..::: .:::::GACCGAUGGAUUGCUUUCUCCACleavage pacid=37161165 locus=Phvul.008G173900 ID=Phvul.008G173900.1.v2.1 annot-version=v2.1
2079 2101 UGGAGGCAGCGGUUCA-UCGAUC:. ::: ::::::::::::::. GGACGACUGAACCGCUGCCUCUCCleavage pacid=37155165 locus=Phvul.011G132801 ID=Phvul.011G132801.1.v2.1 annot-version=v2.1
2079 2101 UGGAGGCAGCGGUUCA-UCGAUC:. ::: ::::::::::::::. GGACGACUGAACCGCUGCCUCUCCleavage pacid=37155165 locus=Phvul.011G132801 ID=Phvul.011G132801.1.v2.1 annot-version=v2.1
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427 448 UGGAGGCAGCGGUUCAUCGAUC : : :::: .::.::::::::UAACAAUGAUUCGUUGCCUCCACleavage pacid=37155239 locus=Phvul.011G157600 ID=Phvul.011G157600.3.v2.1 annot-version=v2.1
797 818 UGGAGGCAGCGGUUCAUCGAUC : : :::: .::.::::::::UAACAAUGAUUCGUUGCCUCCACleavage pacid=37155240 locus=Phvul.011G157600 ID=Phvul.011G157600.4.v2.1 annot-version=v2.1
840 861 UGGAGGCAGCGGUUCAUCGAUC : : :::: .::.::::::::UAACAAUGAUUCGUUGCCUCCACleavage pacid=37155238 locus=Phvul.011G157600 ID=Phvul.011G157600.2.v2.1 annot-version=v2.1
427 448 UGGAGGCAGCGGUUCAUCGAUC : : :::: .::.::::::::UAACAAUGAUUCGUUGCCUCCACleavage pacid=37155239 locus=Phvul.011G157600 ID=Phvul.011G157600.3.v2.1 annot-version=v2.1
797 818 UGGAGGCAGCGGUUCAUCGAUC : : :::: .::.::::::::UAACAAUGAUUCGUUGCCUCCACleavage pacid=37155240 locus=Phvul.011G157600 ID=Phvul.011G157600.4.v2.1 annot-version=v2.1
840 861 UGGAGGCAGCGGUUCAUCGAUC : : :::: .::.::::::::UAACAAUGAUUCGUUGCCUCCACleavage pacid=37155238 locus=Phvul.011G157600 ID=Phvul.011G157600.2.v2.1 annot-version=v2.1
543 567 UGGAGGCAGCGGUU---CAUCGAUC .:::::    ::::::::::::::CGUCGAUCUUCAACCGCUGCCUCCACleavage pacid=37167986 locus=Phvul.001G026200 ID=Phvul.001G026200.1.v2.1 annot-version=v2.1
543 567 UGGAGGCAGCGGUU---CAUCGAUC .:::::    ::::::::::::::CGUCGAUCUUCAACCGCUGCCUCCACleavage pacid=37167986 locus=Phvul.001G026200 ID=Phvul.001G026200.1.v2.1 annot-version=v2.1

1173 1194 UGGAGGCAGCGGUUCAUCGAUC .:. ::::::: :::::::: UGUUAAUGAACCUCUGCCUCCUTranslation pacid=37167919 locus=Phvul.001G141300 ID=Phvul.001G141300.1.v2.1 annot-version=v2.1
1173 1194 UGGAGGCAGCGGUUCAUCGAUC .:. ::::::: :::::::: UGUUAAUGAACCUCUGCCUCCUTranslation pacid=37167919 locus=Phvul.001G141300 ID=Phvul.001G141300.1.v2.1 annot-version=v2.1

336 357 UGGAGGCAGCGGUUCAUCGAUC  ::::::.::.::: ::::. ACUCGAUGGACUGCUUCCUCUUCleavage pacid=37168726 locus=Phvul.001G256400 ID=Phvul.001G256400.1.v2.1 annot-version=v2.1
336 357 UGGAGGCAGCGGUUCAUCGAUC  ::::::.::.::: ::::. ACUCGAUGGACUGCUUCCUCUUCleavage pacid=37168726 locus=Phvul.001G256400 ID=Phvul.001G256400.1.v2.1 annot-version=v2.1

2099 2120 UGGAGGCAGCGGUUCAUCGAUC  :. ::::::: :::.::.::UUUUAAUGAACCACUGUCUUCATranslation pacid=37168816 locus=Phvul.001G256600 ID=Phvul.001G256600.1.v2.1 annot-version=v2.1
2099 2120 UGGAGGCAGCGGUUCAUCGAUC  :. ::::::: :::.::.::UUUUAAUGAACCACUGUCUUCATranslation pacid=37168816 locus=Phvul.001G256600 ID=Phvul.001G256600.1.v2.1 annot-version=v2.1

213 234 UGGAGGCAGCGGUUCAUCGAUC:. ::::: ..:::: :.::::GGCCGAUGCGUCGCUUCUUCCACleavage pacid=37177997 locus=Phvul.002G003600 ID=Phvul.002G003600.1.v2.1 annot-version=v2.1
213 234 UGGAGGCAGCGGUUCAUCGAUC:. ::::: ..:::: :.::::GGCCGAUGCGUCGCUUCUUCCACleavage pacid=37177997 locus=Phvul.002G003600 ID=Phvul.002G003600.1.v2.1 annot-version=v2.1
420 441 UGGAGGCAGCGGUUCAUCGAUC ::: :: :::::.: ::::::AAUCUAUAAACCGUUACCUCCACleavage pacid=37177254 locus=Phvul.002G075900 ID=Phvul.002G075900.1.v2.1 annot-version=v2.1
420 441 UGGAGGCAGCGGUUCAUCGAUC ::: :: :::::.: ::::::AAUCUAUAAACCGUUACCUCCACleavage pacid=37177254 locus=Phvul.002G075900 ID=Phvul.002G075900.1.v2.1 annot-version=v2.1
194 215 UGGAGGCAGCGGUUCAUCGAUC  : :: ::.::::::..:.::UCUAGAAGAGCCGCUGUUUUCACleavage pacid=37176972 locus=Phvul.002G102800 ID=Phvul.002G102800.2.v2.1 annot-version=v2.1
194 215 UGGAGGCAGCGGUUCAUCGAUC  : :: ::.::::::..:.::UCUAGAAGAGCCGCUGUUUUCACleavage pacid=37176972 locus=Phvul.002G102800 ID=Phvul.002G102800.2.v2.1 annot-version=v2.1

2119 2140 UGGAGGCAGCGGUUCAUCGAUC : ::.::.::: :: ::::::CACCGGUGGACCACUACCUCCATranslation pacid=37174585 locus=Phvul.002G146600 ID=Phvul.002G146600.2.v2.1 annot-version=v2.1
2544 2565 UGGAGGCAGCGGUUCAUCGAUC : ::.::.::: :: ::::::CACCGGUGGACCACUACCUCCATranslation pacid=37174584 locus=Phvul.002G146600 ID=Phvul.002G146600.1.v2.1 annot-version=v2.1
2119 2140 UGGAGGCAGCGGUUCAUCGAUC : ::.::.::: :: ::::::CACCGGUGGACCACUACCUCCATranslation pacid=37174585 locus=Phvul.002G146600 ID=Phvul.002G146600.2.v2.1 annot-version=v2.1
2544 2565 UGGAGGCAGCGGUUCAUCGAUC : ::.::.::: :: ::::::CACCGGUGGACCACUACCUCCATranslation pacid=37174584 locus=Phvul.002G146600 ID=Phvul.002G146600.1.v2.1 annot-version=v2.1

672 693 UGGAGGCAGCGGUUCAUCGAUC:: : :: ::::::: :::.::GAACCAUCAACCGCUCCCUUCACleavage pacid=37174703 locus=Phvul.002G158200 ID=Phvul.002G158200.1.v2.1 annot-version=v2.1
672 693 UGGAGGCAGCGGUUCAUCGAUC:: : :: ::::::: :::.::GAACCAUCAACCGCUCCCUUCACleavage pacid=37174703 locus=Phvul.002G158200 ID=Phvul.002G158200.1.v2.1 annot-version=v2.1
360 380 UCGAUAAACCUCUGCAUCCAG  : :: .::::::::::.: GAGAAUUUAGAGGUUUAUUGCCleavage pacid=37145792 locus=Phvul.003G013200 ID=Phvul.003G013200.2.v2.1 annot-version=v2.1
405 426 UGGAGGCAGCGGUUCAUCGAUC : :::::: .::::::.:.: CACCGAUGAUUCGCUGCUUUCUCleavage pacid=37147810 locus=Phvul.003G156333 ID=Phvul.003G156333.1.v2.1 annot-version=v2.1
405 426 UGGAGGCAGCGGUUCAUCGAUC : :::::: .::::::.:.: CACCGAUGAUUCGCUGCUUUCUCleavage pacid=37147810 locus=Phvul.003G156333 ID=Phvul.003G156333.1.v2.1 annot-version=v2.1
286 306 UCGAUAAACCUCUGCAUCCAG::::: :::: :::: ::::: CUGGAGGCAGCGGUUCAUCGATranslation pacid=37145363 locus=Phvul.003G179800 ID=Phvul.003G179800.1.v2.1 annot-version=v2.1
350 371 UGGAGGCAGCGGUUCAUCGAUC:.::::: :::: :::: ::::GGUCGAUAAACCUCUGCAUCCATranslation pacid=37145363 locus=Phvul.003G179800 ID=Phvul.003G179800.1.v2.1 annot-version=v2.1
350 371 UGGAGGCAGCGGUUCAUCGAUC:.::::: :::: :::: ::::GGUCGAUAAACCUCUGCAUCCATranslation pacid=37145363 locus=Phvul.003G179800 ID=Phvul.003G179800.1.v2.1 annot-version=v2.1

1166 1187 UGGAGGCAGCGGUUCAUCGAUC  :. : :.::.:::::::::.AUUUCAAGGACUGCUGCCUCCGCleavage pacid=37144783 locus=Phvul.003G261400 ID=Phvul.003G261400.2.v2.1 annot-version=v2.1
1238 1259 UGGAGGCAGCGGUUCAUCGAUC  :. : :.::.:::::::::.AUUUCAAGGACUGCUGCCUCCGCleavage pacid=37144782 locus=Phvul.003G261400 ID=Phvul.003G261400.1.v2.1 annot-version=v2.1
1166 1187 UGGAGGCAGCGGUUCAUCGAUC  :. : :.::.:::::::::.AUUUCAAGGACUGCUGCCUCCGCleavage pacid=37144783 locus=Phvul.003G261400 ID=Phvul.003G261400.2.v2.1 annot-version=v2.1
1238 1259 UGGAGGCAGCGGUUCAUCGAUC  :. : :.::.:::::::::.AUUUCAAGGACUGCUGCCUCCGCleavage pacid=37144782 locus=Phvul.003G261400 ID=Phvul.003G261400.1.v2.1 annot-version=v2.1

344 365 UGGAGGCAGCGGUUCAUCGAUC   .:: ::.:: ::::::.::GUAUGAAGAGCCCCUGCCUUCATranslation pacid=37146168 locus=Phvul.003G291600 ID=Phvul.003G291600.1.v2.1 annot-version=v2.1
638 659 UGGAGGCAGCGGUUCAUCGAUC   .:: ::.:: ::::::.::GUAUGAAGAGCCCCUGCCUUCATranslation pacid=37146169 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1
344 365 UGGAGGCAGCGGUUCAUCGAUC   .:: ::.:: ::::::.::GUAUGAAGAGCCCCUGCCUUCATranslation pacid=37146168 locus=Phvul.003G291600 ID=Phvul.003G291600.1.v2.1 annot-version=v2.1
638 659 UGGAGGCAGCGGUUCAUCGAUC   .:: ::.:: ::::::.::GUAUGAAGAGCCCCUGCCUUCATranslation pacid=37146169 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1
723 744 UGGAGGCAGCGGUUCAUCGAUC   ::.:::: ::: ::.::::UGACGGUGAAACGCAGCUUCCACleavage pacid=37161639 locus=Phvul.004G068900 ID=Phvul.004G068900.2.v2.1 annot-version=v2.1
723 744 UGGAGGCAGCGGUUCAUCGAUC   ::.:::: ::: ::.::::UGACGGUGAAACGCAGCUUCCACleavage pacid=37161639 locus=Phvul.004G068900 ID=Phvul.004G068900.2.v2.1 annot-version=v2.1
589 609 UCGAUAAACCUCUGCAUCCAG   :::::::.:::: .:::. CCUGAUGCAGGGGUUCGUCGGCleavage pacid=37154570 locus=Phvul.005G069600 ID=Phvul.005G069600.1.v2.1 annot-version=v2.1
853 873 UCGAUAAACCUCUGCAUCCAG    ::::::.: :::::::: GCUCAUGCAGGGAUUUAUCGACleavage pacid=37166946 locus=Phvul.007G157700 ID=Phvul.007G157700.1.v2.1 annot-version=v2.1
996 1016 UCGAUAAACCUCUGCAUCCAG ::::::::::: :: ::.:. AUGGAUGCAGAGAUUGAUUGGCleavage pacid=37166744 locus=Phvul.007G249600 ID=Phvul.007G249600.1.v2.1 annot-version=v2.1
240 261 UGGAGGCAGCGGUUCAUCGAUC   .:.::.::: :::::::: GCGUGGUGGACCACUGCCUCCCTranslation pacid=37160389 locus=Phvul.008G111200 ID=Phvul.008G111200.1.v2.1 annot-version=v2.1
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240 261 UGGAGGCAGCGGUUCAUCGAUC   .:.::.::: :::::::: GCGUGGUGGACCACUGCCUCCCTranslation pacid=37160389 locus=Phvul.008G111200 ID=Phvul.008G111200.1.v2.1 annot-version=v2.1
759 779 UCGAUAAACCUCUGCAUCCAG :::.:: ::.:::::.:.: GUGGGUGGAGGGGUUUGUUGUCleavage pacid=37157730 locus=Phvul.008G230800 ID=Phvul.008G230800.1.v2.1 annot-version=v2.1

1095 1116 UGGAGGCAGCGGUUCAUCGAUC  :.::::: :::.::.::.:.UCUUGAUGAUCCGUUGUCUUCGCleavage pacid=37148950 locus=Phvul.009G080800 ID=Phvul.009G080800.1.v2.1 annot-version=v2.1
1095 1116 UGGAGGCAGCGGUUCAUCGAUC  :.::::: :::.::.::.:.UCUUGAUGAUCCGUUGUCUUCGCleavage pacid=37148950 locus=Phvul.009G080800 ID=Phvul.009G080800.1.v2.1 annot-version=v2.1
1778 1799 UGGAGGCAGCGGUUCAUCGAUC     ::::::. :::::::::CGCAAAUGAACUUCUGCCUCCATranslation pacid=37148701 locus=Phvul.009G119700 ID=Phvul.009G119700.1.v2.1 annot-version=v2.1
1778 1799 UGGAGGCAGCGGUUCAUCGAUC     ::::::. :::::::::CGCAAAUGAACUUCUGCCUCCATranslation pacid=37148701 locus=Phvul.009G119700 ID=Phvul.009G119700.1.v2.1 annot-version=v2.1

421 441 UCGAUAAACCUCUGCAUCCAG:: : ::..:::::::.:::. CUAGCUGUGGAGGUUUGUCGGCleavage pacid=37143928 locus=Phvul.010G119500 ID=Phvul.010G119500.1.v2.1 annot-version=v2.1
78 99 UGGAGGCAGCGGUUCAUCGAUC : : ::::: : :::::::::UAACAAUGAAGCUCUGCCUCCATranslation pacid=37157405 locus=Phvul.011G008600 ID=Phvul.011G008600.1.v2.1 annot-version=v2.1
78 99 UGGAGGCAGCGGUUCAUCGAUC : : ::::: : :::::::::UAACAAUGAAGCUCUGCCUCCATranslation pacid=37157405 locus=Phvul.011G008600 ID=Phvul.011G008600.1.v2.1 annot-version=v2.1

719 740 UGGAGGCAGCGGUUCAUCGAUC: :::.: :.:.::::::::. GCUCGGUCAGCUGCUGCCUCUUCleavage pacid=37154904 locus=Phvul.011G140900 ID=Phvul.011G140900.1.v2.1 annot-version=v2.1
719 740 UGGAGGCAGCGGUUCAUCGAUC: :::.: :.:.::::::::. GCUCGGUCAGCUGCUGCCUCUUCleavage pacid=37154904 locus=Phvul.011G140900 ID=Phvul.011G140900.1.v2.1 annot-version=v2.1
844 864 UCGAUAAACCUCUGCAUCCAG   :::::::: :::: :::: GAAGAUGCAGAAGUUUCUCGATranslation pacid=37155008 locus=Phvul.011G169222 ID=Phvul.011G169222.1.v2.1 annot-version=v2.1

2952 2973 UGGAGGCAGCGGUUCAUCGAUC :::::  :.:.::::::::..AAUCGAGCAGCUGCUGCCUCUGCleavage pacid=37156922 locus=Phvul.011G215900 ID=Phvul.011G215900.1.v2.1 annot-version=v2.1
2952 2973 UGGAGGCAGCGGUUCAUCGAUC :::::  :.:.::::::::..AAUCGAGCAGCUGCUGCCUCUGCleavage pacid=37156922 locus=Phvul.011G215900 ID=Phvul.011G215900.1.v2.1 annot-version=v2.1
2488 2508 UCGAUAAACCUCUGCAUCCAG  :::::.:::::: : :.:. UAGGAUGUAGAGGUGUUUUGGCleavage pacid=37167898 locus=Phvul.001G096200 ID=Phvul.001G096200.1.v2.1 annot-version=v2.1
1245 1266 UGGAGGCAGCGGUUCAUCGAUC    ::::.::.:::::: :: AAGGGAUGGACUGCUGCCACCUCleavage pacid=37167733 locus=Phvul.001G104700 ID=Phvul.001G104700.2.v2.1 annot-version=v2.1
1269 1290 UGGAGGCAGCGGUUCAUCGAUC    ::::.::.:::::: :: AAGGGAUGGACUGCUGCCACCUCleavage pacid=37167732 locus=Phvul.001G104700 ID=Phvul.001G104700.1.v2.1 annot-version=v2.1
1245 1266 UGGAGGCAGCGGUUCAUCGAUC    ::::.::.:::::: :: AAGGGAUGGACUGCUGCCACCUCleavage pacid=37167733 locus=Phvul.001G104700 ID=Phvul.001G104700.2.v2.1 annot-version=v2.1
1269 1290 UGGAGGCAGCGGUUCAUCGAUC    ::::.::.:::::: :: AAGGGAUGGACUGCUGCCACCUCleavage pacid=37167732 locus=Phvul.001G104700 ID=Phvul.001G104700.1.v2.1 annot-version=v2.1

902 923 UGGAGGCAGCGGUUCAUCGAUC   .::: :.:: :::::::..UGAUGAUCAGCCUCUGCCUCUGTranslation pacid=37168697 locus=Phvul.001G211000 ID=Phvul.001G211000.1.v2.1 annot-version=v2.1
902 923 UGGAGGCAGCGGUUCAUCGAUC   .::: :.:: :::::::..UGAUGAUCAGCCUCUGCCUCUGTranslation pacid=37168697 locus=Phvul.001G211000 ID=Phvul.001G211000.1.v2.1 annot-version=v2.1
252 273 UGGAGGCAGCGGUUCAUCGAUC:: ::::: ..: :::::::: GAGCGAUGCGUCUCUGCCUCCUTranslation pacid=37175952 locus=Phvul.002G147900 ID=Phvul.002G147900.2.v2.1 annot-version=v2.1
252 273 UGGAGGCAGCGGUUCAUCGAUC:: ::::: ..: :::::::: GAGCGAUGCGUCUCUGCCUCCUTranslation pacid=37175951 locus=Phvul.002G147900 ID=Phvul.002G147900.1.v2.1 annot-version=v2.1
252 273 UGGAGGCAGCGGUUCAUCGAUC:: ::::: ..: :::::::: GAGCGAUGCGUCUCUGCCUCCUTranslation pacid=37175952 locus=Phvul.002G147900 ID=Phvul.002G147900.2.v2.1 annot-version=v2.1
252 273 UGGAGGCAGCGGUUCAUCGAUC:: ::::: ..: :::::::: GAGCGAUGCGUCUCUGCCUCCUTranslation pacid=37175951 locus=Phvul.002G147900 ID=Phvul.002G147900.1.v2.1 annot-version=v2.1
405 425 UCGAUAAACCUCUGCAUCCAG.::::: :::. ::::.:.:. UUGGAUUCAGGAGUUUGUUGGTranslation pacid=37177943 locus=Phvul.002G182700 ID=Phvul.002G182700.2.v2.1 annot-version=v2.1
405 425 UCGAUAAACCUCUGCAUCCAG.::::: :::. ::::.:.:. UUGGAUUCAGGAGUUUGUUGGTranslation pacid=37177942 locus=Phvul.002G182700 ID=Phvul.002G182700.1.v2.1 annot-version=v2.1

1306 1326 UCGAUAAACCUCUGCAUCCAG :::  :::::: :::::.:. GUGGUGGCAGAGUUUUAUUGGCleavage pacid=37178086 locus=Phvul.002G202300 ID=Phvul.002G202300.1.v2.1 annot-version=v2.1
819 839 UCGAUAAACCUCUGCAUCCAG.:::::::::: ::: .:.:. UUGGAUGCAGAUGUUGGUUGGTranslation pacid=37175275 locus=Phvul.002G238000 ID=Phvul.002G238000.1.v2.1 annot-version=v2.1
521 542 UGGAGGCAGCGGUUCAUCGAUC     :::....::::.:::::GGAACAUGGGUUGCUGUCUCCACleavage pacid=37177790 locus=Phvul.002G267100 ID=Phvul.002G267100.1.v2.1 annot-version=v2.1
521 542 UGGAGGCAGCGGUUCAUCGAUC     :::....::::.:::::GGAACAUGGGUUGCUGUCUCCACleavage pacid=37177790 locus=Phvul.002G267100 ID=Phvul.002G267100.1.v2.1 annot-version=v2.1

1039 1060 UGGAGGCAGCGGUUCAUCGAUC:. :::::.::: .::..::: GGACGAUGGACCAUUGUUUCCUTranslation pacid=37175452 locus=Phvul.002G274400 ID=Phvul.002G274400.2.v2.1 annot-version=v2.1
1132 1153 UGGAGGCAGCGGUUCAUCGAUC:. :::::.::: .::..::: GGACGAUGGACCAUUGUUUCCUTranslation pacid=37175453 locus=Phvul.002G274400 ID=Phvul.002G274400.1.v2.1 annot-version=v2.1
1039 1060 UGGAGGCAGCGGUUCAUCGAUC:. :::::.::: .::..::: GGACGAUGGACCAUUGUUUCCUTranslation pacid=37175452 locus=Phvul.002G274400 ID=Phvul.002G274400.2.v2.1 annot-version=v2.1
1132 1153 UGGAGGCAGCGGUUCAUCGAUC:. :::::.::: .::..::: GGACGAUGGACCAUUGUUUCCUTranslation pacid=37175453 locus=Phvul.002G274400 ID=Phvul.002G274400.1.v2.1 annot-version=v2.1
2338 2358 UCGAUAAACCUCUGCAUCCAG : :::: :::::: ::::: GUUGAUGAAGAGGUGUAUCGCCleavage pacid=37174973 locus=Phvul.002G304500 ID=Phvul.002G304500.1.v2.1 annot-version=v2.1

518 539 UGGAGGCAGCGGUUCAUCGAUC .::::::.:: :: ::.:::.UGUCGAUGGACAGCGGCUUCCGTranslation pacid=37178228 locus=Phvul.002G327900 ID=Phvul.002G327900.1.v2.1 annot-version=v2.1
518 539 UGGAGGCAGCGGUUCAUCGAUC .::::::.:: :: ::.:::.UGUCGAUGGACAGCGGCUUCCGTranslation pacid=37178228 locus=Phvul.002G327900 ID=Phvul.002G327900.1.v2.1 annot-version=v2.1

1259 1278 UCGAUAAACCUCUGCAUCCAG  ::::::.::::::: ::: GAGGAUGCGGAGGUUU-UCGUCleavage pacid=37146668 locus=Phvul.003G010700 ID=Phvul.003G010700.1.v2.1 annot-version=v2.1
1050 1069 UCGAUAAACCUCUGCAUCCAG.: ::::::::::::: :::. UUUGAUGCAGAGGUUU-UCGGCleavage pacid=37144797 locus=Phvul.003G023101 ID=Phvul.003G023101.2.v2.1 annot-version=v2.1
1169 1188 UCGAUAAACCUCUGCAUCCAG.: ::::::::::::: :::. UUUGAUGCAGAGGUUU-UCGGCleavage pacid=37144796 locus=Phvul.003G023101 ID=Phvul.003G023101.1.v2.1 annot-version=v2.1
1729 1750 UGGAGGCAGCGGUUCAUCGAUC     ::::::::.::.::...UUGUUAUGAACCGUUGUCUUUGCleavage pacid=37148102 locus=Phvul.003G044200 ID=Phvul.003G044200.1.v2.1 annot-version=v2.1
1729 1750 UGGAGGCAGCGGUUCAUCGAUC     ::::::::.::.::...UUGUUAUGAACCGUUGUCUUUGCleavage pacid=37148102 locus=Phvul.003G044200 ID=Phvul.003G044200.1.v2.1 annot-version=v2.1

940 960 UCGAUAAACCUCUGCAUCCAG : :::: ::::::::: :: AUCGAUGAAGAGGUUUAACGUCleavage pacid=37147406 locus=Phvul.003G080700 ID=Phvul.003G080700.1.v2.1 annot-version=v2.1
1008 1029 UGGAGGCAGCGGUUCAUCGAUC  : ::::.:::  ::::::::AUUAGAUGGACCAGUGCCUCCATranslation pacid=37148128 locus=Phvul.003G090000 ID=Phvul.003G090000.2.v2.1 annot-version=v2.1
1008 1029 UGGAGGCAGCGGUUCAUCGAUC  : ::::.:::  ::::::::AUUAGAUGGACCAGUGCCUCCATranslation pacid=37148128 locus=Phvul.003G090000 ID=Phvul.003G090000.2.v2.1 annot-version=v2.1
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1713 1733 UCGAUAAACCUCUGCAUCCAG   :.:::::: ::::::: : CGUGGUGCAGAUGUUUAUCAATranslation pacid=37146564 locus=Phvul.003G096500 ID=Phvul.003G096500.1.v2.1 annot-version=v2.1
1775 1796 UGGAGGCAGCGGUUCAUCGAUC:::::.:::: .:::::.:...GAUCGGUGAAAUGCUGCUUUUGCleavage pacid=37145474 locus=Phvul.003G113900 ID=Phvul.003G113900.1.v2.1 annot-version=v2.1
1775 1796 UGGAGGCAGCGGUUCAUCGAUC:::::.:::: .:::::.:...GAUCGGUGAAAUGCUGCUUUUGCleavage pacid=37145474 locus=Phvul.003G113900 ID=Phvul.003G113900.1.v2.1 annot-version=v2.1
1063 1084 UGGAGGCAGCGGUUCAUCGAUC  :. :::::  ::::::::::UCUUAAUGAAAAGCUGCCUCCATranslation pacid=37148389 locus=Phvul.003G154900 ID=Phvul.003G154900.1.v2.1 annot-version=v2.1
1063 1084 UGGAGGCAGCGGUUCAUCGAUC  :. :::::  ::::::::::UCUUAAUGAAAAGCUGCCUCCATranslation pacid=37148389 locus=Phvul.003G154900 ID=Phvul.003G154900.1.v2.1 annot-version=v2.1

330 351 UGGAGGCAGCGGUUCAUCGAUC:::::::::::.:.::  :.::GAUCGAUGAACUGUUGAGUUCACleavage pacid=37145370 locus=Phvul.003G209900 ID=Phvul.003G209900.1.v2.1 annot-version=v2.1
330 351 UGGAGGCAGCGGUUCAUCGAUC:::::::::::.:.::  :.::GAUCGAUGAACUGUUGAGUUCACleavage pacid=37145370 locus=Phvul.003G209900 ID=Phvul.003G209900.1.v2.1 annot-version=v2.1

1029 1050 UGGAGGCAGCGGUUCAUCGAUC  :.:::::::: .: .:::::AUUUGAUGAACCUUUUUCUCCATranslation pacid=37144375 locus=Phvul.003G254900 ID=Phvul.003G254900.2.v2.1 annot-version=v2.1
1176 1197 UGGAGGCAGCGGUUCAUCGAUC  :.:::::::: .: .:::::AUUUGAUGAACCUUUUUCUCCATranslation pacid=37144374 locus=Phvul.003G254900 ID=Phvul.003G254900.1.v2.1 annot-version=v2.1
1029 1050 UGGAGGCAGCGGUUCAUCGAUC  :.:::::::: .: .:::::AUUUGAUGAACCUUUUUCUCCATranslation pacid=37144375 locus=Phvul.003G254900 ID=Phvul.003G254900.2.v2.1 annot-version=v2.1
1176 1197 UGGAGGCAGCGGUUCAUCGAUC  :.:::::::: .: .:::::AUUUGAUGAACCUUUUUCUCCATranslation pacid=37144374 locus=Phvul.003G254900 ID=Phvul.003G254900.1.v2.1 annot-version=v2.1
2631 2651 UCGAUAAACCUCUGCAUCCAG   :::::::::::::.:.  GACGAUGCAGAGGUUUGUUCUCleavage pacid=37147652 locus=Phvul.003G295700 ID=Phvul.003G295700.2.v2.1 annot-version=v2.1
2656 2676 UCGAUAAACCUCUGCAUCCAG   :::::::::::::.:.  GACGAUGCAGAGGUUUGUUCUCleavage pacid=37147651 locus=Phvul.003G295700 ID=Phvul.003G295700.1.v2.1 annot-version=v2.1

354 375 UGGAGGCAGCGGUUCAUCGAUC:. .:.::::::::: :.::. GGCUGGUGAACCGCUUCUUCUUCleavage pacid=37152396 locus=Phvul.005G088636 ID=Phvul.005G088636.1.v2.1 annot-version=v2.1
354 375 UGGAGGCAGCGGUUCAUCGAUC:. .:.::::::::: :.::. GGCUGGUGAACCGCUUCUUCUUCleavage pacid=37152396 locus=Phvul.005G088636 ID=Phvul.005G088636.1.v2.1 annot-version=v2.1
529 549 UCGAUAAACCUCUGCAUCCAG::::.:: ::::: :::: :: CUGGGUGGAGAGGCUUAUGGACleavage pacid=37172686 locus=Phvul.006G112000 ID=Phvul.006G112000.1.v2.1 annot-version=v2.1
607 627 UCGAUAAACCUCUGCAUCCAG::::.:: ::::: :::: :: CUGGGUGGAGAGGCUUAUGGACleavage pacid=37172685 locus=Phvul.006G112000 ID=Phvul.006G112000.2.v2.1 annot-version=v2.1

1546 1566 UCGAUAAACCUCUGCAUCCAG: ::::: ::::: ::.:.: CCGGAUGAAGAGGAUUGUUGCCleavage pacid=37166457 locus=Phvul.007G015000 ID=Phvul.007G015000.1.v2.1 annot-version=v2.1
49 69 UCGAUAAACCUCUGCAUCCAG  :::::.::::: : :::: UGGGAUGUAGAGGAUGAUCGUCleavage pacid=37166017 locus=Phvul.007G028800 ID=Phvul.007G028800.1.v2.1 annot-version=v2.1

1650 1671 UGGAGGCAGCGGUUCAUCGAUC     .:::::.:::::.::: GUCUUGUGAACUGCUGCUUCCUCleavage pacid=37164910 locus=Phvul.007G038000 ID=Phvul.007G038000.1.v2.1 annot-version=v2.1
1650 1671 UGGAGGCAGCGGUUCAUCGAUC     .:::::.:::::.::: GUCUUGUGAACUGCUGCUUCCUCleavage pacid=37164910 locus=Phvul.007G038000 ID=Phvul.007G038000.1.v2.1 annot-version=v2.1

735 756 UGGAGGCAGCGGUUCAUCGAUC  :.:. ::::: :::::::..ACUUGGGGAACCACUGCCUCUGTranslation pacid=37166997 locus=Phvul.007G062900 ID=Phvul.007G062900.1.v2.1 annot-version=v2.1
735 756 UGGAGGCAGCGGUUCAUCGAUC  :.:. ::::: :::::::..ACUUGGGGAACCACUGCCUCUGTranslation pacid=37166997 locus=Phvul.007G062900 ID=Phvul.007G062900.1.v2.1 annot-version=v2.1
756 777 UGGAGGCAGCGGUUCAUCGAUC     :::::.:: ::::::.:UGUAUAUGAAUCGAUGCCUCUACleavage pacid=37167447 locus=Phvul.007G100700 ID=Phvul.007G100700.1.v2.1 annot-version=v2.1
756 777 UGGAGGCAGCGGUUCAUCGAUC     :::::.:: ::::::.:UGUAUAUGAAUCGAUGCCUCUACleavage pacid=37167447 locus=Phvul.007G100700 ID=Phvul.007G100700.1.v2.1 annot-version=v2.1
290 310 UCGAUAAACCUCUGCAUCCAG    :: :::.:::::.:.:: UCCAAUACAGGGGUUUGUUGACleavage pacid=37164628 locus=Phvul.007G149300 ID=Phvul.007G149300.1.v2.1 annot-version=v2.1

1604 1624 UCGAUAAACCUCUGCAUCCAG.::::: ::::: :::::. : UUGGAUUCAGAGCUUUAUUAACleavage pacid=37164585 locus=Phvul.007G230450 ID=Phvul.007G230450.1.v2.1 annot-version=v2.1
812 832 UCGAUAAACCUCUGCAUCCAG: :::::.. .:::::: ::: CGGGAUGUGUGGGUUUAGCGACleavage pacid=37160213 locus=Phvul.008G046100 ID=Phvul.008G046100.1.v2.1 annot-version=v2.1
293 313 UCGAUAAACCUCUGCAUCCAG   :::: ::::::: .:.:: AGCGAUGAAGAGGUUCGUUGACleavage pacid=37160925 locus=Phvul.008G177200 ID=Phvul.008G177200.1.v2.1 annot-version=v2.1
297 317 UCGAUAAACCUCUGCAUCCAG   :::: ::::::: .:.:: AGCGAUGAAGAGGUUCGUUGACleavage pacid=37160926 locus=Phvul.008G177200 ID=Phvul.008G177200.2.v2.1 annot-version=v2.1
998 1018 UCGAUAAACCUCUGCAUCCAG::: :: .:::::: :::.:: CUGAAUUUAGAGGUGUAUUGACleavage pacid=37160761 locus=Phvul.008G181900 ID=Phvul.008G181900.2.v2.1 annot-version=v2.1

1005 1025 UCGAUAAACCUCUGCAUCCAG::: :: .:::::: :::.:: CUGAAUUUAGAGGUGUAUUGACleavage pacid=37160760 locus=Phvul.008G181900 ID=Phvul.008G181900.1.v2.1 annot-version=v2.1
1799 1820 UGGAGGCAGCGGUUCAUCGAUC ::: : ::.:.:::::::...AAUCCAAGAGCUGCUGCCUUUGCleavage pacid=37159289 locus=Phvul.008G260900 ID=Phvul.008G260900.2.v2.1 annot-version=v2.1
1887 1908 UGGAGGCAGCGGUUCAUCGAUC ::: : ::.:.:::::::...AAUCCAAGAGCUGCUGCCUUUGCleavage pacid=37159288 locus=Phvul.008G260900 ID=Phvul.008G260900.1.v2.1 annot-version=v2.1
1799 1820 UGGAGGCAGCGGUUCAUCGAUC ::: : ::.:.:::::::...AAUCCAAGAGCUGCUGCCUUUGCleavage pacid=37159289 locus=Phvul.008G260900 ID=Phvul.008G260900.2.v2.1 annot-version=v2.1
1887 1908 UGGAGGCAGCGGUUCAUCGAUC ::: : ::.:.:::::::...AAUCCAAGAGCUGCUGCCUUUGCleavage pacid=37159288 locus=Phvul.008G260900 ID=Phvul.008G260900.1.v2.1 annot-version=v2.1

280 301 UGGAGGCAGCGGUUCAUCGAUC:.:::: :.:.::.:::. :::GGUCGAAGGAUCGUUGCUGCCACleavage pacid=37151386 locus=Phvul.009G041100 ID=Phvul.009G041100.2.v2.1 annot-version=v2.1
352 373 UGGAGGCAGCGGUUCAUCGAUC:.:::: :.:.::.:::. :::GGUCGAAGGAUCGUUGCUGCCACleavage pacid=37151385 locus=Phvul.009G041100 ID=Phvul.009G041100.1.v2.1 annot-version=v2.1
280 301 UGGAGGCAGCGGUUCAUCGAUC:.:::: :.:.::.:::. :::GGUCGAAGGAUCGUUGCUGCCACleavage pacid=37151386 locus=Phvul.009G041100 ID=Phvul.009G041100.2.v2.1 annot-version=v2.1
352 373 UGGAGGCAGCGGUUCAUCGAUC:.:::: :.:.::.:::. :::GGUCGAAGGAUCGUUGCUGCCACleavage pacid=37151385 locus=Phvul.009G041100 ID=Phvul.009G041100.1.v2.1 annot-version=v2.1
678 698 UCGAUAAACCUCUGCAUCCAG  ::::::::: ::::: .: GGGGAUGCAGAUGUUUAGUGCTranslation pacid=37150369 locus=Phvul.009G175100 ID=Phvul.009G175100.3.v2.1 annot-version=v2.1
938 958 UCGAUAAACCUCUGCAUCCAG  ::::::::: ::::: .: GGGGAUGCAGAUGUUUAGUGCTranslation pacid=37150368 locus=Phvul.009G175100 ID=Phvul.009G175100.2.v2.1 annot-version=v2.1

1036 1056 UCGAUAAACCUCUGCAUCCAG  ::::::::: ::::: .: GGGGAUGCAGAUGUUUAGUGCTranslation pacid=37150367 locus=Phvul.009G175100 ID=Phvul.009G175100.1.v2.1 annot-version=v2.1
299 320 UGGAGGCAGCGGUUCAUCGAUC : :::::....:.:::::.. CAACGAUGGGUUGUUGCCUUUUCleavage pacid=37151886 locus=Phvul.009G200500 ID=Phvul.009G200500.3.v2.1 annot-version=v2.1
299 320 UGGAGGCAGCGGUUCAUCGAUC : :::::....:.:::::.. CAACGAUGGGUUGUUGCCUUUUCleavage pacid=37151885 locus=Phvul.009G200500 ID=Phvul.009G200500.2.v2.1 annot-version=v2.1
299 320 UGGAGGCAGCGGUUCAUCGAUC : :::::....:.:::::.. CAACGAUGGGUUGUUGCCUUUUCleavage pacid=37151886 locus=Phvul.009G200500 ID=Phvul.009G200500.3.v2.1 annot-version=v2.1

Page 1424 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

299 320 UGGAGGCAGCGGUUCAUCGAUC : :::::....:.:::::.. CAACGAUGGGUUGUUGCCUUUUCleavage pacid=37151885 locus=Phvul.009G200500 ID=Phvul.009G200500.2.v2.1 annot-version=v2.1
762 783 UGGAGGCAGCGGUUCAUCGAUC  :::: :::: ::::.::: :UUUCGAAGAACAGCUGUCUCAATranslation pacid=37156368 locus=Phvul.011G080200 ID=Phvul.011G080200.1.v2.1 annot-version=v2.1
762 783 UGGAGGCAGCGGUUCAUCGAUC  :::: :::: ::::.::: :UUUCGAAGAACAGCUGUCUCAATranslation pacid=37156368 locus=Phvul.011G080200 ID=Phvul.011G080200.1.v2.1 annot-version=v2.1
296 317 UGGAGGCAGCGGUUCAUCGAUC     :::::::::::::::  ACCGUAUGAACCGCUGCCUCACCleavage pacid=37155925 locus=Phvul.011G174000 ID=Phvul.011G174000.1.v2.1 annot-version=v2.1
296 317 UGGAGGCAGCGGUUCAUCGAUC     :::::::::::::::  ACCGUAUGAACCGCUGCCUCACCleavage pacid=37155925 locus=Phvul.011G174000 ID=Phvul.011G174000.1.v2.1 annot-version=v2.1
642 661 UCGAUAAACCUCUGCAUCCAG :::: :::::::::: ::: GUGGAGGCAGAGGUUU-UCGUCleavage pacid=37171084 locus=Phvul.001G110400 ID=Phvul.001G110400.1.v2.1 annot-version=v2.1
866 887 UGGAGGCAGCGGUUCAUCGAUC::: ::::::. :.::..:.::GAUGGAUGAAUGGUUGUUUUCATranslation pacid=37168270 locus=Phvul.001G123400 ID=Phvul.001G123400.1.v2.1 annot-version=v2.1
866 887 UGGAGGCAGCGGUUCAUCGAUC::: ::::::. :.::..:.::GAUGGAUGAAUGGUUGUUUUCATranslation pacid=37168270 locus=Phvul.001G123400 ID=Phvul.001G123400.1.v2.1 annot-version=v2.1
647 667 UCGAUAAACCUCUGCAUCCAG:: :::: .:::::: :::: CUUGAUGAGGAGGUUGAUCGUCleavage pacid=37170201 locus=Phvul.001G154700 ID=Phvul.001G154700.1.v2.1 annot-version=v2.1

1576 1597 UGGAGGCAGCGGUUCAUCGAUC:: :::::.:..: ::..::: GAGCGAUGGAUUGAUGUUUCCCCleavage pacid=37168659 locus=Phvul.001G179800 ID=Phvul.001G179800.1.v2.1 annot-version=v2.1
1576 1597 UGGAGGCAGCGGUUCAUCGAUC:: :::::.:..: ::..::: GAGCGAUGGAUUGAUGUUUCCCCleavage pacid=37168659 locus=Phvul.001G179800 ID=Phvul.001G179800.1.v2.1 annot-version=v2.1
1635 1655 UCGAUAAACCUCUGCAUCCAG:::::: :  ::::::::.:. CUGGAUUCCCAGGUUUAUUGGCleavage pacid=37168299 locus=Phvul.001G184000 ID=Phvul.001G184000.1.v2.1 annot-version=v2.1

887 908 UGGAGGCAGCGGUUCAUCGAUC:.: :: ::.:.::: :::.::GGUGGAAGAGCUGCUUCCUUCACleavage pacid=37170442 locus=Phvul.001G259000 ID=Phvul.001G259000.1.v2.1 annot-version=v2.1
887 908 UGGAGGCAGCGGUUCAUCGAUC:.: :: ::.:.::: :::.::GGUGGAAGAGCUGCUUCCUUCACleavage pacid=37170442 locus=Phvul.001G259000 ID=Phvul.001G259000.1.v2.1 annot-version=v2.1

1235 1256 UGGAGGCAGCGGUUCAUCGAUC:: ::.::: .::. ::::::.GACCGGUGAUUCGUCGCCUCCGCleavage pacid=37177695 locus=Phvul.002G028100 ID=Phvul.002G028100.1.v2.1 annot-version=v2.1
1235 1256 UGGAGGCAGCGGUUCAUCGAUC:: ::.::: .::. ::::::.GACCGGUGAUUCGUCGCCUCCGCleavage pacid=37177695 locus=Phvul.002G028100 ID=Phvul.002G028100.1.v2.1 annot-version=v2.1
5452 5471 UCGAUAAACCUCUGCAUCCAG.:::::: ::::::::::.  UUGGAUG-AGAGGUUUAUUAUCleavage pacid=37176675 locus=Phvul.002G092900 ID=Phvul.002G092900.2.v2.1 annot-version=v2.1
5464 5483 UCGAUAAACCUCUGCAUCCAG.:::::: ::::::::::.  UUGGAUG-AGAGGUUUAUUAUCleavage pacid=37176674 locus=Phvul.002G092900 ID=Phvul.002G092900.1.v2.1 annot-version=v2.1

384 404 UCGAUAAACCUCUGCAUCCAG.::::: ::::  ::::::: UUGGAUUCAGAUUUUUAUCGUTranslation pacid=37177660 locus=Phvul.002G137100 ID=Phvul.002G137100.1.v2.1 annot-version=v2.1
534 555 UGGAGGCAGCGGUUCAUCGAUC: :.::::.::.:.: .::.:.GUUUGAUGGACUGUUUUCUUCGCleavage pacid=37178177 locus=Phvul.002G137200 ID=Phvul.002G137200.1.v2.1 annot-version=v2.1
534 555 UGGAGGCAGCGGUUCAUCGAUC: :.::::.::.:.: .::.:.GUUUGAUGGACUGUUUUCUUCGCleavage pacid=37178177 locus=Phvul.002G137200 ID=Phvul.002G137200.1.v2.1 annot-version=v2.1

1036 1056 UCGAUAAACCUCUGCAUCCAG  ::::: :::: ::::::  AAGGAUGAAGAGCUUUAUCAGCleavage pacid=37178466 locus=Phvul.002G139900 ID=Phvul.002G139900.2.v2.1 annot-version=v2.1
1036 1056 UCGAUAAACCUCUGCAUCCAG  ::::: :::: ::::::  AAGGAUGAAGAGCUUUAUCAGCleavage pacid=37178465 locus=Phvul.002G139900 ID=Phvul.002G139900.1.v2.1 annot-version=v2.1

653 673 UCGAUAAACCUCUGCAUCCAG   :::::::::::::: :  UGAGAUGCAGAGGUUUACCUUCleavage pacid=37175593 locus=Phvul.002G156300 ID=Phvul.002G156300.1.v2.1 annot-version=v2.1
710 731 UGGAGGCAGCGGUUCAUCGAUC        ::::::::::::::UUCCCCGAAACCGCUGCCUCCACleavage pacid=37146616 locus=Phvul.003G032500 ID=Phvul.003G032500.1.v2.1 annot-version=v2.1
710 731 UGGAGGCAGCGGUUCAUCGAUC        ::::::::::::::UUCCCCGAAACCGCUGCCUCCACleavage pacid=37146616 locus=Phvul.003G032500 ID=Phvul.003G032500.1.v2.1 annot-version=v2.1

1199 1220 UGGAGGCAGCGGUUCAUCGAUC:::.:  ::::::.: .:::::GAUUGCGGAACCGUUUUCUCCACleavage pacid=37145501 locus=Phvul.003G252400 ID=Phvul.003G252400.1.v2.1 annot-version=v2.1
1199 1220 UGGAGGCAGCGGUUCAUCGAUC:::.:  ::::::.: .:::::GAUUGCGGAACCGUUUUCUCCACleavage pacid=37145501 locus=Phvul.003G252400 ID=Phvul.003G252400.1.v2.1 annot-version=v2.1
1175 1195 UCGAUAAACCUCUGCAUCCAG : :::::.:::: ::. ::: AUAGAUGCGGAGGGUUGGCGACleavage pacid=37144586 locus=Phvul.003G265700 ID=Phvul.003G265700.1.v2.1 annot-version=v2.1
1659 1680 UGGAGGCAGCGGUUCAUCGAUC:.:: ::: :.: :::::::: GGUCUAUGCAUCUCUGCCUCCUTranslation pacid=37146168 locus=Phvul.003G291600 ID=Phvul.003G291600.1.v2.1 annot-version=v2.1
1953 1974 UGGAGGCAGCGGUUCAUCGAUC:.:: ::: :.: :::::::: GGUCUAUGCAUCUCUGCCUCCUTranslation pacid=37146169 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1
1659 1680 UGGAGGCAGCGGUUCAUCGAUC:.:: ::: :.: :::::::: GGUCUAUGCAUCUCUGCCUCCUTranslation pacid=37146168 locus=Phvul.003G291600 ID=Phvul.003G291600.1.v2.1 annot-version=v2.1
1953 1974 UGGAGGCAGCGGUUCAUCGAUC:.:: ::: :.: :::::::: GGUCUAUGCAUCUCUGCCUCCUTranslation pacid=37146169 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1

524 544 UCGAUAAACCUCUGCAUCCAG:: :: ::::::::: :: :: CUUGAGGCAGAGGUUGAUGGACleavage pacid=37163557 locus=Phvul.004G176100 ID=Phvul.004G176100.1.v2.1 annot-version=v2.1
503 523 UCGAUAAACCUCUGCAUCCAG     ::.::::::::::: : CUUUCUGUAGAGGUUUAUCCACleavage pacid=37154097 locus=Phvul.005G001500 ID=Phvul.005G001500.2.v2.1 annot-version=v2.1
503 523 UCGAUAAACCUCUGCAUCCAG     ::.::::::::::: : CUUUCUGUAGAGGUUUAUCCACleavage pacid=37154096 locus=Phvul.005G001500 ID=Phvul.005G001500.1.v2.1 annot-version=v2.1
853 875 UGGAGGCAGCGGU-UCAUCGAUC: :.::::: ::.:::::.:.::GCUUGAUGACACUGCUGCUUUCACleavage pacid=37153149 locus=Phvul.005G043500 ID=Phvul.005G043500.1.v2.1 annot-version=v2.1
853 875 UGGAGGCAGCGGU-UCAUCGAUC: :.::::: ::.:::::.:.::GCUUGAUGACACUGCUGCUUUCACleavage pacid=37153149 locus=Phvul.005G043500 ID=Phvul.005G043500.1.v2.1 annot-version=v2.1
101 121 UCGAUAAACCUCUGCAUCCAG:::::::.::. :::::::  CUGGAUGUAGGAGUUUAUCAUTranslation pacid=37153683 locus=Phvul.005G093400 ID=Phvul.005G093400.1.v2.1 annot-version=v2.1
713 733 UCGAUAAACCUCUGCAUCCAG   :::::::::::::: :  UGAGAUGCAGAGGUUUACCUUCleavage pacid=37153235 locus=Phvul.005G131700 ID=Phvul.005G131700.1.v2.1 annot-version=v2.1

1276 1296 UCGAUAAACCUCUGCAUCCAG :::::::: :: :::.:.: AUGGAUGCAAAGCUUUGUUGCCleavage pacid=37154407 locus=Phvul.005G183800 ID=Phvul.005G183800.1.v2.1 annot-version=v2.1
1279 1299 UCGAUAAACCUCUGCAUCCAG :::::::: :: :::.:.: AUGGAUGCAAAGCUUUGUUGCCleavage pacid=37154406 locus=Phvul.005G183800 ID=Phvul.005G183800.2.v2.1 annot-version=v2.1
1297 1317 UCGAUAAACCUCUGCAUCCAG    :::::::::::: :: : ACCUAUGCAGAGGUUUCUCAACleavage pacid=37171403 locus=Phvul.006G098700 ID=Phvul.006G098700.1.v2.1 annot-version=v2.1
1228 1249 UGGAGGCAGCGGUUCAUCGAUC ::::::: ... .::::::.:CAUCGAUGUGUUCUUGCCUCUATranslation pacid=37172197 locus=Phvul.006G131400 ID=Phvul.006G131400.1.v2.1 annot-version=v2.1
1228 1249 UGGAGGCAGCGGUUCAUCGAUC ::::::: ... .::::::.:CAUCGAUGUGUUCUUGCCUCUATranslation pacid=37172197 locus=Phvul.006G131400 ID=Phvul.006G131400.1.v2.1 annot-version=v2.1

726 748 UGGAGGCAGCGGU-UCAUCGAUC  :.:.::: .:.::::::::::ACUUGGUGAUGCUGCUGCCUCCACleavage pacid=37173062 locus=Phvul.006G208400 ID=Phvul.006G208400.1.v2.1 annot-version=v2.1
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726 748 UGGAGGCAGCGGU-UCAUCGAUC  :.:.::: .:.::::::::::ACUUGGUGAUGCUGCUGCCUCCACleavage pacid=37173062 locus=Phvul.006G208400 ID=Phvul.006G208400.1.v2.1 annot-version=v2.1
502 523 UGGAGGCAGCGGUUCAUCGAUC ::::.::.::::: ::: :: AAUCGGUGGACCGCCGCCGCCCCleavage pacid=37165774 locus=Phvul.007G043900 ID=Phvul.007G043900.2.v2.1 annot-version=v2.1
502 523 UGGAGGCAGCGGUUCAUCGAUC ::::.::.::::: ::: :: AAUCGGUGGACCGCCGCCGCCCCleavage pacid=37165775 locus=Phvul.007G043900 ID=Phvul.007G043900.1.v2.1 annot-version=v2.1
502 523 UGGAGGCAGCGGUUCAUCGAUC ::::.::.::::: ::: :: AAUCGGUGGACCGCCGCCGCCCCleavage pacid=37165774 locus=Phvul.007G043900 ID=Phvul.007G043900.2.v2.1 annot-version=v2.1
502 523 UGGAGGCAGCGGUUCAUCGAUC ::::.::.::::: ::: :: AAUCGGUGGACCGCCGCCGCCCCleavage pacid=37165775 locus=Phvul.007G043900 ID=Phvul.007G043900.1.v2.1 annot-version=v2.1
226 246 UCGAUAAACCUCUGCAUCCAG.::::::..:::: :::::  UUGGAUGUGGAGGAUUAUCUGCleavage pacid=37166204 locus=Phvul.007G062100 ID=Phvul.007G062100.1.v2.1 annot-version=v2.1

38 58 UCGAUAAACCUCUGCAUCCAG :: :::.::: :::: :.:: AUGAAUGUAGAAGUUUCUUGATranslation pacid=37167531 locus=Phvul.007G067800 ID=Phvul.007G067800.1.v2.1 annot-version=v2.1
37 58 UGGAGGCAGCGGUUCAUCGAUC:.:.:. ::::. .:::::.::GGUUGGAGAACUCUUGCCUUCATranslation pacid=37167319 locus=Phvul.007G080900 ID=Phvul.007G080900.2.v2.1 annot-version=v2.1
37 58 UGGAGGCAGCGGUUCAUCGAUC:.:.:. ::::. .:::::.::GGUUGGAGAACUCUUGCCUUCATranslation pacid=37167318 locus=Phvul.007G080900 ID=Phvul.007G080900.1.v2.1 annot-version=v2.1
37 58 UGGAGGCAGCGGUUCAUCGAUC:.:.:. ::::. .:::::.::GGUUGGAGAACUCUUGCCUUCATranslation pacid=37167319 locus=Phvul.007G080900 ID=Phvul.007G080900.2.v2.1 annot-version=v2.1
37 58 UGGAGGCAGCGGUUCAUCGAUC:.:.:. ::::. .:::::.::GGUUGGAGAACUCUUGCCUUCATranslation pacid=37167318 locus=Phvul.007G080900 ID=Phvul.007G080900.1.v2.1 annot-version=v2.1

483 505 UGGAGG-CAGCGGUUCAUCGAUC  ::: ::.::::::: :::.::CUUCGUUGGACCGCUGACCUUCACleavage pacid=37166422 locus=Phvul.007G139300 ID=Phvul.007G139300.1.v2.1 annot-version=v2.1
483 505 UGGAGG-CAGCGGUUCAUCGAUC  ::: ::.::::::: :::.::CUUCGUUGGACCGCUGACCUUCACleavage pacid=37166422 locus=Phvul.007G139300 ID=Phvul.007G139300.1.v2.1 annot-version=v2.1

1346 1366 UCGAUAAACCUCUGCAUCCAG  :::::.:::: :::::.  GAGGAUGUAGAGUUUUAUUUCCleavage pacid=37167409 locus=Phvul.007G173400 ID=Phvul.007G173400.1.v2.1 annot-version=v2.1
1498 1518 UCGAUAAACCUCUGCAUCCAG    :::::::: ::::: :: UUACAUGCAGAGUUUUAUGGACleavage pacid=37164403 locus=Phvul.007G246700 ID=Phvul.007G246700.1.v2.1 annot-version=v2.1

199 220 UGGAGGCAGCGGUUCAUCGAUC:::::. :.. ::.:::::::.GAUCGGAGGGGCGUUGCCUCCGCleavage pacid=37165435 locus=Phvul.007G274200 ID=Phvul.007G274200.1.v2.1 annot-version=v2.1
199 220 UGGAGGCAGCGGUUCAUCGAUC:::::. :.. ::.:::::::.GAUCGGAGGGGCGUUGCCUCCGCleavage pacid=37165435 locus=Phvul.007G274200 ID=Phvul.007G274200.1.v2.1 annot-version=v2.1

2208 2228 UCGAUAAACCUCUGCAUCCAG::::: :..:::::: .:.:. CUGGAAGUGGAGGUUGGUUGGCleavage pacid=37159302 locus=Phvul.008G019000 ID=Phvul.008G019000.1.v2.1 annot-version=v2.1
1369 1390 UGGAGGCAGCGGUUCAUCGAUC ::.::: .:..:.::..::.:CAUUGAUAGAUUGUUGUUUCUACleavage pacid=37160544 locus=Phvul.008G055500 ID=Phvul.008G055500.1.v2.1 annot-version=v2.1
1369 1390 UGGAGGCAGCGGUUCAUCGAUC ::.::: .:..:.::..::.:CAUUGAUAGAUUGUUGUUUCUACleavage pacid=37160544 locus=Phvul.008G055500 ID=Phvul.008G055500.1.v2.1 annot-version=v2.1
2716 2736 UCGAUAAACCUCUGCAUCCAG     :: .:::::::.:::: AUUCUUGGGGAGGUUUGUCGACleavage pacid=37158083 locus=Phvul.008G077000 ID=Phvul.008G077000.1.v2.1 annot-version=v2.1

309 330 UGGAGGCAGCGGUUCAUCGAUC:.::::: ...::.:::: ::.GGUCGAUUGGUCGUUGCCGCCGCleavage pacid=37160643 locus=Phvul.008G114700 ID=Phvul.008G114700.1.v2.1 annot-version=v2.1
309 330 UGGAGGCAGCGGUUCAUCGAUC:.::::: ...::.:::: ::.GGUCGAUUGGUCGUUGCCGCCGCleavage pacid=37160643 locus=Phvul.008G114700 ID=Phvul.008G114700.1.v2.1 annot-version=v2.1

1568 1588 UCGAUAAACCUCUGCAUCCAG.:: ::::::::: ::. .:: UUGUAUGCAGAGGCUUGGUGACleavage pacid=37157723 locus=Phvul.008G211500 ID=Phvul.008G211500.4.v2.1 annot-version=v2.1
1568 1588 UCGAUAAACCUCUGCAUCCAG.:: ::::::::: ::. .:: UUGUAUGCAGAGGCUUGGUGACleavage pacid=37157722 locus=Phvul.008G211500 ID=Phvul.008G211500.3.v2.1 annot-version=v2.1
1607 1627 UCGAUAAACCUCUGCAUCCAG.:: ::::::::: ::. .:: UUGUAUGCAGAGGCUUGGUGACleavage pacid=37157721 locus=Phvul.008G211500 ID=Phvul.008G211500.1.v2.1 annot-version=v2.1
1610 1630 UCGAUAAACCUCUGCAUCCAG.:: ::::::::: ::. .:: UUGUAUGCAGAGGCUUGGUGACleavage pacid=37157720 locus=Phvul.008G211500 ID=Phvul.008G211500.2.v2.1 annot-version=v2.1

702 724 UGGAGGCAGCGGUUC-AUCGAUC:.:.::: :.:..:.:::::.::GGUUGAUAGGAUUGUUGCCUUCACleavage pacid=37159929 locus=Phvul.008G250000 ID=Phvul.008G250000.1.v2.1 annot-version=v2.1
702 724 UGGAGGCAGCGGUUC-AUCGAUC:.:.::: :.:..:.:::::.::GGUUGAUAGGAUUGUUGCCUUCACleavage pacid=37159929 locus=Phvul.008G250000 ID=Phvul.008G250000.1.v2.1 annot-version=v2.1

1138 1159 UGGAGGCAGCGGUUCAUCGAUC   .::::.:::: ::::::  CCCUGAUGGACCGAUGCCUCAUCleavage pacid=37149910 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1
1251 1272 UGGAGGCAGCGGUUCAUCGAUC   .::::.:::: ::::::  CCCUGAUGGACCGAUGCCUCAUCleavage pacid=37149909 locus=Phvul.009G086300 ID=Phvul.009G086300.1.v2.1 annot-version=v2.1
1138 1159 UGGAGGCAGCGGUUCAUCGAUC   .::::.:::: ::::::  CCCUGAUGGACCGAUGCCUCAUCleavage pacid=37149910 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1
1251 1272 UGGAGGCAGCGGUUCAUCGAUC   .::::.:::: ::::::  CCCUGAUGGACCGAUGCCUCAUCleavage pacid=37149909 locus=Phvul.009G086300 ID=Phvul.009G086300.1.v2.1 annot-version=v2.1

363 383 UCGAUAAACCUCUGCAUCCAG : :::::: .::::: :::. AUUGAUGCAAGGGUUUCUCGGCleavage pacid=37149528 locus=Phvul.009G149800 ID=Phvul.009G149800.1.v2.1 annot-version=v2.1
99 120 UGGAGGCAGCGGUUCAUCGAUC:.:.::::....:.: .:::::GGUUGAUGGGUUGUUCUCUCCACleavage pacid=37150532 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1
99 120 UGGAGGCAGCGGUUCAUCGAUC:.:.::::....:.: .:::::GGUUGAUGGGUUGUUCUCUCCACleavage pacid=37150529 locus=Phvul.009G154300 ID=Phvul.009G154300.5.v2.1 annot-version=v2.1

155 176 UGGAGGCAGCGGUUCAUCGAUC:.:.::::....:.: .:::::GGUUGAUGGGUUGUUCUCUCCACleavage pacid=37150531 locus=Phvul.009G154300 ID=Phvul.009G154300.3.v2.1 annot-version=v2.1
99 120 UGGAGGCAGCGGUUCAUCGAUC:.:.::::....:.: .:::::GGUUGAUGGGUUGUUCUCUCCACleavage pacid=37150530 locus=Phvul.009G154300 ID=Phvul.009G154300.4.v2.1 annot-version=v2.1

155 176 UGGAGGCAGCGGUUCAUCGAUC:.:.::::....:.: .:::::GGUUGAUGGGUUGUUCUCUCCACleavage pacid=37150528 locus=Phvul.009G154300 ID=Phvul.009G154300.1.v2.1 annot-version=v2.1
99 120 UGGAGGCAGCGGUUCAUCGAUC:.:.::::....:.: .:::::GGUUGAUGGGUUGUUCUCUCCACleavage pacid=37150532 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1
99 120 UGGAGGCAGCGGUUCAUCGAUC:.:.::::....:.: .:::::GGUUGAUGGGUUGUUCUCUCCACleavage pacid=37150529 locus=Phvul.009G154300 ID=Phvul.009G154300.5.v2.1 annot-version=v2.1

155 176 UGGAGGCAGCGGUUCAUCGAUC:.:.::::....:.: .:::::GGUUGAUGGGUUGUUCUCUCCACleavage pacid=37150531 locus=Phvul.009G154300 ID=Phvul.009G154300.3.v2.1 annot-version=v2.1
99 120 UGGAGGCAGCGGUUCAUCGAUC:.:.::::....:.: .:::::GGUUGAUGGGUUGUUCUCUCCACleavage pacid=37150530 locus=Phvul.009G154300 ID=Phvul.009G154300.4.v2.1 annot-version=v2.1

155 176 UGGAGGCAGCGGUUCAUCGAUC:.:.::::....:.: .:::::GGUUGAUGGGUUGUUCUCUCCACleavage pacid=37150528 locus=Phvul.009G154300 ID=Phvul.009G154300.1.v2.1 annot-version=v2.1
199 219 UCGAUAAACCUCUGCAUCCAG  : ::::::::::::::   GGGUAUGCAGAGGUUUAUAAGCleavage pacid=37152122 locus=Phvul.009G240100 ID=Phvul.009G240100.1.v2.1 annot-version=v2.1
372 393 UGGAGGCAGCGGUUCAUCGAUC:.:.  :::::::. :::::.:GGUUCUUGAACCGUCGCCUCUACleavage pacid=37156295 locus=Phvul.011G017800 ID=Phvul.011G017800.1.v2.1 annot-version=v2.1
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372 393 UGGAGGCAGCGGUUCAUCGAUC:.:.  :::::::. :::::.:GGUUCUUGAACCGUCGCCUCUACleavage pacid=37156295 locus=Phvul.011G017800 ID=Phvul.011G017800.1.v2.1 annot-version=v2.1
1076 1096 UCGAUAAACCUCUGCAUCCAG.: ::: :.::::::::::  UUUGAUCCGGAGGUUUAUCUCCleavage pacid=37155821 locus=Phvul.011G100200 ID=Phvul.011G100200.2.v2.1 annot-version=v2.1
1076 1096 UCGAUAAACCUCUGCAUCCAG.: ::: :.::::::::::  UUUGAUCCGGAGGUUUAUCUCCleavage pacid=37155820 locus=Phvul.011G100200 ID=Phvul.011G100200.1.v2.1 annot-version=v2.1

110 130 UCGAUAAACCUCUGCAUCCAG   :::::::::::::: :  UGAGAUGCAGAGGUUUACCUUCleavage pacid=37154697 locus=Phvul.011G108300 ID=Phvul.011G108300.1.v2.1 annot-version=v2.1
1572 1593 UGGAGGCAGCGGUUCAUCGAUC .:.:.::: :.:.:: :::::AGUUGGUGAUCUGUUGACUCCACleavage pacid=37155383 locus=Phvul.011G129700 ID=Phvul.011G129700.1.v2.1 annot-version=v2.1
1572 1593 UGGAGGCAGCGGUUCAUCGAUC .:.:.::: :.:.:: :::::AGUUGGUGAUCUGUUGACUCCACleavage pacid=37155383 locus=Phvul.011G129700 ID=Phvul.011G129700.1.v2.1 annot-version=v2.1
2490 2510 UCGAUAAACCUCUGCAUCCAG   :::::.:::::::.:.  GACGAUGCGGAGGUUUGUUCUCleavage pacid=37155140 locus=Phvul.011G140050 ID=Phvul.011G140050.2.v2.1 annot-version=v2.1
2586 2606 UCGAUAAACCUCUGCAUCCAG   :::::.:::::::.:.  GACGAUGCGGAGGUUUGUUCUCleavage pacid=37155139 locus=Phvul.011G140050 ID=Phvul.011G140050.1.v2.1 annot-version=v2.1
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Do not distribute

Multiplicity Target_Acc. ID locusName Pfam Panther
1 Phvul.002G040800.1 Phvul.002G040800 Phvul.002G040800PF00675,PF05193PTHR11851,PTHR11851:SF152
1 Phvul.002G112900.2 Phvul.002G112900 Phvul.002G112900PF01529 PTHR22883,PTHR22883:SF33
1 Phvul.002G112900.1 Phvul.002G112900 Phvul.002G112900PF01529 PTHR22883,PTHR22883:SF33
1 Phvul.002G112900.2 Phvul.002G112900 Phvul.002G112900PF01529 PTHR22883,PTHR22883:SF33
1 Phvul.002G112900.1 Phvul.002G112900 Phvul.002G112900PF01529 PTHR22883,PTHR22883:SF33
1 Phvul.001G016450.1 Phvul.001G016450 Phvul.001G016450PF13656 PTHR13946,PTHR13946:SF28
1 Phvul.001G016450.1 Phvul.001G016450 Phvul.001G016450PF13656 PTHR13946,PTHR13946:SF28
1 Phvul.002G255100.1 Phvul.002G255100 Phvul.002G255100PF00083 PTHR23505,PTHR23505:SF14
1 Phvul.002G255100.1 Phvul.002G255100 Phvul.002G255100PF00083 PTHR23505,PTHR23505:SF14
1 Phvul.002G332500.1 Phvul.002G332500 Phvul.002G332500 0 PTHR10593,PTHR10593:SF43
1 Phvul.005G022900.2 Phvul.005G022900 Phvul.005G022900PF02775,PF13378,PF16582,PF02776PTHR18968,PTHR18968:SF114
1 Phvul.005G022900.2 Phvul.005G022900 Phvul.005G022900PF02775,PF13378,PF16582,PF02776PTHR18968,PTHR18968:SF114
1 Phvul.005G165300.1 Phvul.005G165300 Phvul.005G165300PF00235 PTHR11604,PTHR11604:SF7
1 Phvul.005G165300.1 Phvul.005G165300 Phvul.005G165300PF00235 PTHR11604,PTHR11604:SF7
1 Phvul.006G176000.1 Phvul.006G176000 Phvul.006G176000PF13837 PTHR31307,PTHR31307:SF16
1 Phvul.007G172400.1 Phvul.007G172400 Phvul.007G172400PF01765 PTHR20982,PTHR20982:SF8
1 Phvul.009G109200.2 Phvul.009G109200 Phvul.009G109200PF03055 PTHR10543,PTHR10543:SF30
1 Phvul.009G109200.3 Phvul.009G109200 Phvul.009G109200PF03055 PTHR10543,PTHR10543:SF30
1 Phvul.009G109200.1 Phvul.009G109200 Phvul.009G109200PF03055 PTHR10543,PTHR10543:SF30
1 Phvul.009G109200.2 Phvul.009G109200 Phvul.009G109200PF03055 PTHR10543,PTHR10543:SF30
1 Phvul.009G109200.3 Phvul.009G109200 Phvul.009G109200PF03055 PTHR10543,PTHR10543:SF30
1 Phvul.009G109200.1 Phvul.009G109200 Phvul.009G109200PF03055 PTHR10543,PTHR10543:SF30
1 Phvul.009G260000.1 Phvul.009G260000 Phvul.009G260000PF04851,PF14709,PF00271,PF03368,PF02170,PF00636PTHR14950,PTHR14950:SF3
1 Phvul.003G050000.1 Phvul.003G050000 Phvul.003G050000PF08241 PTHR12176,PTHR12176:SF18
1 Phvul.003G050000.1 Phvul.003G050000 Phvul.003G050000PF08241 PTHR12176,PTHR12176:SF18
1 Phvul.004G050550.1 Phvul.004G050550 Phvul.004G050550PF13650 PTHR34482,PTHR34482:SF1
1 Phvul.004G050550.1 Phvul.004G050550 Phvul.004G050550PF13650 PTHR34482,PTHR34482:SF1
1 Phvul.005G136500.1 Phvul.005G136500 Phvul.005G136500PF05739 PTHR19957,PTHR19957:SF129
1 Phvul.006G105000.1 Phvul.006G105000 Phvul.006G105000PF13857,PF11904PTHR12447,PTHR12447:SF8
1 Phvul.006G105000.1 Phvul.006G105000 Phvul.006G105000PF13857,PF11904PTHR12447,PTHR12447:SF8
1 Phvul.007G006700.1 Phvul.007G006700 Phvul.007G006700PF01040 PTHR11048,PTHR11048:SF3
1 Phvul.007G006700.1 Phvul.007G006700 Phvul.007G006700PF01040 PTHR11048,PTHR11048:SF3
1 Phvul.007G216500.4 Phvul.007G216500 Phvul.007G216500PF07786 PTHR31061,PTHR31061:SF7
1 Phvul.007G216500.3 Phvul.007G216500 Phvul.007G216500PF07786 PTHR31061,PTHR31061:SF7
1 Phvul.007G216500.1 Phvul.007G216500 Phvul.007G216500PF07786 PTHR31061,PTHR31061:SF7
1 Phvul.007G216500.4 Phvul.007G216500 Phvul.007G216500PF07786 PTHR31061,PTHR31061:SF7
1 Phvul.007G216500.3 Phvul.007G216500 Phvul.007G216500PF07786 PTHR31061,PTHR31061:SF7
1 Phvul.007G216500.1 Phvul.007G216500 Phvul.007G216500PF07786 PTHR31061,PTHR31061:SF7
1 Phvul.008G055300.1 Phvul.008G055300 Phvul.008G055300PF00571 PTHR13780,PTHR13780:SF46
1 Phvul.008G173900.2 Phvul.008G173900 Phvul.008G173900PF13855 PTHR24365,PTHR24365:SF368
1 Phvul.008G173900.1 Phvul.008G173900 Phvul.008G173900PF13855 PTHR24365,PTHR24365:SF368
1 Phvul.008G173900.2 Phvul.008G173900 Phvul.008G173900PF13855 PTHR24365,PTHR24365:SF368
1 Phvul.008G173900.1 Phvul.008G173900 Phvul.008G173900PF13855 PTHR24365,PTHR24365:SF368
1 Phvul.011G132801.1 Phvul.011G132801 Phvul.011G132801 0 0
1 Phvul.011G132801.1 Phvul.011G132801 Phvul.011G132801 0 0
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Do not distribute

1 Phvul.011G157600.3 Phvul.011G157600 Phvul.011G157600 0 PTHR24067,PTHR24067:SF100
1 Phvul.011G157600.4 Phvul.011G157600 Phvul.011G157600 0 PTHR24067,PTHR24067:SF100
1 Phvul.011G157600.2 Phvul.011G157600 Phvul.011G157600 0 PTHR24067,PTHR24067:SF100
1 Phvul.011G157600.3 Phvul.011G157600 Phvul.011G157600 0 PTHR24067,PTHR24067:SF100
1 Phvul.011G157600.4 Phvul.011G157600 Phvul.011G157600 0 PTHR24067,PTHR24067:SF100
1 Phvul.011G157600.2 Phvul.011G157600 Phvul.011G157600 0 PTHR24067,PTHR24067:SF100
1 Phvul.001G026200.1 Phvul.001G026200 Phvul.001G026200PF00887 PTHR23310,PTHR23310:SF14
1 Phvul.001G026200.1 Phvul.001G026200 Phvul.001G026200PF00887 PTHR23310,PTHR23310:SF14
1 Phvul.001G141300.1 Phvul.001G141300 Phvul.001G141300PF00076 PTHR24012,PTHR24012:SF490
1 Phvul.001G141300.1 Phvul.001G141300 Phvul.001G141300PF00076 PTHR24012,PTHR24012:SF490
1 Phvul.001G256400.1 Phvul.001G256400 Phvul.001G256400 0 PTHR10314,PTHR10314:SF70
1 Phvul.001G256400.1 Phvul.001G256400 Phvul.001G256400 0 PTHR10314,PTHR10314:SF70
1 Phvul.001G256600.1 Phvul.001G256600 Phvul.001G256600PF15413,PF01237PTHR10972,PTHR10972:SF67
1 Phvul.001G256600.1 Phvul.001G256600 Phvul.001G256600PF15413,PF01237PTHR10972,PTHR10972:SF67
1 Phvul.002G003600.1 Phvul.002G003600 Phvul.002G003600PF02880,PF00408,PF02878PTHR22573,PTHR22573:SF15
1 Phvul.002G003600.1 Phvul.002G003600 Phvul.002G003600PF02880,PF00408,PF02878PTHR22573,PTHR22573:SF15
1 Phvul.002G075900.1 Phvul.002G075900 Phvul.002G075900 0 0
1 Phvul.002G075900.1 Phvul.002G075900 Phvul.002G075900 0 0
1 Phvul.002G102800.2 Phvul.002G102800 Phvul.002G102800PF00232 PTHR10353,PTHR10353:SF26
1 Phvul.002G102800.2 Phvul.002G102800 Phvul.002G102800PF00232 PTHR10353,PTHR10353:SF26
1 Phvul.002G146600.2 Phvul.002G146600 Phvul.002G146600PF04564 PTHR27003
1 Phvul.002G146600.1 Phvul.002G146600 Phvul.002G146600PF04564 PTHR27003
1 Phvul.002G146600.2 Phvul.002G146600 Phvul.002G146600PF04564 PTHR27003
1 Phvul.002G146600.1 Phvul.002G146600 Phvul.002G146600PF04564 PTHR27003
1 Phvul.002G158200.1 Phvul.002G158200 Phvul.002G158200 0 PTHR31798,PTHR31798:SF2
1 Phvul.002G158200.1 Phvul.002G158200 Phvul.002G158200 0 PTHR31798,PTHR31798:SF2
1 Phvul.003G013200.2 Phvul.003G013200 Phvul.003G013200PF03171 PTHR10209,PTHR10209:SF168
1 Phvul.003G156333.1 Phvul.003G156333 Phvul.003G156333PF01287 PTHR11673,PTHR11673:SF8
1 Phvul.003G156333.1 Phvul.003G156333 Phvul.003G156333PF01287 PTHR11673,PTHR11673:SF8
1 Phvul.003G179800.1 Phvul.003G179800 Phvul.003G179800 0 0
1 Phvul.003G179800.1 Phvul.003G179800 Phvul.003G179800 0 0
1 Phvul.003G179800.1 Phvul.003G179800 Phvul.003G179800 0 0
1 Phvul.003G261400.2 Phvul.003G261400 Phvul.003G261400PF10018 PTHR13208,PTHR13208:SF2
1 Phvul.003G261400.1 Phvul.003G261400 Phvul.003G261400PF10018 PTHR13208,PTHR13208:SF2
1 Phvul.003G261400.2 Phvul.003G261400 Phvul.003G261400PF10018 PTHR13208,PTHR13208:SF2
1 Phvul.003G261400.1 Phvul.003G261400 Phvul.003G261400PF10018 PTHR13208,PTHR13208:SF2
2 Phvul.003G291600.1 Phvul.003G291600 Phvul.003G291600PF01039 PTHR22855,PTHR22855:SF13
2 Phvul.003G291600.2 Phvul.003G291600 Phvul.003G291600PF01039 PTHR22855,PTHR22855:SF13
2 Phvul.003G291600.1 Phvul.003G291600 Phvul.003G291600PF01039 PTHR22855,PTHR22855:SF13
2 Phvul.003G291600.2 Phvul.003G291600 Phvul.003G291600PF01039 PTHR22855,PTHR22855:SF13
1 Phvul.004G068900.2 Phvul.004G068900 Phvul.004G068900PF00847 PTHR31677,PTHR31677:SF5
1 Phvul.004G068900.2 Phvul.004G068900 Phvul.004G068900PF00847 PTHR31677,PTHR31677:SF5
1 Phvul.005G069600.1 Phvul.005G069600 Phvul.005G069600PF13771,PF00004PTHR23069,PTHR23069:SF3
1 Phvul.007G157700.1 Phvul.007G157700 Phvul.007G157700PF13041 PTHR24015,PTHR24015:SF406
1 Phvul.007G249600.1 Phvul.007G249600 Phvul.007G249600PF08799,PF00400PTHR19846
1 Phvul.008G111200.1 Phvul.008G111200 Phvul.008G111200PF01612 PTHR13620
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Do not distribute

1 Phvul.008G111200.1 Phvul.008G111200 Phvul.008G111200PF01612 PTHR13620
1 Phvul.008G230800.1 Phvul.008G230800 Phvul.008G230800PF01535,PF13041PTHR24015
1 Phvul.009G080800.1 Phvul.009G080800 Phvul.009G080800PF02042 PTHR32002
1 Phvul.009G080800.1 Phvul.009G080800 Phvul.009G080800PF02042 PTHR32002
1 Phvul.009G119700.1 Phvul.009G119700 Phvul.009G119700PF00632 PTHR11254,PTHR11254:SF73
1 Phvul.009G119700.1 Phvul.009G119700 Phvul.009G119700PF00632 PTHR11254,PTHR11254:SF73
1 Phvul.010G119500.1 Phvul.010G119500 Phvul.010G119500PF00076 PTHR24012
1 Phvul.011G008600.1 Phvul.011G008600 Phvul.011G008600 0 0
1 Phvul.011G008600.1 Phvul.011G008600 Phvul.011G008600 0 0
1 Phvul.011G140900.1 Phvul.011G140900 Phvul.011G140900PF12490 PTHR13268,PTHR13268:SF1
1 Phvul.011G140900.1 Phvul.011G140900 Phvul.011G140900PF12490 PTHR13268,PTHR13268:SF1
1 Phvul.011G169222.1 Phvul.011G169222 Phvul.011G169222PF13639 PTHR14155,PTHR14155:SF102
1 Phvul.011G215900.1 Phvul.011G215900 Phvul.011G215900PF01926,PF00169,PF02212,PF01031PTHR11566,PTHR11566:SF69
1 Phvul.011G215900.1 Phvul.011G215900 Phvul.011G215900PF01926,PF00169,PF02212,PF01031PTHR11566,PTHR11566:SF69
1 Phvul.001G096200.1 Phvul.001G096200 Phvul.001G096200PF12796 PTHR24158,PTHR24158:SF23
1 Phvul.001G104700.2 Phvul.001G104700 Phvul.001G104700PF13906,PF13520PTHR11785,PTHR11785:SF411
1 Phvul.001G104700.1 Phvul.001G104700 Phvul.001G104700PF13906,PF13520PTHR11785,PTHR11785:SF411
1 Phvul.001G104700.2 Phvul.001G104700 Phvul.001G104700PF13906,PF13520PTHR11785,PTHR11785:SF411
1 Phvul.001G104700.1 Phvul.001G104700 Phvul.001G104700PF13906,PF13520PTHR11785,PTHR11785:SF411
1 Phvul.001G211000.1 Phvul.001G211000 Phvul.001G211000PF13632 PTHR13301,PTHR13301:SF58
1 Phvul.001G211000.1 Phvul.001G211000 Phvul.001G211000PF13632 PTHR13301,PTHR13301:SF58
1 Phvul.002G147900.2 Phvul.002G147900 Phvul.002G147900PF01663 PTHR23072,PTHR23072:SF0
1 Phvul.002G147900.1 Phvul.002G147900 Phvul.002G147900PF01663 PTHR23072,PTHR23072:SF0
1 Phvul.002G147900.2 Phvul.002G147900 Phvul.002G147900PF01663 PTHR23072,PTHR23072:SF0
1 Phvul.002G147900.1 Phvul.002G147900 Phvul.002G147900PF01663 PTHR23072,PTHR23072:SF0
1 Phvul.002G182700.2 Phvul.002G182700 Phvul.002G182700PF02746,PF13378PTHR13794,PTHR13794:SF13
1 Phvul.002G182700.1 Phvul.002G182700 Phvul.002G182700PF02746,PF13378PTHR13794,PTHR13794:SF13
1 Phvul.002G202300.1 Phvul.002G202300 Phvul.002G202300PF07800 PTHR31197,PTHR31197:SF12
1 Phvul.002G238000.1 Phvul.002G238000 Phvul.002G238000 0 PTHR34669,PTHR34669:SF2
1 Phvul.002G267100.1 Phvul.002G267100 Phvul.002G267100 0 PTHR33828,PTHR33828:SF1
1 Phvul.002G267100.1 Phvul.002G267100 Phvul.002G267100 0 PTHR33828,PTHR33828:SF1
1 Phvul.002G274400.2 Phvul.002G274400 Phvul.002G274400PF00646 PTHR31370,PTHR31370:SF2
1 Phvul.002G274400.1 Phvul.002G274400 Phvul.002G274400PF00646 PTHR31370,PTHR31370:SF2
1 Phvul.002G274400.2 Phvul.002G274400 Phvul.002G274400PF00646 PTHR31370,PTHR31370:SF2
1 Phvul.002G274400.1 Phvul.002G274400 Phvul.002G274400PF00646 PTHR31370,PTHR31370:SF2
1 Phvul.002G304500.1 Phvul.002G304500 Phvul.002G304500PF07714 PTHR27001,PTHR27001:SF7
1 Phvul.002G327900.1 Phvul.002G327900 Phvul.002G327900PF00462 PTHR10168,PTHR10168:SF44
1 Phvul.002G327900.1 Phvul.002G327900 Phvul.002G327900PF00462 PTHR10168,PTHR10168:SF44
1 Phvul.003G010700.1 Phvul.003G010700 Phvul.003G010700PF00067 PTHR24286,PTHR24286:SF76
1 Phvul.003G023101.2 Phvul.003G023101 Phvul.003G023101PF13906,PF13520PTHR11785,PTHR11785:SF230
1 Phvul.003G023101.1 Phvul.003G023101 Phvul.003G023101PF13906,PF13520PTHR11785,PTHR11785:SF230
1 Phvul.003G044200.1 Phvul.003G044200 Phvul.003G044200PF01536 PTHR11570,PTHR11570:SF4
1 Phvul.003G044200.1 Phvul.003G044200 Phvul.003G044200PF01536 PTHR11570,PTHR11570:SF4
1 Phvul.003G080700.1 Phvul.003G080700 Phvul.003G080700PF03595 PTHR31269,PTHR31269:SF7
1 Phvul.003G090000.2 Phvul.003G090000 Phvul.003G090000PF07714 PTHR27003,PTHR27003:SF15
1 Phvul.003G090000.2 Phvul.003G090000 Phvul.003G090000PF07714 PTHR27003,PTHR27003:SF15
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Do not distribute

1 Phvul.003G096500.1 Phvul.003G096500 Phvul.003G096500PF16113,PF00725,PF02737PTHR23309,PTHR23309:SF23
1 Phvul.003G113900.1 Phvul.003G113900 Phvul.003G113900 0 PTHR36033,PTHR36033:SF1
1 Phvul.003G113900.1 Phvul.003G113900 Phvul.003G113900 0 PTHR36033,PTHR36033:SF1
1 Phvul.003G154900.1 Phvul.003G154900 Phvul.003G154900PF02847,PF02854PTHR23253,PTHR23253:SF32
1 Phvul.003G154900.1 Phvul.003G154900 Phvul.003G154900PF02847,PF02854PTHR23253,PTHR23253:SF32
1 Phvul.003G209900.1 Phvul.003G209900 Phvul.003G209900PF08387 PTHR32212,PTHR32212:SF132
1 Phvul.003G209900.1 Phvul.003G209900 Phvul.003G209900PF08387 PTHR32212,PTHR32212:SF132
1 Phvul.003G254900.2 Phvul.003G254900 Phvul.003G254900PF00646,PF01167PTHR16517,PTHR16517:SF40
1 Phvul.003G254900.1 Phvul.003G254900 Phvul.003G254900PF00646,PF01167PTHR16517,PTHR16517:SF40
1 Phvul.003G254900.2 Phvul.003G254900 Phvul.003G254900PF00646,PF01167PTHR16517,PTHR16517:SF40
1 Phvul.003G254900.1 Phvul.003G254900 Phvul.003G254900PF00646,PF01167PTHR16517,PTHR16517:SF40
1 Phvul.003G295700.2 Phvul.003G295700 Phvul.003G295700PF01535,PF13041PTHR24015,PTHR24015:SF623
1 Phvul.003G295700.1 Phvul.003G295700 Phvul.003G295700PF01535,PF13041PTHR24015,PTHR24015:SF623
1 Phvul.005G088636.1 Phvul.005G088636 Phvul.005G088636 0 0
1 Phvul.005G088636.1 Phvul.005G088636 Phvul.005G088636 0 0
1 Phvul.006G112000.1 Phvul.006G112000 Phvul.006G112000PF01764 PTHR21493,PTHR21493:SF124
1 Phvul.006G112000.2 Phvul.006G112000 Phvul.006G112000PF01764 PTHR21493,PTHR21493:SF124
1 Phvul.007G015000.1 Phvul.007G015000 Phvul.007G015000PF03634 PTHR31072,PTHR31072:SF7
1 Phvul.007G028800.1 Phvul.007G028800 Phvul.007G028800PF04557,PF03950,PF04558,PF00749PTHR11451,PTHR11451:SF24
1 Phvul.007G038000.1 Phvul.007G038000 Phvul.007G038000PF00403 PTHR22814,PTHR22814:SF150
1 Phvul.007G038000.1 Phvul.007G038000 Phvul.007G038000PF00403 PTHR22814,PTHR22814:SF150
1 Phvul.007G062900.1 Phvul.007G062900 Phvul.007G062900PF14306,PF01747PTHR11055,PTHR11055:SF18
1 Phvul.007G062900.1 Phvul.007G062900 Phvul.007G062900PF14306,PF01747PTHR11055,PTHR11055:SF18
1 Phvul.007G100700.1 Phvul.007G100700 Phvul.007G100700PF05512 PTHR33294,PTHR33294:SF5
1 Phvul.007G100700.1 Phvul.007G100700 Phvul.007G100700PF05512 PTHR33294,PTHR33294:SF5
1 Phvul.007G149300.1 Phvul.007G149300 Phvul.007G149300PF10270 PTHR21181
1 Phvul.007G230450.1 Phvul.007G230450 Phvul.007G230450PF07766 PTHR14009,PTHR14009:SF9
1 Phvul.008G046100.1 Phvul.008G046100 Phvul.008G046100PF12854,PF13041,PF01535PTHR24015,PTHR24015:SF750
1 Phvul.008G177200.1 Phvul.008G177200 Phvul.008G177200 0 PTHR35689,PTHR35689:SF1
1 Phvul.008G177200.2 Phvul.008G177200 Phvul.008G177200 0 PTHR35689,PTHR35689:SF1
1 Phvul.008G181900.2 Phvul.008G181900 Phvul.008G181900 0 PTHR34464
1 Phvul.008G181900.1 Phvul.008G181900 Phvul.008G181900 0 PTHR34464
1 Phvul.008G260900.2 Phvul.008G260900 Phvul.008G260900PF00642,PF12796PTHR14493,PTHR14493:SF54
1 Phvul.008G260900.1 Phvul.008G260900 Phvul.008G260900PF00642,PF12796PTHR14493,PTHR14493:SF54
1 Phvul.008G260900.2 Phvul.008G260900 Phvul.008G260900PF00642,PF12796PTHR14493,PTHR14493:SF54
1 Phvul.008G260900.1 Phvul.008G260900 Phvul.008G260900PF00642,PF12796PTHR14493,PTHR14493:SF54
1 Phvul.009G041100.2 Phvul.009G041100 Phvul.009G041100 0 PTHR31789,PTHR31789:SF5
1 Phvul.009G041100.1 Phvul.009G041100 Phvul.009G041100 0 PTHR31789,PTHR31789:SF5
1 Phvul.009G041100.2 Phvul.009G041100 Phvul.009G041100 0 PTHR31789,PTHR31789:SF5
1 Phvul.009G041100.1 Phvul.009G041100 Phvul.009G041100 0 PTHR31789,PTHR31789:SF5
1 Phvul.009G175100.3 Phvul.009G175100 Phvul.009G175100PF01535,PF13041PTHR24015,PTHR24015:SF11
1 Phvul.009G175100.2 Phvul.009G175100 Phvul.009G175100PF01535,PF13041PTHR24015,PTHR24015:SF11
1 Phvul.009G175100.1 Phvul.009G175100 Phvul.009G175100PF01535,PF13041PTHR24015,PTHR24015:SF11
1 Phvul.009G200500.3 Phvul.009G200500 Phvul.009G200500PF08616 PTHR13677,PTHR13677:SF0
1 Phvul.009G200500.2 Phvul.009G200500 Phvul.009G200500PF08616 PTHR13677,PTHR13677:SF0
1 Phvul.009G200500.3 Phvul.009G200500 Phvul.009G200500PF08616 PTHR13677,PTHR13677:SF0
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Do not distribute

1 Phvul.009G200500.2 Phvul.009G200500 Phvul.009G200500PF08616 PTHR13677,PTHR13677:SF0
1 Phvul.011G080200.1 Phvul.011G080200 Phvul.011G080200PF00320 PTHR10071,PTHR10071:SF184
1 Phvul.011G080200.1 Phvul.011G080200 Phvul.011G080200PF00320 PTHR10071,PTHR10071:SF184
1 Phvul.011G174000.1 Phvul.011G174000 Phvul.011G174000PF13906,PF13520PTHR11785,PTHR11785:SF273
1 Phvul.011G174000.1 Phvul.011G174000 Phvul.011G174000PF13906,PF13520PTHR11785,PTHR11785:SF273
1 Phvul.001G110400.1 Phvul.001G110400 Phvul.001G110400PF04410 PTHR23237
1 Phvul.001G123400.1 Phvul.001G123400 Phvul.001G123400PF05678 PTHR33624,PTHR33624:SF2
1 Phvul.001G123400.1 Phvul.001G123400 Phvul.001G123400PF05678 PTHR33624,PTHR33624:SF2
1 Phvul.001G154700.1 Phvul.001G154700 Phvul.001G154700PF00447 PTHR10015,PTHR10015:SF160
1 Phvul.001G179800.1 Phvul.001G179800 Phvul.001G179800PF01535,PF13041PTHR24015,PTHR24015:SF139
1 Phvul.001G179800.1 Phvul.001G179800 Phvul.001G179800PF01535,PF13041PTHR24015,PTHR24015:SF139
1 Phvul.001G184000.1 Phvul.001G184000 Phvul.001G184000PF10312,PF09732PTHR21737,PTHR21737:SF4
1 Phvul.001G259000.1 Phvul.001G259000 Phvul.001G259000PF00044,PF02800PTHR10836,PTHR10836:SF59
1 Phvul.001G259000.1 Phvul.001G259000 Phvul.001G259000PF00044,PF02800PTHR10836,PTHR10836:SF59
1 Phvul.002G028100.1 Phvul.002G028100 Phvul.002G028100PF12171 PTHR10593,PTHR10593:SF28
1 Phvul.002G028100.1 Phvul.002G028100 Phvul.002G028100PF12171 PTHR10593,PTHR10593:SF28
1 Phvul.002G092900.2 Phvul.002G092900 Phvul.002G092900PF00118,PF01504PTHR11353,PTHR11353:SF101
1 Phvul.002G092900.1 Phvul.002G092900 Phvul.002G092900PF00118,PF01504PTHR11353,PTHR11353:SF101
1 Phvul.002G137100.1 Phvul.002G137100 Phvul.002G137100PF02928,PF02375,PF02373PTHR10694,PTHR10694:SF33
1 Phvul.002G137200.1 Phvul.002G137200 Phvul.002G137200PF00076 PTHR24012,PTHR24012:SF419
1 Phvul.002G137200.1 Phvul.002G137200 Phvul.002G137200PF00076 PTHR24012,PTHR24012:SF419
1 Phvul.002G139900.2 Phvul.002G139900 Phvul.002G139900PF00076 PTHR24012,PTHR24012:SF476
1 Phvul.002G139900.1 Phvul.002G139900 Phvul.002G139900PF00076 PTHR24012,PTHR24012:SF476
1 Phvul.002G156300.1 Phvul.002G156300 Phvul.002G156300PF14111 PTHR24012,PTHR24012:SF419
1 Phvul.003G032500.1 Phvul.003G032500 Phvul.003G032500PF03547 PTHR31752,PTHR31752:SF12
1 Phvul.003G032500.1 Phvul.003G032500 Phvul.003G032500PF03547 PTHR31752,PTHR31752:SF12
1 Phvul.003G252400.1 Phvul.003G252400 Phvul.003G252400PF12171 PTHR10593,PTHR10593:SF28
1 Phvul.003G252400.1 Phvul.003G252400 Phvul.003G252400PF12171 PTHR10593,PTHR10593:SF28
1 Phvul.003G265700.1 Phvul.003G265700 Phvul.003G265700 0 PTHR34049,PTHR34049:SF2
2 Phvul.003G291600.1 Phvul.003G291600 Phvul.003G291600PF01039 PTHR22855,PTHR22855:SF13
2 Phvul.003G291600.2 Phvul.003G291600 Phvul.003G291600PF01039 PTHR22855,PTHR22855:SF13
2 Phvul.003G291600.1 Phvul.003G291600 Phvul.003G291600PF01039 PTHR22855,PTHR22855:SF13
2 Phvul.003G291600.2 Phvul.003G291600 Phvul.003G291600PF01039 PTHR22855,PTHR22855:SF13
1 Phvul.004G176100.1 Phvul.004G176100 Phvul.004G176100PF01426,PF00385,PF00145PTHR10629,PTHR10629:SF28
1 Phvul.005G001500.2 Phvul.005G001500 Phvul.005G001500PF13417 PTHR11260,PTHR11260:SF136
1 Phvul.005G001500.1 Phvul.005G001500 Phvul.005G001500PF13417 PTHR11260,PTHR11260:SF136
1 Phvul.005G043500.1 Phvul.005G043500 Phvul.005G043500PF08442,PF16114PTHR23118,PTHR23118:SF9
1 Phvul.005G043500.1 Phvul.005G043500 Phvul.005G043500PF08442,PF16114PTHR23118,PTHR23118:SF9
1 Phvul.005G093400.1 Phvul.005G093400 Phvul.005G093400 0 PTHR11017,PTHR11017:SF174
1 Phvul.005G131700.1 Phvul.005G131700 Phvul.005G131700PF00076,PF14111PTHR24012,PTHR24012:SF419
1 Phvul.005G183800.1 Phvul.005G183800 Phvul.005G183800PF01167 PTHR16517,PTHR16517:SF27
1 Phvul.005G183800.2 Phvul.005G183800 Phvul.005G183800PF01167 PTHR16517,PTHR16517:SF27
1 Phvul.006G098700.1 Phvul.006G098700 Phvul.006G098700PF02458 PTHR31642,PTHR31642:SF9
1 Phvul.006G131400.1 Phvul.006G131400 Phvul.006G131400PF11900,PF00651,PF12313PTHR24413,PTHR24413:SF124
1 Phvul.006G131400.1 Phvul.006G131400 Phvul.006G131400PF11900,PF00651,PF12313PTHR24413,PTHR24413:SF124
1 Phvul.006G208400.1 Phvul.006G208400 Phvul.006G208400PF00201 PTHR11926,PTHR11926:SF227
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Do not distribute

1 Phvul.006G208400.1 Phvul.006G208400 Phvul.006G208400PF00201 PTHR11926,PTHR11926:SF227
1 Phvul.007G043900.2 Phvul.007G043900 Phvul.007G043900PF04484 PTHR31807,PTHR31807:SF4
1 Phvul.007G043900.1 Phvul.007G043900 Phvul.007G043900PF04484 PTHR31807,PTHR31807:SF4
1 Phvul.007G043900.2 Phvul.007G043900 Phvul.007G043900PF04484 PTHR31807,PTHR31807:SF4
1 Phvul.007G043900.1 Phvul.007G043900 Phvul.007G043900PF04484 PTHR31807,PTHR31807:SF4
1 Phvul.007G062100.1 Phvul.007G062100 Phvul.007G062100PF00248 PTHR11732,PTHR11732:SF243
1 Phvul.007G067800.1 Phvul.007G067800 Phvul.007G067800PF00447 PTHR10015,PTHR10015:SF168
1 Phvul.007G080900.2 Phvul.007G080900 Phvul.007G080900PF05055 PTHR31113,PTHR31113:SF4
1 Phvul.007G080900.1 Phvul.007G080900 Phvul.007G080900PF05055 PTHR31113,PTHR31113:SF4
1 Phvul.007G080900.2 Phvul.007G080900 Phvul.007G080900PF05055 PTHR31113,PTHR31113:SF4
1 Phvul.007G080900.1 Phvul.007G080900 Phvul.007G080900PF05055 PTHR31113,PTHR31113:SF4
1 Phvul.007G139300.1 Phvul.007G139300 Phvul.007G139300PF00249,PF14379PTHR31499,PTHR31499:SF9
1 Phvul.007G139300.1 Phvul.007G139300 Phvul.007G139300PF00249,PF14379PTHR31499,PTHR31499:SF9
1 Phvul.007G173400.1 Phvul.007G173400 Phvul.007G173400PF04570 PTHR33059,PTHR33059:SF11
1 Phvul.007G246700.1 Phvul.007G246700 Phvul.007G246700PF04043,PF01095PTHR31707,PTHR31707:SF38
1 Phvul.007G274200.1 Phvul.007G274200 Phvul.007G274200PF01248 PTHR23105,PTHR23105:SF41
1 Phvul.007G274200.1 Phvul.007G274200 Phvul.007G274200PF01248 PTHR23105,PTHR23105:SF41
1 Phvul.008G019000.1 Phvul.008G019000 Phvul.008G019000PF00533,PF03031PTHR23081,PTHR23081:SF2
1 Phvul.008G055500.1 Phvul.008G055500 Phvul.008G055500PF00005 PTHR24220,PTHR24220:SF441
1 Phvul.008G055500.1 Phvul.008G055500 Phvul.008G055500PF00005 PTHR24220,PTHR24220:SF441
1 Phvul.008G077000.1 Phvul.008G077000 Phvul.008G077000PF03514 PTHR31636,PTHR31636:SF12
1 Phvul.008G114700.1 Phvul.008G114700 Phvul.008G114700PF03208 PTHR12859
1 Phvul.008G114700.1 Phvul.008G114700 Phvul.008G114700PF03208 PTHR12859
1 Phvul.008G211500.4 Phvul.008G211500 Phvul.008G211500 0 PTHR32098,PTHR32098:SF5
1 Phvul.008G211500.3 Phvul.008G211500 Phvul.008G211500 0 PTHR32098,PTHR32098:SF5
1 Phvul.008G211500.1 Phvul.008G211500 Phvul.008G211500 0 PTHR32098,PTHR32098:SF5
1 Phvul.008G211500.2 Phvul.008G211500 Phvul.008G211500 0 PTHR32098,PTHR32098:SF5
1 Phvul.008G250000.1 Phvul.008G250000 Phvul.008G250000PF16940 PTHR34935
1 Phvul.008G250000.1 Phvul.008G250000 Phvul.008G250000PF16940 PTHR34935
1 Phvul.009G086300.2 Phvul.009G086300 Phvul.009G086300PF12776 PTHR31704,PTHR31704:SF10
1 Phvul.009G086300.1 Phvul.009G086300 Phvul.009G086300PF12776 PTHR31704,PTHR31704:SF10
1 Phvul.009G086300.2 Phvul.009G086300 Phvul.009G086300PF12776 PTHR31704,PTHR31704:SF10
1 Phvul.009G086300.1 Phvul.009G086300 Phvul.009G086300PF12776 PTHR31704,PTHR31704:SF10
1 Phvul.009G149800.1 Phvul.009G149800 Phvul.009G149800PF00454 PTHR10048,PTHR10048:SF22
1 Phvul.009G154300.6 Phvul.009G154300 Phvul.009G154300PF02146 PTHR11085,PTHR11085:SF6
1 Phvul.009G154300.5 Phvul.009G154300 Phvul.009G154300PF02146 PTHR11085,PTHR11085:SF6
1 Phvul.009G154300.3 Phvul.009G154300 Phvul.009G154300PF02146 PTHR11085,PTHR11085:SF6
1 Phvul.009G154300.4 Phvul.009G154300 Phvul.009G154300PF02146 PTHR11085,PTHR11085:SF6
1 Phvul.009G154300.1 Phvul.009G154300 Phvul.009G154300PF02146 PTHR11085,PTHR11085:SF6
1 Phvul.009G154300.6 Phvul.009G154300 Phvul.009G154300PF02146 PTHR11085,PTHR11085:SF6
1 Phvul.009G154300.5 Phvul.009G154300 Phvul.009G154300PF02146 PTHR11085,PTHR11085:SF6
1 Phvul.009G154300.3 Phvul.009G154300 Phvul.009G154300PF02146 PTHR11085,PTHR11085:SF6
1 Phvul.009G154300.4 Phvul.009G154300 Phvul.009G154300PF02146 PTHR11085,PTHR11085:SF6
1 Phvul.009G154300.1 Phvul.009G154300 Phvul.009G154300PF02146 PTHR11085,PTHR11085:SF6
1 Phvul.009G240100.1 Phvul.009G240100 Phvul.009G240100PF07714 PTHR27001,PTHR27001:SF34
1 Phvul.011G017800.1 Phvul.011G017800 Phvul.011G017800PF12537,PF12430PTHR15948
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Do not distribute

1 Phvul.011G017800.1 Phvul.011G017800 Phvul.011G017800PF12537,PF12430PTHR15948
1 Phvul.011G100200.2 Phvul.011G100200 Phvul.011G100200 0 PTHR34210,PTHR34210:SF1
1 Phvul.011G100200.1 Phvul.011G100200 Phvul.011G100200 0 PTHR34210,PTHR34210:SF1
1 Phvul.011G108300.1 Phvul.011G108300 Phvul.011G108300PF14111 0
1 Phvul.011G129700.1 Phvul.011G129700 Phvul.011G129700 0 PTHR24006,PTHR24006:SF466
1 Phvul.011G129700.1 Phvul.011G129700 Phvul.011G129700 0 PTHR24006,PTHR24006:SF466
1 Phvul.011G140050.2 Phvul.011G140050 Phvul.011G140050PF13041 PTHR24015,PTHR24015:SF623
1 Phvul.011G140050.1 Phvul.011G140050 Phvul.011G140050PF13041 PTHR24015,PTHR24015:SF623
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Do not distribute

KOG KEGG KOG GO Best-hit-arabi-namearabi-symbol
KOG0959 3.4.21.102 0 0 AT5G42390.1 0

0 2.3.1.225 K18932 GO:0008270 AT3G51390.1 0
0 2.3.1.225 K18932 GO:0008270 AT3G51390.1 0
0 2.3.1.225 K18932 GO:0008270 AT3G51390.1 0
0 2.3.1.225 K18932 GO:0008270 AT3G51390.1 0
0 2.7.7.6 0 0 AT2G29540.1 ATRPAC14,ATRPC14,RPC14
0 2.7.7.6 0 0 AT2G29540.1 ATRPAC14,ATRPC14,RPC14

KOG1330 0 0 GO:0055085,GO:0022857,GO:0016021AT5G10190.1 0
KOG1330 0 0 GO:0055085,GO:0022857,GO:0016021AT5G10190.1 0
KOG2462 0 0 0 AT2G01940.1 ATIDD15,SGR5
KOG1223 2.2.1.9,4.2.99.20,4.2.1.113K14759 GO:0030976,GO:0003824AT1G68890.1 0
KOG1223 2.2.1.9,4.2.99.20,4.2.1.113K14759 GO:0030976,GO:0003824AT1G68890.1 0
KOG1755 0 K05759 0 AT5G56600.1 PFN3,PRF3
KOG1755 0 K05759 0 AT5G56600.1 PFN3,PRF3
KOG4282 0 0 0 AT3G58630.1 0
KOG4759 0 K02838 GO:0006412 AT3G63190.1 AtcpRRF,cpRRF,HFP108,RRF
KOG1285 1.13.11.51 0 0 AT3G63520.1 ATCCD1,ATNCED1,CCD1,NCED1
KOG1285 1.13.11.51 0 0 AT3G63520.1 ATCCD1,ATNCED1,CCD1,NCED1
KOG1285 1.13.11.51 0 0 AT3G63520.1 ATCCD1,ATNCED1,CCD1,NCED1
KOG1285 1.13.11.51 0 0 AT3G63520.1 ATCCD1,ATNCED1,CCD1,NCED1
KOG1285 1.13.11.51 0 0 AT3G63520.1 ATCCD1,ATNCED1,CCD1,NCED1
KOG1285 1.13.11.51 0 0 AT3G63520.1 ATCCD1,ATNCED1,CCD1,NCED1

0 3.1.26.3 K11592 GO:0016787,GO:0005524,GO:0003677,GO:0016891,GO:0005515,GO:0006396,GO:0004525,GO:0003723AT1G01040.1 ASU1,ATDCL1,CAF,DCL1,EMB60,EMB76,SIN1,SUS1
KOG2352 3.4.24.71 0 GO:0008168,GO:0008152AT2G31740.1 0
KOG2352 3.4.24.71 0 GO:0008168,GO:0008152AT2G31740.1 0

0 0 0 0 AT3G29750.1 0
0 0 0 0 AT3G29750.1 0
0 0 K08506 GO:0005515 AT3G09740.1 ATSYP71,SYP71
0 0 0 0 AT3G04470.1 0
0 0 0 0 AT3G04470.1 0

KOG1380 0 K02257 GO:0016021,GO:0004659AT2G44520.1 COX10
KOG1380 0 K02257 GO:0016021,GO:0004659AT2G44520.1 COX10
KOG4683 2.3.1.78 K10532 0 AT5G47900.1 0
KOG4683 2.3.1.78 K10532 0 AT5G47900.1 0
KOG4683 2.3.1.78 K10532 0 AT5G47900.1 0
KOG4683 2.3.1.78 K10532 0 AT5G47900.1 0
KOG4683 2.3.1.78 K10532 0 AT5G47900.1 0
KOG4683 2.3.1.78 K10532 0 AT5G47900.1 0
KOG1764 0 0 0 AT1G65320.1 0

0 0 0 GO:0005515 AT1G78230.1 0
0 0 0 GO:0005515 AT1G78230.1 0
0 0 0 GO:0005515 AT1G78230.1 0
0 0 0 GO:0005515 AT1G78230.1 0
0 0 0 0 0 0
0 0 0 0 0 0
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0 0 0 0 AT1G53025.1 0
0 0 0 0 AT1G53025.1 0
0 0 0 0 AT1G53025.1 0
0 0 0 0 AT1G53025.1 0
0 0 0 0 AT1G53025.1 0
0 0 0 0 AT1G53025.1 0

KOG0817 0 0 GO:0000062 AT4G24230.6 ACBP3
KOG0817 0 0 GO:0000062 AT4G24230.6 ACBP3
KOG0148,KOG4205 0 K12741 GO:0003676 AT3G15010.2 0
KOG0148,KOG4205 0 K12741 GO:0003676 AT3G15010.2 0

0 4.4.1.15 0 0 AT3G26115.1 0
0 4.4.1.15 0 0 AT3G26115.1 0
0 0 0 0 AT1G13170.1 ORP1D
0 0 0 0 AT1G13170.1 ORP1D
0 5.4.2.3 K01836 GO:0016868,GO:0005975,GO:0071704AT5G18070.1 DRT101
0 5.4.2.3 K01836 GO:0016868,GO:0005975,GO:0071704AT5G18070.1 DRT101
0 0 0 0 AT5G06650.1 GIS2
0 0 0 0 AT5G06650.1 GIS2
0 3.2.1.21 K01188 GO:0005975,GO:0004553AT1G26560.1 BGLU40
0 3.2.1.21 K01188 GO:0005975,GO:0004553AT1G26560.1 BGLU40
0 6.3.2.19 0 GO:0016567,GO:0004842AT5G65500.1 0
0 6.3.2.19 0 GO:0016567,GO:0004842AT5G65500.1 0
0 6.3.2.19 0 GO:0016567,GO:0004842AT5G65500.1 0
0 6.3.2.19 0 GO:0016567,GO:0004842AT5G65500.1 0
0 0 0 0 AT5G52430.1 0
0 0 0 0 AT5G52430.1 0

KOG0143 1.14.11.31 0 GO:0055114,GO:0016491AT4G25310.1 0
KOG3271 0 K03263 GO:0045905,GO:0045901,GO:0043022,GO:0006452,GO:0003746,GO:0003723AT1G13950.1 ATELF5A-1,EIF-5A,EIF5A,ELF5A-1
KOG3271 0 K03263 GO:0045905,GO:0045901,GO:0043022,GO:0006452,GO:0003746,GO:0003723AT1G13950.1 ATELF5A-1,EIF-5A,EIF5A,ELF5A-1

0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 GO:0016592,GO:0006357,GO:0001104AT5G02850.1 0
0 0 0 GO:0016592,GO:0006357,GO:0001104AT5G02850.1 0
0 0 0 GO:0016592,GO:0006357,GO:0001104AT5G02850.1 0
0 0 0 GO:0016592,GO:0006357,GO:0001104AT5G02850.1 0
0 6.4.1.4 K01969 0 AT4G34030.1 MCCB
0 6.4.1.4 K01969 0 AT4G34030.1 MCCB
0 6.4.1.4 K01969 0 AT4G34030.1 MCCB
0 6.4.1.4 K01969 0 AT4G34030.1 MCCB
0 0 K09286 GO:0006355,GO:0003700AT5G13910.1 LEP
0 0 K09286 GO:0006355,GO:0003700AT5G13910.1 LEP
0 0 0 GO:0005524 AT3G15120.1 0
0 0 0 0 AT3G53700.1 MEE40
0 0 K12662 GO:0005515 AT2G41500.1 EMB2776,LIS
0 3.6.4.12 0 GO:0008408,GO:0006139,GO:0003676AT4G13870.1 ATWEX,ATWRNEXO,WEX,WRNEXO
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0 3.6.4.12 0 GO:0008408,GO:0006139,GO:0003676AT4G13870.1 ATWEX,ATWRNEXO,WEX,WRNEXO
0 0 0 0 AT2G34400.1 0
0 0 0 0 AT5G16100.1 0
0 0 0 0 AT5G16100.1 0
0 6.3.2.19 K10590 GO:0004842 AT4G38600.1 KAK,UPL3
0 6.3.2.19 K10590 GO:0004842 AT4G38600.1 KAK,UPL3

KOG0131,KOG0144 0 K13126 GO:0003676 AT1G01080.1 0
0 0 0 0 0 0
0 0 0 0 0 0

KOG2109 0 0 0 AT1G03380.1 ATATG18G,ATG18G
KOG2109 0 0 0 AT1G03380.1 ATATG18G,ATG18G

0 0 0 GO:0008270,GO:0005515AT3G05200.1 ATL6
KOG0446 3.6.5.5 K01528 GO:0005525,GO:0003924AT1G59610.1 ADL3,CF1,DL3,DRP2B
KOG0446 3.6.5.5 K01528 GO:0005525,GO:0003924AT1G59610.1 ADL3,CF1,DL3,DRP2B
KOG0508,KOG4214,KOG44120 0 0 AT5G14230.1 0
KOG1286 0 K13863 GO:0016020,GO:0015171,GO:0003333AT1G58030.1 CAT2
KOG1286 0 K13863 GO:0016020,GO:0015171,GO:0003333AT1G58030.1 CAT2
KOG1286 0 K13863 GO:0016020,GO:0015171,GO:0003333AT1G58030.1 CAT2
KOG1286 0 K13863 GO:0016020,GO:0015171,GO:0003333AT1G58030.1 CAT2

0 2.4.2.24 K00770 0 AT1G02730.1 ATCSLD5,CSLD5,SOS6
0 2.4.2.24 K00770 0 AT1G02730.1 ATCSLD5,CSLD5,SOS6

KOG2125 0 0 GO:0003824 AT2G22530.1 0
KOG2125 0 0 GO:0003824 AT2G22530.1 0
KOG2125 0 0 GO:0003824 AT2G22530.1 0
KOG2125 0 0 GO:0003824 AT2G22530.1 0

0 0 0 GO:0008152,GO:0003824AT3G18270.1 CYP77A5P
0 0 0 GO:0008152,GO:0003824AT3G18270.1 CYP77A5P
0 0 0 0 AT1G68140.3 0
0 0 0 0 AT4G28590.1 0
0 0 0 0 AT5G11600.1 0
0 0 0 0 AT5G11600.1 0
0 0 0 GO:0005515 AT5G39450.1 0
0 0 0 GO:0005515 AT5G39450.1 0
0 0 0 GO:0005515 AT5G39450.1 0
0 0 0 GO:0005515 AT5G39450.1 0

KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT3G13690.1 0
KOG2824 0 K17479 GO:0045454,GO:0015035,GO:0009055AT4G10630.1 0
KOG2824 0 K17479 GO:0045454,GO:0015035,GO:0009055AT4G10630.1 0

0 0 K01723 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT5G42650.1 AOS,CYP74A,DDE2
KOG1286 0 0 GO:0016020,GO:0015171,GO:0003333AT4G21120.1 AAT1,CAT1
KOG1286 0 0 GO:0016020,GO:0015171,GO:0003333AT4G21120.1 AAT1,CAT1
KOG0788 4.1.1.50 K01611 GO:0008295,GO:0006597,GO:0004014AT3G25570.2 0
KOG0788 4.1.1.50 K01611 GO:0008295,GO:0006597,GO:0004014AT3G25570.2 0

0 0 0 GO:0055085,GO:0016021,GO:0008308,GO:0006873AT1G62280.1 SLAH1
KOG0472 2.7.11.1 0 GO:0006468,GO:0004672AT5G49760.1 0
KOG0472 2.7.11.1 0 GO:0006468,GO:0004672AT5G49760.1 0
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KOG1683 5.1.2.3,1.1.1.35,5.3.3.8,4.2.1.55,4.2.1.17K10527 GO:0055114,GO:0016491,GO:0006631,GO:0003857AT3G06860.1 ATMFP2,MFP2
0 0 0 0 AT3G17030.1 0
0 0 0 0 AT3G17030.1 0

KOG0401 0 K03260 GO:0005515,GO:0003723AT5G57870.2 eIFiso4G1
KOG0401 0 K03260 GO:0005515,GO:0003723AT5G57870.2 eIFiso4G1

0 0 0 0 AT4G14096.1 0
0 0 0 0 AT4G14096.1 0

KOG2502 0 0 GO:0005515 AT2G18280.2 AtTLP2,TLP2
KOG2502 0 0 GO:0005515 AT2G18280.2 AtTLP2,TLP2
KOG2502 0 0 GO:0005515 AT2G18280.2 AtTLP2,TLP2
KOG2502 0 0 GO:0005515 AT2G18280.2 AtTLP2,TLP2

0 0 0 0 AT4G04790.1 0
0 0 0 0 AT4G04790.1 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 GO:0006629 AT1G02660.1 0
0 0 0 GO:0006629 AT1G02660.1 0
0 0 0 0 AT5G23280.1 0
0 6.1.1.18 K01886 GO:0006425,GO:0005737,GO:0005524,GO:0004819,GO:0000166,GO:0006418,GO:0004812,GO:0043039,GO:0016876AT1G25350.1 OVA9

KOG1603 0 0 GO:0046872,GO:0030001AT1G23000.1 0
KOG1603 0 0 GO:0046872,GO:0030001AT1G23000.1 0

0 2.7.7.4 K13811 GO:0004781 AT3G22890.1 APS1
0 2.7.7.4 K13811 GO:0004781 AT3G22890.1 APS1
0 0 0 0 AT1G04560.1 0
0 0 0 0 AT1G04560.1 0
0 0 0 0 AT5G03345.1 0

KOG1043 0 0 0 AT3G11560.4 0
0 0 0 0 AT2G44880.1 0
0 0 0 0 AT4G09060.1 0
0 0 0 0 AT4G09060.1 0
0 0 0 0 AT4G38060.2 0
0 0 0 0 AT4G38060.2 0

KOG1595 0 0 GO:0046872 AT5G58620.1 0
KOG1595 0 0 GO:0046872 AT5G58620.1 0
KOG1595 0 0 GO:0046872 AT5G58620.1 0
KOG1595 0 0 GO:0046872 AT5G58620.1 0

0 0 0 0 AT3G54190.1 0
0 0 0 0 AT3G54190.1 0
0 0 0 0 AT3G54190.1 0
0 0 0 0 AT3G54190.1 0
0 0 0 0 AT1G64310.1 0
0 0 0 0 AT1G64310.1 0
0 0 0 0 AT1G64310.1 0
0 0 0 0 AT1G73930.2 0
0 0 0 0 AT1G73930.2 0
0 0 0 0 AT1G73930.2 0
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0 0 0 0 AT1G73930.2 0
0 0 0 GO:0043565,GO:0008270,GO:0006355,GO:0003700AT1G08000.2 GATA10
0 0 0 GO:0043565,GO:0008270,GO:0006355,GO:0003700AT1G08000.2 GATA10

KOG1286 0 K03294 GO:0016020,GO:0015171,GO:0003333AT1G17120.1 CAT8
KOG1286 0 K03294 GO:0016020,GO:0015171,GO:0003333AT1G17120.1 CAT8

0 0 K11128 GO:0042254,GO:0001522,GO:0031429AT3G03920.1 0
0 0 0 0 AT2G41180.1 0
0 0 0 0 AT2G41180.1 0

KOG0627 0 K09419 GO:0043565,GO:0006355,GO:0005634,GO:0003700AT3G22830.1 AT-HSFA6B,HSFA6B
0 0 0 0 AT5G37570.1 0
0 0 0 0 AT5G37570.1 0
0 0 0 GO:0005515 AT1G03910.1 0

KOG0657 1.2.1.12 K00134 GO:0055114,GO:0016620AT3G04120.1 GAPC,GAPC-1,GAPC1
KOG0657 1.2.1.12 K00134 GO:0055114,GO:0016620AT3G04120.1 GAPC,GAPC-1,GAPC1

0 0 0 0 AT5G66730.1 0
0 0 0 0 AT5G66730.1 0
0 2.7.1.150 K00921 GO:0005524,GO:0046488,GO:0016307AT1G71010.1 FAB1C
0 2.7.1.150 K00921 GO:0005524,GO:0046488,GO:0016307AT1G71010.1 FAB1C
0 1.14.11.27 0 0 AT5G46910.1 0
0 0 0 GO:0003676 0 0
0 0 0 GO:0003676 0 0
0 0 0 GO:0003676 AT5G46840.1 0
0 0 0 GO:0003676 AT5G46840.1 0
0 0 0 0 0 0
0 0 K13947 GO:0055085,GO:0016021AT1G70940.1 ATPIN3,PIN3
0 0 K13947 GO:0055085,GO:0016021AT1G70940.1 ATPIN3,PIN3
0 0 0 0 AT5G66730.1 0
0 0 0 0 AT5G66730.1 0
0 0 0 0 AT4G35930.1 0
0 6.4.1.4 K01969 0 AT4G34030.1 MCCB
0 6.4.1.4 K01969 0 AT4G34030.1 MCCB
0 6.4.1.4 K01969 0 AT4G34030.1 MCCB
0 6.4.1.4 K01969 0 AT4G34030.1 MCCB
0 2.1.1.37 K00558 GO:0003682 AT1G69770.1 CMT3
0 0 0 GO:0005515 AT4G10000.1 0
0 0 0 GO:0005515 AT4G10000.1 0

KOG1254 2.3.3.8 K01648 0 AT1G60810.1 ACLA-2
KOG1254 2.3.3.8 K01648 0 AT1G60810.1 ACLA-2
KOG4579 0 0 0 AT1G69550.1 0

0 0 0 GO:0003676 0 0
KOG2502 0 0 0 AT1G16070.1 AtTLP8,TLP8
KOG2502 0 0 0 AT1G16070.1 AtTLP8,TLP8

0 2.3.1.196 0 GO:0016747 AT5G17540.1 0
0 0 K14508 GO:0005515 AT5G45110.1 ATNPR3,NPR3
0 0 K14508 GO:0005515 AT5G45110.1 ATNPR3,NPR3
0 2.4.1.273 0 GO:0016758,GO:0008152AT2G22590.1 0
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0 2.4.1.273 0 GO:0016758,GO:0008152AT2G22590.1 0
0 0 0 0 AT1G49890.1 0
0 0 0 0 AT1G49890.1 0
0 0 0 0 AT1G49890.1 0
0 0 0 0 AT1G49890.1 0

KOG1575 1.1.1.317 0 0 AT1G60710.1 ATB2
0 0 K09419 GO:0043565,GO:0006355,GO:0005634,GO:0003700AT5G62020.1 AT-HSFB2A,HSFB2A
0 0 0 0 AT1G20180.1 0
0 0 0 0 AT1G20180.1 0
0 0 0 0 AT1G20180.1 0
0 0 0 0 AT1G20180.1 0
0 0 0 0 AT3G24120.1 0
0 0 0 0 AT3G24120.1 0
0 0 0 0 AT3G22550.1 0
0 3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G02330.1 ATPMEPCRB

KOG3166 0 K02936 0 AT3G62870.1 0
KOG3166 0 K02936 0 AT3G62870.1 0

0 3.1.3.16 K18999 0 AT2G33540.1 ATCPL3,CPL3
0 3.6.3.25 0 GO:0016887,GO:0005524AT1G65410.1 ATNAP11,NAP11,TGD3
0 3.6.3.25 0 GO:0016887,GO:0005524AT1G65410.1 ATNAP11,NAP11,TGD3
0 0 0 0 AT3G54220.1 SCR,SGR1

KOG4050 0 0 0 AT5G02040.2 PRA1.A1
KOG4050 0 0 0 AT5G02040.2 PRA1.A1

0 5.5.1.19 0 0 AT2G32640.1 0
0 5.5.1.19 0 0 AT2G32640.1 0
0 5.5.1.19 0 0 AT2G32640.1 0
0 5.5.1.19 0 0 AT2G32640.1 0
0 0 0 0 AT1G06950.1 ATTIC110,TIC110
0 0 0 0 AT1G06950.1 ATTIC110,TIC110
0 0 0 0 AT2G24960.2 0
0 0 0 0 AT2G24960.2 0
0 0 0 0 AT2G24960.2 0
0 0 0 0 AT2G24960.2 0
0 2.7.1.67 K00888 GO:0016773,GO:0048015,GO:0046854,GO:0006661,GO:0004430AT5G64070.1 PI-4KBETA1,PI4KBETA1

KOG2683 3.5.1.98 K11414 GO:0070403 AT5G09230.7 AtSRT2,SRT2
KOG2683 3.5.1.98 K11414 GO:0070403 AT5G09230.7 AtSRT2,SRT2
KOG2683 3.5.1.98 K11414 GO:0070403 AT5G09230.7 AtSRT2,SRT2
KOG2683 3.5.1.98 K11414 GO:0070403 AT5G09230.7 AtSRT2,SRT2
KOG2683 3.5.1.98 K11414 GO:0070403 AT5G09230.7 AtSRT2,SRT2
KOG2683 3.5.1.98 K11414 GO:0070403 AT5G09230.7 AtSRT2,SRT2
KOG2683 3.5.1.98 K11414 GO:0070403 AT5G09230.7 AtSRT2,SRT2
KOG2683 3.5.1.98 K11414 GO:0070403 AT5G09230.7 AtSRT2,SRT2
KOG2683 3.5.1.98 K11414 GO:0070403 AT5G09230.7 AtSRT2,SRT2
KOG2683 3.5.1.98 K11414 GO:0070403 AT5G09230.7 AtSRT2,SRT2
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT2G18890.1 0

0 0 0 GO:0016020 AT4G27630.2 GTG2
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0 0 0 GO:0016020 AT4G27630.2 GTG2
0 0 0 0 AT5G22040.2 0
0 0 0 0 AT5G22040.2 0
0 0 0 0 0 0

KOG1947 0 0 0 AT2G42620.1 MAX2,ORE9,PPS
KOG1947 0 0 0 AT2G42620.1 MAX2,ORE9,PPS

0 0 0 0 AT4G04790.1 0
0 0 0 0 AT4G04790.1 0
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arabi-defline ID Annot_deflineIDENTIFIER NAME
Insulinase (Peptidase family M16) family proteinPhvul.002G040800PTHR11851:SF152 - PROTEIN UCR-2.3 (1 of 1)Phvul.002G040800Protein modification.targeting peptide maturation.plastid.stromal processing peptidase (SPP)
DHHC-type zinc finger family protein Phvul.002G112900PTHR22883:SF33 - PALMITOYLTRANSFERASE ZDHHC12-RELATED (1 of 1)Phvul.002G112900not assigned.annotated
DHHC-type zinc finger family protein Phvul.002G112900PTHR22883:SF33 - PALMITOYLTRANSFERASE ZDHHC12-RELATED (1 of 1)Phvul.002G112900not assigned.annotated
DHHC-type zinc finger family protein Phvul.002G112900PTHR22883:SF33 - PALMITOYLTRANSFERASE ZDHHC12-RELATED (1 of 1)Phvul.002G112900not assigned.annotated
DHHC-type zinc finger family protein Phvul.002G112900PTHR22883:SF33 - PALMITOYLTRANSFERASE ZDHHC12-RELATED (1 of 1)Phvul.002G112900not assigned.annotated
RNApolymerase 14 kDa subunit Phvul.001G016450PTHR13946:SF28 - DNA-DIRECTED RNA POLYMERASES I AND III SUBUNIT RPAC2 (1 of 3)Phvul.001G016450RNA biosynthesis.DNA-dependent RNA polymerase (Pol) complexes.Pol I-V shared regulatory components.subunit 11
RNApolymerase 14 kDa subunit Phvul.001G016450PTHR13946:SF28 - DNA-DIRECTED RNA POLYMERASES I AND III SUBUNIT RPAC2 (1 of 3)Phvul.001G016450RNA biosynthesis.DNA-dependent RNA polymerase (Pol) complexes.Pol I-V shared regulatory components.subunit 11
Major facilitator superfamily protein Phvul.002G255100KOG1330 - Sugar transporter/spinster transmembrane protein (1 of 6)Phvul.002G255100Solute transport.carrier-mediated transport.MFS superfamily.solute transporter (UNE2)
Major facilitator superfamily protein Phvul.002G255100KOG1330 - Sugar transporter/spinster transmembrane protein (1 of 6)Phvul.002G255100Solute transport.carrier-mediated transport.MFS superfamily.solute transporter (UNE2)
C2H2-like zinc finger protein Phvul.002G332500PTHR10593:SF43 - SHOOT GRAVITROPISM5-LIKE PROTEIN (1 of 2)Phvul.002G332500RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
magnesium ion binding;thiamin pyrophosphate binding;hydro-lyases;catalytics;2-succinyl-5-enolpyruvyl-6-hydroxy-3-cyclohexene-1-carboxylic-acid synthasesPhvul.005G022900K14759 - isochorismate synthase / 2-succinyl-5-enolpyruvyl-6-hydroxy-3-cyclohexene-1-carboxylate synthase / 2-succinyl-6-hydroxy-2,4-cyclohexadiene-1-carboxylate synthase / O-succinylbenzoate synthase (PHYLLO)  (1 of 1)Phvul.005G022900Coenzyme metabolism.phylloquinone biosynthesis.multifunctional phylloquinone biosynthesis protein (PHYLLO)
magnesium ion binding;thiamin pyrophosphate binding;hydro-lyases;catalytics;2-succinyl-5-enolpyruvyl-6-hydroxy-3-cyclohexene-1-carboxylic-acid synthasesPhvul.005G022900K14759 - isochorismate synthase / 2-succinyl-5-enolpyruvyl-6-hydroxy-3-cyclohexene-1-carboxylate synthase / 2-succinyl-6-hydroxy-2,4-cyclohexadiene-1-carboxylate synthase / O-succinylbenzoate synthase (PHYLLO)  (1 of 1)Phvul.005G022900Coenzyme metabolism.phylloquinone biosynthesis.multifunctional phylloquinone biosynthesis protein (PHYLLO)
profilin 3 Phvul.005G165300K05759 - profilin (PFN)  (1 of 5)Phvul.005G165300Cytoskeleton organisation.microfilament network.actin polymerisation.profilin actin nucleation protein
profilin 3 Phvul.005G165300K05759 - profilin (PFN)  (1 of 5)Phvul.005G165300Cytoskeleton organisation.microfilament network.actin polymerisation.profilin actin nucleation protein
sequence-specific DNA binding transcription factorsPhvul.006G176000KOG4282 - Transcription factor GT-2 and related proteins, contains trihelix DNA-binding/SANT domain (1 of 24)Phvul.006G176000RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)
ribosome recycling factor, chloroplast precursorPhvul.007G172400PTHR20982:SF8 - RIBOSOME-RECYCLING FACTOR, CHLOROPLASTIC (1 of 1)Phvul.007G172400Protein biosynthesis.organelle machinery.translation termination.ribosome recycling factor (RRF)
carotenoid cleavage dioxygenase 1 Phvul.009G109200PTHR10543//PTHR10543:SF30 - BETA-CAROTENE DIOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G109200Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
carotenoid cleavage dioxygenase 1 Phvul.009G109200PTHR10543//PTHR10543:SF30 - BETA-CAROTENE DIOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G109200Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
carotenoid cleavage dioxygenase 1 Phvul.009G109200PTHR10543//PTHR10543:SF30 - BETA-CAROTENE DIOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G109200Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
carotenoid cleavage dioxygenase 1 Phvul.009G109200PTHR10543//PTHR10543:SF30 - BETA-CAROTENE DIOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G109200Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
carotenoid cleavage dioxygenase 1 Phvul.009G109200PTHR10543//PTHR10543:SF30 - BETA-CAROTENE DIOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G109200Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
carotenoid cleavage dioxygenase 1 Phvul.009G109200PTHR10543//PTHR10543:SF30 - BETA-CAROTENE DIOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G109200Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
dicer-like 1 Phvul.009G260000PTHR14950:SF3 - ENDORIBONUCLEASE DICER HOMOLOG 1 (1 of 1)Phvul.009G260000RNA processing.mRNA silencing.miRNA pathway.DCL1-HYL1 miRNA biogenesis complex.endoribonuclease component DCL1
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.003G050000PTHR12176:SF18 - METHYLTRANSFERASE-LIKE PROTEIN 13 (1 of 1)Phvul.003G050000not assigned.not annotated
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.003G050000PTHR12176:SF18 - METHYLTRANSFERASE-LIKE PROTEIN 13 (1 of 1)Phvul.003G050000not assigned.not annotated
Eukaryotic aspartyl protease family proteinPhvul.004G050550PF13650 - Aspartyl protease (Asp_protease_2)  (1 of 2)Phvul.004G050550not assigned.not annotated
Eukaryotic aspartyl protease family proteinPhvul.004G050550PF13650 - Aspartyl protease (Asp_protease_2)  (1 of 2)Phvul.004G050550not assigned.not annotated
syntaxin of plants 71 Phvul.005G136500K08506 - syntaxin of plants SYP7 (SYP7)  (1 of 2)Phvul.005G136500Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qc-type SNARE components.SYP7-group component
Ankyrin repeat family protein Phvul.006G105000PTHR12447:SF8 - ANKYRIN REPEAT-CONTAINING PROTEIN (1 of 2)Phvul.006G105000not assigned.not annotated
Ankyrin repeat family protein Phvul.006G105000PTHR12447:SF8 - ANKYRIN REPEAT-CONTAINING PROTEIN (1 of 2)Phvul.006G105000not assigned.not annotated
cytochrome c oxidase 10 Phvul.007G006700K02257 - protoheme IX farnesyltransferase (COX10)  (1 of 1)Phvul.007G006700not assigned.annotated
cytochrome c oxidase 10 Phvul.007G006700K02257 - protoheme IX farnesyltransferase (COX10)  (1 of 1)Phvul.007G006700not assigned.annotated
Protein of unknown function (DUF1624)Phvul.007G216500K10532 - heparan-alpha-glucosaminide N-acetyltransferase (HGSNAT)  (1 of 6)Phvul.007G216500not assigned.not annotated
Protein of unknown function (DUF1624)Phvul.007G216500K10532 - heparan-alpha-glucosaminide N-acetyltransferase (HGSNAT)  (1 of 6)Phvul.007G216500not assigned.not annotated
Protein of unknown function (DUF1624)Phvul.007G216500K10532 - heparan-alpha-glucosaminide N-acetyltransferase (HGSNAT)  (1 of 6)Phvul.007G216500not assigned.not annotated
Protein of unknown function (DUF1624)Phvul.007G216500K10532 - heparan-alpha-glucosaminide N-acetyltransferase (HGSNAT)  (1 of 6)Phvul.007G216500not assigned.not annotated
Protein of unknown function (DUF1624)Phvul.007G216500K10532 - heparan-alpha-glucosaminide N-acetyltransferase (HGSNAT)  (1 of 6)Phvul.007G216500not assigned.not annotated
Protein of unknown function (DUF1624)Phvul.007G216500K10532 - heparan-alpha-glucosaminide N-acetyltransferase (HGSNAT)  (1 of 6)Phvul.007G216500not assigned.not annotated
Cystathionine beta-synthase (CBS) family proteinPhvul.008G055300PTHR13780:SF46 - CBS DOMAIN-CONTAINING PROTEIN CBSX6 (1 of 1)Phvul.008G055300not assigned.annotated
Outer arm dynein light chain 1 protein Phvul.008G173900PTHR24365:SF368 - OUTER ARM DYNEIN LIGHT CHAIN 1 PROTEIN (1 of 3)Phvul.008G173900not assigned.not annotated
Outer arm dynein light chain 1 protein Phvul.008G173900PTHR24365:SF368 - OUTER ARM DYNEIN LIGHT CHAIN 1 PROTEIN (1 of 3)Phvul.008G173900not assigned.not annotated
Outer arm dynein light chain 1 protein Phvul.008G173900PTHR24365:SF368 - OUTER ARM DYNEIN LIGHT CHAIN 1 PROTEIN (1 of 3)Phvul.008G173900not assigned.not annotated
Outer arm dynein light chain 1 protein Phvul.008G173900PTHR24365:SF368 - OUTER ARM DYNEIN LIGHT CHAIN 1 PROTEIN (1 of 3)Phvul.008G173900not assigned.not annotated

0 0 0 Phvul.011G132801not assigned.not annotated
0 0 0 Phvul.011G132801not assigned.not annotated
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Ubiquitin-conjugating enzyme family proteinPhvul.011G157600PTHR24067:SF100 - UBIQUITIN-CONJUGATING ENZYME FAMILY PROTEIN-RELATED (1 of 2)Phvul.011G157600not assigned.not annotated
Ubiquitin-conjugating enzyme family proteinPhvul.011G157600PTHR24067:SF100 - UBIQUITIN-CONJUGATING ENZYME FAMILY PROTEIN-RELATED (1 of 2)Phvul.011G157600not assigned.not annotated
Ubiquitin-conjugating enzyme family proteinPhvul.011G157600PTHR24067:SF100 - UBIQUITIN-CONJUGATING ENZYME FAMILY PROTEIN-RELATED (1 of 2)Phvul.011G157600not assigned.not annotated
Ubiquitin-conjugating enzyme family proteinPhvul.011G157600PTHR24067:SF100 - UBIQUITIN-CONJUGATING ENZYME FAMILY PROTEIN-RELATED (1 of 2)Phvul.011G157600not assigned.not annotated
Ubiquitin-conjugating enzyme family proteinPhvul.011G157600PTHR24067:SF100 - UBIQUITIN-CONJUGATING ENZYME FAMILY PROTEIN-RELATED (1 of 2)Phvul.011G157600not assigned.not annotated
Ubiquitin-conjugating enzyme family proteinPhvul.011G157600PTHR24067:SF100 - UBIQUITIN-CONJUGATING ENZYME FAMILY PROTEIN-RELATED (1 of 2)Phvul.011G157600not assigned.not annotated
acyl-CoA-binding domain 3 Phvul.001G026200PTHR23310:SF14 - PROTEIN ACBP-7 (1 of 2)Phvul.001G026200not assigned.annotated
acyl-CoA-binding domain 3 Phvul.001G026200PTHR23310:SF14 - PROTEIN ACBP-7 (1 of 2)Phvul.001G026200not assigned.annotated
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.001G141300KOG0148//KOG4205 - Apoptosis-promoting RNA-binding protein TIA-1/TIAR (RRM superfamily) // RNA-binding protein musashi/mRNA cleavage and polyadenylation factor I complex, subunit HRP1 (1 of 2)Phvul.001G141300not assigned.annotated
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.001G141300KOG0148//KOG4205 - Apoptosis-promoting RNA-binding protein TIA-1/TIAR (RRM superfamily) // RNA-binding protein musashi/mRNA cleavage and polyadenylation factor I complex, subunit HRP1 (1 of 2)Phvul.001G141300not assigned.annotated
Pyridoxal-5\'-phosphate-dependent enzyme family proteinPhvul.001G256400PTHR10314//PTHR10314:SF70 - SER/THR DEHYDRATASE, TRP SYNTHASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G256400not assigned.annotated
Pyridoxal-5\'-phosphate-dependent enzyme family proteinPhvul.001G256400PTHR10314//PTHR10314:SF70 - SER/THR DEHYDRATASE, TRP SYNTHASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G256400not assigned.annotated
OSBP(oxysterol binding protein)-related protein 1DPhvul.001G256600PTHR10972:SF67 - OXYSTEROL-BINDING PROTEIN-RELATED PROTEIN 1D (1 of 3)Phvul.001G256600not assigned.annotated
OSBP(oxysterol binding protein)-related protein 1DPhvul.001G256600PTHR10972:SF67 - OXYSTEROL-BINDING PROTEIN-RELATED PROTEIN 1D (1 of 3)Phvul.001G256600not assigned.annotated
phosphoglucosamine mutase-related Phvul.002G0036005.4.2.3 - Phosphoacetylglucosamine mutase / N-acetylglucosamine-phosphate mutase (1 of 1)Phvul.002G003600Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-N-acetylglucosamine biosynthesis.de novo biosynthesis.N-acetylglucosamine-phosphate mutase
phosphoglucosamine mutase-related Phvul.002G0036005.4.2.3 - Phosphoacetylglucosamine mutase / N-acetylglucosamine-phosphate mutase (1 of 1)Phvul.002G003600Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-N-acetylglucosamine biosynthesis.de novo biosynthesis.N-acetylglucosamine-phosphate mutase
C2H2 and C2HC zinc fingers superfamily protein 0 0 Phvul.002G075900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
C2H2 and C2HC zinc fingers superfamily protein 0 0 Phvul.002G075900RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
beta glucosidase 40 Phvul.002G102800PTHR10353:SF26 - BETA-GLUCOSIDASE 40 (1 of 2)Phvul.002G102800Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase
beta glucosidase 40 Phvul.002G102800PTHR10353:SF26 - BETA-GLUCOSIDASE 40 (1 of 2)Phvul.002G102800Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase
U-box domain-containing protein kinase family proteinPhvul.002G146600PTHR27003:SF81 - U-BOX DOMAIN-CONTAINING PROTEIN 50-RELATED (1 of 1)Phvul.002G146600not assigned.annotated
U-box domain-containing protein kinase family proteinPhvul.002G146600PTHR27003:SF81 - U-BOX DOMAIN-CONTAINING PROTEIN 50-RELATED (1 of 1)Phvul.002G146600not assigned.annotated
U-box domain-containing protein kinase family proteinPhvul.002G146600PTHR27003:SF81 - U-BOX DOMAIN-CONTAINING PROTEIN 50-RELATED (1 of 1)Phvul.002G146600not assigned.annotated
U-box domain-containing protein kinase family proteinPhvul.002G146600PTHR27003:SF81 - U-BOX DOMAIN-CONTAINING PROTEIN 50-RELATED (1 of 1)Phvul.002G146600not assigned.annotated
hydroxyproline-rich glycoprotein family protein 0 0 Phvul.002G158200not assigned.annotated
hydroxyproline-rich glycoprotein family protein 0 0 Phvul.002G158200not assigned.annotated
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.003G013200PTHR10209:SF168 - 2-OXOGLUTARATE (2OG) AND FE(II)-DEPENDENT OXYGENASE SUPERFAMILY PROTEIN-RELATED (1 of 3)Phvul.003G013200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen
eukaryotic elongation factor 5A-1 Phvul.003G156333K03263 - translation initiation factor 5A (EIF5A)  (1 of 4)Phvul.003G156333Protein biosynthesis.translation elongation.eEF5 poly-P/G elongation factor activity.poly-P/G elongation factor (eEF5/eIF5A)
eukaryotic elongation factor 5A-1 Phvul.003G156333K03263 - translation initiation factor 5A (EIF5A)  (1 of 4)Phvul.003G156333Protein biosynthesis.translation elongation.eEF5 poly-P/G elongation factor activity.poly-P/G elongation factor (eEF5/eIF5A)

0 0 0 Phvul.003G179800not assigned.not annotated
0 0 0 Phvul.003G179800not assigned.not annotated
0 0 0 Phvul.003G179800not assigned.not annotated

hydroxyproline-rich glycoprotein family proteinPhvul.003G261400PTHR13208 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 4 (1 of 1)Phvul.003G261400RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.middle module.component MED4
hydroxyproline-rich glycoprotein family proteinPhvul.003G261400PTHR13208 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 4 (1 of 1)Phvul.003G261400RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.middle module.component MED4
hydroxyproline-rich glycoprotein family proteinPhvul.003G261400PTHR13208 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 4 (1 of 1)Phvul.003G261400RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.middle module.component MED4
hydroxyproline-rich glycoprotein family proteinPhvul.003G261400PTHR13208 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 4 (1 of 1)Phvul.003G261400RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.middle module.component MED4
3-methylcrotonyl-CoA carboxylase Phvul.003G291600K01969 - 3-methylcrotonyl-CoA carboxylase beta subunit (E6.4.1.4B)  (1 of 1)Phvul.003G291600Amino acid metabolism.degradation.branched-chain amino acid.leucine.methylcrotonoyl-CoA carboxylase heterodimer.subunit beta
3-methylcrotonyl-CoA carboxylase Phvul.003G291600K01969 - 3-methylcrotonyl-CoA carboxylase beta subunit (E6.4.1.4B)  (1 of 1)Phvul.003G291600Amino acid metabolism.degradation.branched-chain amino acid.leucine.methylcrotonoyl-CoA carboxylase heterodimer.subunit beta
3-methylcrotonyl-CoA carboxylase Phvul.003G291600K01969 - 3-methylcrotonyl-CoA carboxylase beta subunit (E6.4.1.4B)  (1 of 1)Phvul.003G291600Amino acid metabolism.degradation.branched-chain amino acid.leucine.methylcrotonoyl-CoA carboxylase heterodimer.subunit beta
3-methylcrotonyl-CoA carboxylase Phvul.003G291600K01969 - 3-methylcrotonyl-CoA carboxylase beta subunit (E6.4.1.4B)  (1 of 1)Phvul.003G291600Amino acid metabolism.degradation.branched-chain amino acid.leucine.methylcrotonoyl-CoA carboxylase heterodimer.subunit beta
Integrase-type DNA-binding superfamily proteinPhvul.004G068900PTHR31677:SF5 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR LEP (1 of 2)Phvul.004G068900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (ERF)
Integrase-type DNA-binding superfamily proteinPhvul.004G068900PTHR31677:SF5 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR LEP (1 of 2)Phvul.004G068900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (ERF)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.005G069600PTHR23069//PTHR23069:SF3 - TAT-BINDING HOMOLOG 7 // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G069600DNA damage response.homologous recombination repair (HR).BRCA1‚ÄìBARD1 DNA-damage response heterodimer.component BRCA1|BARD1
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G157700PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.007G157700not assigned.annotated
WD-40 repeat family protein / small nuclear ribonucleoprotein Prp4p-relatedPhvul.007G249600K12662 - U4/U6 small nuclear ribonucleoprotein PRP4 (PRPF4, PRP4)  (1 of 1)Phvul.007G249600RNA processing.pre-mRNA splicing.U2-type-intron-specific major spliceosome.U4/U6 small nuclear ribonucleoprotein particle (snRNP).protein factor (PRPF4)
Werner syndrome-like exonuclease Phvul.008G111200PTHR13620 - 3-5 EXONUCLEASE (1 of 10)Phvul.008G111200not assigned.annotated
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Werner syndrome-like exonuclease Phvul.008G111200PTHR13620 - 3-5 EXONUCLEASE (1 of 10)Phvul.008G111200not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G230800PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.008G230800not assigned.annotated

0 Phvul.009G080800PF02042 - RWP-RK domain (RWP-RK)  (1 of 12)Phvul.009G080800not assigned.not annotated
0 Phvul.009G080800PF02042 - RWP-RK domain (RWP-RK)  (1 of 12)Phvul.009G080800not assigned.not annotated

HEAT repeat ;HECT-domain (ubiquitin-transferase)Phvul.009G119700PTHR11254:SF73 - E3 UBIQUITIN-PROTEIN LIGASE TRIP12 (1 of 2)Phvul.009G119700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)
HEAT repeat ;HECT-domain (ubiquitin-transferase)Phvul.009G119700PTHR11254:SF73 - E3 UBIQUITIN-PROTEIN LIGASE TRIP12 (1 of 2)Phvul.009G119700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.010G119500KOG0131//KOG0144 - Splicing factor 3b, subunit 4 // RNA-binding protein CUGBP1/BRUNO (RRM superfamily) (1 of 1)Phvul.010G119500not assigned.annotated

0 0 0 Phvul.011G008600not assigned.not annotated
0 0 0 Phvul.011G008600not assigned.not annotated

homolog of yeast autophagy 18 (ATG18) GPhvul.011G140900PTHR13268:SF1 - AUTOPHAGY-RELATED PROTEIN 18F (1 of 2)Phvul.011G140900Protein homeostasis.autophagy.ATG9-2-18 membrane shuttling complex.components.component ATG18
homolog of yeast autophagy 18 (ATG18) GPhvul.011G140900PTHR13268:SF1 - AUTOPHAGY-RELATED PROTEIN 18F (1 of 2)Phvul.011G140900Protein homeostasis.autophagy.ATG9-2-18 membrane shuttling complex.components.component ATG18
RING/U-box superfamily protein Phvul.011G169222PTHR14155:SF102 - RING ZINC FINGER-CONTAINING PROTEIN (1 of 4)Phvul.011G169222not assigned.not annotated
dynamin-like 3 Phvul.011G215900PTHR11566//PTHR11566:SF69 - DYNAMIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G215900Vesicle trafficking.clathrin coated vesicle (CCV) machinery.CCV plasma membrane detachment.dynamin (DRP2)
dynamin-like 3 Phvul.011G215900PTHR11566//PTHR11566:SF69 - DYNAMIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G215900Vesicle trafficking.clathrin coated vesicle (CCV) machinery.CCV plasma membrane detachment.dynamin (DRP2)

0 Phvul.001G096200KOG0508//KOG4214//KOG4412 - Ankyrin repeat protein // Myotrophin and similar proteins // 26S proteasome regulatory complex, subunit PSMD10 (1 of 1)Phvul.001G096200not assigned.not annotated
cationic amino acid transporter 2 Phvul.001G104700K13863 - solute carrier family 7 (cationic amino acid transporter), member 1 (SLC7A1, ATRC1)  (1 of 3)Phvul.001G104700Solute transport.carrier-mediated transport.APC superfamily.APC family.cationic amino acid transporter (CAT)
cationic amino acid transporter 2 Phvul.001G104700K13863 - solute carrier family 7 (cationic amino acid transporter), member 1 (SLC7A1, ATRC1)  (1 of 3)Phvul.001G104700Solute transport.carrier-mediated transport.APC superfamily.APC family.cationic amino acid transporter (CAT)
cationic amino acid transporter 2 Phvul.001G104700K13863 - solute carrier family 7 (cationic amino acid transporter), member 1 (SLC7A1, ATRC1)  (1 of 3)Phvul.001G104700Solute transport.carrier-mediated transport.APC superfamily.APC family.cationic amino acid transporter (CAT)
cationic amino acid transporter 2 Phvul.001G104700K13863 - solute carrier family 7 (cationic amino acid transporter), member 1 (SLC7A1, ATRC1)  (1 of 3)Phvul.001G104700Solute transport.carrier-mediated transport.APC superfamily.APC family.cationic amino acid transporter (CAT)
cellulose synthase-like D5 Phvul.001G211000K00770 - 1,4-beta-D-xylan synthase (E2.4.2.24)  (1 of 1)Phvul.001G211000Cell wall organisation.hemicellulose.heteromannan.biosynthesis.mannan synthase activities.mannan synthase (CSLD)
cellulose synthase-like D5 Phvul.001G211000K00770 - 1,4-beta-D-xylan synthase (E2.4.2.24)  (1 of 1)Phvul.001G211000Cell wall organisation.hemicellulose.heteromannan.biosynthesis.mannan synthase activities.mannan synthase (CSLD)
Alkaline-phosphatase-like family proteinPhvul.002G147900K05310 - ethanolaminephosphotransferase (GPI7)  (1 of 1)Phvul.002G147900not assigned.not annotated
Alkaline-phosphatase-like family proteinPhvul.002G147900K05310 - ethanolaminephosphotransferase (GPI7)  (1 of 1)Phvul.002G147900not assigned.not annotated
Alkaline-phosphatase-like family proteinPhvul.002G147900K05310 - ethanolaminephosphotransferase (GPI7)  (1 of 1)Phvul.002G147900not assigned.not annotated
Alkaline-phosphatase-like family proteinPhvul.002G147900K05310 - ethanolaminephosphotransferase (GPI7)  (1 of 1)Phvul.002G147900not assigned.not annotated
cytochrome P450, family 77, subfamily A, polypeptide 5 pseudogenePhvul.002G182700PTHR13794 - ENOLASE SUPERFAMILY, MANDELATE RACEMASE (1 of 1)Phvul.002G182700not assigned.annotated
cytochrome P450, family 77, subfamily A, polypeptide 5 pseudogenePhvul.002G182700PTHR13794 - ENOLASE SUPERFAMILY, MANDELATE RACEMASE (1 of 1)Phvul.002G182700not assigned.annotated
Protein of unknown function (DUF1644)Phvul.002G202300PF07800 - Protein of unknown function (DUF1644) (DUF1644)  (1 of 7)Phvul.002G202300not assigned.not annotated

0 0 0 Phvul.002G238000not assigned.annotated
0 0 0 Phvul.002G267100not assigned.not annotated
0 0 0 Phvul.002G267100not assigned.not annotated

F-box family protein Phvul.002G274400PF00646 - F-box domain (F-box)  (1 of 135)Phvul.002G274400not assigned.annotated
F-box family protein Phvul.002G274400PF00646 - F-box domain (F-box)  (1 of 135)Phvul.002G274400not assigned.annotated
F-box family protein Phvul.002G274400PF00646 - F-box domain (F-box)  (1 of 135)Phvul.002G274400not assigned.annotated
F-box family protein Phvul.002G274400PF00646 - F-box domain (F-box)  (1 of 135)Phvul.002G274400not assigned.annotated
Protein kinase protein with adenine nucleotide alpha hydrolases-like domainPhvul.002G3045002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G304500Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (PERK-related)
Glutaredoxin family protein Phvul.002G327900PTHR10168:SF44 - GLUTAREDOXIN DOMAIN-CONTAINING CYSTEINE-RICH PROTEIN CG12206-RELATED (1 of 1)Phvul.002G327900not assigned.annotated
Glutaredoxin family protein Phvul.002G327900PTHR10168:SF44 - GLUTAREDOXIN DOMAIN-CONTAINING CYSTEINE-RICH PROTEIN CG12206-RELATED (1 of 1)Phvul.002G327900not assigned.annotated
allene oxide synthase Phvul.003G010700K01723 - hydroperoxide dehydratase (AOS)  (1 of 5)Phvul.003G010700Phytohormone action.jasmonic acid.biosynthesis.allene oxidase synthase (AOS)
amino acid transporter 1 Phvul.003G023101PTHR11785:SF230 - CATIONIC AMINO ACID TRANSPORTER 1 (1 of 3)Phvul.003G023101Solute transport.carrier-mediated transport.APC superfamily.APC family.cationic amino acid transporter (CAT)
amino acid transporter 1 Phvul.003G023101PTHR11785:SF230 - CATIONIC AMINO ACID TRANSPORTER 1 (1 of 3)Phvul.003G023101Solute transport.carrier-mediated transport.APC superfamily.APC family.cationic amino acid transporter (CAT)
Adenosylmethionine decarboxylase family proteinPhvul.003G0442004.1.1.50 - Adenosylmethionine decarboxylase / S-adenosyl-L-methionine decarboxylase (1 of 4)Phvul.003G044200Polyamine metabolism.spermidine biosynthesis.S-adenosyl methionine decarboxylase
Adenosylmethionine decarboxylase family proteinPhvul.003G0442004.1.1.50 - Adenosylmethionine decarboxylase / S-adenosyl-L-methionine decarboxylase (1 of 4)Phvul.003G044200Polyamine metabolism.spermidine biosynthesis.S-adenosyl methionine decarboxylase
SLAC1 homologue 1 Phvul.003G080700PF03595 - Voltage-dependent anion channel (SLAC1)  (1 of 5)Phvul.003G080700Solute transport.channels.anion channel (SLAC)
Leucine-rich repeat protein kinase family proteinPhvul.003G090000PTHR27003:SF15 - LEUCINE-RICH REPEAT PROTEIN KINASE-LIKE PROTEIN (1 of 3)Phvul.003G090000Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-VIII protein kinase families.protein kinase (LRR-VIII-1)
Leucine-rich repeat protein kinase family proteinPhvul.003G090000PTHR27003:SF15 - LEUCINE-RICH REPEAT PROTEIN KINASE-LIKE PROTEIN (1 of 3)Phvul.003G090000Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-VIII protein kinase families.protein kinase (LRR-VIII-1)
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multifunctional protein 2 Phvul.003G0965001.1.1.35//4.2.1.17//4.2.1.55//5.1.2.3//5.3.3.8 - 3-hydroxyacyl-CoA dehydrogenase / Beta-keto-reductase // Enoyl-CoA hydratase / Unsaturated acyl-CoA hydratase // 3-hydroxybutyryl-CoA dehydratase / Crotonase // Dodecenoyl-CoA isomerase / Dodecenoyl-CoA Delta-isomerase (1 of 2)Phvul.003G096500Lipid metabolism.lipid degradation.fatty acid degradation.core beta-oxidation.multifunctional enzyme (MFP)
Nucleic acid-binding proteins superfamilyPhvul.003G113900PTHR36033:SF1 - NUCLEIC ACID-BINDING PROTEIN-RELATED (1 of 1)Phvul.003G113900not assigned.not annotated
Nucleic acid-binding proteins superfamilyPhvul.003G113900PTHR36033:SF1 - NUCLEIC ACID-BINDING PROTEIN-RELATED (1 of 1)Phvul.003G113900not assigned.not annotated
MIF4G domain-containing protein / MA3 domain-containing proteinPhvul.003G154900PTHR23253//PTHR23253:SF32 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4 GAMMA // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G154900Protein biosynthesis.translation initiation.mRNA loading.eIF-iso4F unwinding complex.component eIF-iso4G
MIF4G domain-containing protein / MA3 domain-containing proteinPhvul.003G154900PTHR23253//PTHR23253:SF32 - EUKARYOTIC TRANSLATION INITIATION FACTOR 4 GAMMA // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G154900Protein biosynthesis.translation initiation.mRNA loading.eIF-iso4F unwinding complex.component eIF-iso4G
F-box/RNI-like superfamily protein Phvul.003G209900PF08387 - FBD (FBD)  (1 of 35)Phvul.003G209900not assigned.not annotated
F-box/RNI-like superfamily protein Phvul.003G209900PF08387 - FBD (FBD)  (1 of 35)Phvul.003G209900not assigned.not annotated
tubby like protein 2 Phvul.003G254900PTHR16517:SF40 - TUBBY-LIKE F-BOX PROTEIN 11-RELATED (1 of 2)Phvul.003G254900RNA biosynthesis.transcriptional regulation.transcription factor (TUB)
tubby like protein 2 Phvul.003G254900PTHR16517:SF40 - TUBBY-LIKE F-BOX PROTEIN 11-RELATED (1 of 2)Phvul.003G254900RNA biosynthesis.transcriptional regulation.transcription factor (TUB)
tubby like protein 2 Phvul.003G254900PTHR16517:SF40 - TUBBY-LIKE F-BOX PROTEIN 11-RELATED (1 of 2)Phvul.003G254900RNA biosynthesis.transcriptional regulation.transcription factor (TUB)
tubby like protein 2 Phvul.003G254900PTHR16517:SF40 - TUBBY-LIKE F-BOX PROTEIN 11-RELATED (1 of 2)Phvul.003G254900RNA biosynthesis.transcriptional regulation.transcription factor (TUB)
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.003G295700PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G295700not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.003G295700PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G295700not assigned.annotated

0 0 0 Phvul.005G088636not assigned.annotated
0 0 0 Phvul.005G088636not assigned.annotated

alpha/beta-Hydrolases superfamily proteinPhvul.006G112000PTHR21493//PTHR21493:SF124 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G112000Lipid metabolism.lipid degradation.phospholipase activities.phospholipase A1 activities.phosphatidylglycerol lipase (PLIP1)
alpha/beta-Hydrolases superfamily proteinPhvul.006G112000PTHR21493//PTHR21493:SF124 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G112000Lipid metabolism.lipid degradation.phospholipase activities.phospholipase A1 activities.phosphatidylglycerol lipase (PLIP1)
TCP family transcription factor Phvul.007G015000PTHR31072:SF7 - TRANSCRIPTION FACTOR TCP21-RELATED (1 of 3)Phvul.007G015000Multi-process regulation.circadian clock system.morning element regulation.repression factor (CHE)
glutamine-tRNA ligase, putative / glutaminyl-tRNA synthetase, putative / GlnRS, putativePhvul.007G0288006.1.1.18 - Glutamine--tRNA ligase / Glutaminyl-tRNA synthetase (1 of 1)Phvul.007G028800Protein biosynthesis.aminoacyl-tRNA synthetase activities.glutamine-tRNA ligase
Heavy metal transport/detoxification superfamily protein Phvul.007G038000PTHR22814//PTHR22814:SF150 - COPPER TRANSPORT PROTEIN ATOX1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G038000not assigned.annotated
Heavy metal transport/detoxification superfamily protein Phvul.007G038000PTHR22814//PTHR22814:SF150 - COPPER TRANSPORT PROTEIN ATOX1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G038000not assigned.annotated
ATP sulfurylase 1 Phvul.007G0629002.7.7.4 - Sulfate adenylyltransferase / Sulfurylase (1 of 2)Phvul.007G062900Nutrient uptake.sulfur assimilation.sulfate assimilation.ATP sulfurylase
ATP sulfurylase 1 Phvul.007G0629002.7.7.4 - Sulfate adenylyltransferase / Sulfurylase (1 of 2)Phvul.007G062900Nutrient uptake.sulfur assimilation.sulfate assimilation.ATP sulfurylase
AWPM-19-like family protein Phvul.007G100700PTHR33294:SF5 - AWPM-19-LIKE FAMILY PROTEIN (1 of 1)Phvul.007G100700not assigned.annotated
AWPM-19-like family protein Phvul.007G100700PTHR33294:SF5 - AWPM-19-LIKE FAMILY PROTEIN (1 of 1)Phvul.007G100700not assigned.annotated

0 Phvul.007G149300PF10270 - Membrane magnesium transporter (MMgT)  (1 of 2)Phvul.007G149300Solute transport.channels.magnesium cation transporter (MMgT)
LETM1-like protein Phvul.007G230450PTHR14009:SF9 - LETM1-LIKE PROTEIN (1 of 1)Phvul.007G230450not assigned.not annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046100PF01535//PF12854//PF13041 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 29)Phvul.008G046100RNA processing.organelle machinery.RNA editing.mitochondrial RNA editing factor activities (PPR-type).RNA editing factor (AHG11)

0 Phvul.008G177200PTHR35689:SF1 - F10B6.4 (1 of 2)Phvul.008G177200not assigned.not annotated
0 Phvul.008G177200PTHR35689:SF1 - F10B6.4 (1 of 2)Phvul.008G177200not assigned.not annotated
0 0 0 Phvul.008G181900not assigned.not annotated
0 0 0 Phvul.008G181900not assigned.not annotated

zinc finger (CCCH-type) family protein Phvul.008G260900PTHR14493:SF54 - ZINC FINGER CCCH DOMAIN-CONTAINING PROTEIN 66 (1 of 1)Phvul.008G260900RNA processing.mRNA sequestration.mRNA-binding regulatory factor (TZF)
zinc finger (CCCH-type) family protein Phvul.008G260900PTHR14493:SF54 - ZINC FINGER CCCH DOMAIN-CONTAINING PROTEIN 66 (1 of 1)Phvul.008G260900RNA processing.mRNA sequestration.mRNA-binding regulatory factor (TZF)
zinc finger (CCCH-type) family protein Phvul.008G260900PTHR14493:SF54 - ZINC FINGER CCCH DOMAIN-CONTAINING PROTEIN 66 (1 of 1)Phvul.008G260900RNA processing.mRNA sequestration.mRNA-binding regulatory factor (TZF)
zinc finger (CCCH-type) family protein Phvul.008G260900PTHR14493:SF54 - ZINC FINGER CCCH DOMAIN-CONTAINING PROTEIN 66 (1 of 1)Phvul.008G260900RNA processing.mRNA sequestration.mRNA-binding regulatory factor (TZF)
Transducin/WD40 repeat-like superfamily protein 0 0 Phvul.009G041100not assigned.not annotated
Transducin/WD40 repeat-like superfamily protein 0 0 Phvul.009G041100not assigned.not annotated
Transducin/WD40 repeat-like superfamily protein 0 0 Phvul.009G041100not assigned.not annotated
Transducin/WD40 repeat-like superfamily protein 0 0 Phvul.009G041100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G175100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G175100not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G175100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G175100not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G175100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G175100not assigned.annotated

0 Phvul.009G200500PTHR13677:SF0 - PROTEIN F53H1.3, ISOFORM A (1 of 2)Phvul.009G200500not assigned.not annotated
0 Phvul.009G200500PTHR13677:SF0 - PROTEIN F53H1.3, ISOFORM A (1 of 2)Phvul.009G200500not assigned.not annotated
0 Phvul.009G200500PTHR13677:SF0 - PROTEIN F53H1.3, ISOFORM A (1 of 2)Phvul.009G200500not assigned.not annotated
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0 Phvul.009G200500PTHR13677:SF0 - PROTEIN F53H1.3, ISOFORM A (1 of 2)Phvul.009G200500not assigned.not annotated
GATA transcription factor 10 Phvul.011G080200PTHR10071:SF184 - GATA TRANSCRIPTION FACTOR 10-RELATED (1 of 2)Phvul.011G080200RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (GATA)
GATA transcription factor 10 Phvul.011G080200PTHR10071:SF184 - GATA TRANSCRIPTION FACTOR 10-RELATED (1 of 2)Phvul.011G080200RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (GATA)
cationic amino acid transporter 8 Phvul.011G174000PTHR11785:SF273 - CATIONIC AMINO ACID TRANSPORTER 8, VACUOLAR (1 of 1)Phvul.011G174000Solute transport.carrier-mediated transport.APC superfamily.APC family.cationic amino acid transporter (CAT)
cationic amino acid transporter 8 Phvul.011G174000PTHR11785:SF273 - CATIONIC AMINO ACID TRANSPORTER 8, VACUOLAR (1 of 1)Phvul.011G174000Solute transport.carrier-mediated transport.APC superfamily.APC family.cationic amino acid transporter (CAT)
H/ACA ribonucleoprotein complex, subunit Gar1/Naf1 proteinPhvul.001G110400K11128 - H/ACA ribonucleoprotein complex subunit 1 (GAR1, NOLA1)  (1 of 1)Phvul.001G110400Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.pseudouridylation.H/ACA small nucleolar ribonucleoprotein (snoRNP) rRNA pseudouridylation complex.core component Gar1
VQ motif-containing protein Phvul.001G123400PTHR33624:SF2 - SIGMA FACTOR BINDING PROTEIN 1, CHLOROPLASTIC-RELATED (1 of 1)Phvul.001G123400External stimuli response.pathogen.defense mechanisms.WRKY33-dependent plant immunity.WRKY33-activating protein (SIB)
VQ motif-containing protein Phvul.001G123400PTHR33624:SF2 - SIGMA FACTOR BINDING PROTEIN 1, CHLOROPLASTIC-RELATED (1 of 1)Phvul.001G123400External stimuli response.pathogen.defense mechanisms.WRKY33-dependent plant immunity.WRKY33-activating protein (SIB)
heat shock transcription factor  A6B Phvul.001G154700PTHR10015//PTHR10015:SF160 - HEAT SHOCK TRANSCRIPTION FACTOR // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G154700RNA biosynthesis.transcriptional regulation.transcription factor (HSF)
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.001G179800PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.001G179800not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.001G179800PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.001G179800not assigned.annotated

0 Phvul.001G184000PTHR21737:SF4 - CACTIN (1 of 1)Phvul.001G184000not assigned.annotated
glyceraldehyde-3-phosphate dehydrogenase C subunit 1Phvul.001G259000PTHR10836:SF59 - GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE GAPC1, CYTOSOLIC (1 of 1)Phvul.001G259000Cellular respiration.glycolysis.cytosolic glycolysis.glyceraldehyde 3-phosphate dehydrogenase activities.NAD-dependent glyceraldehyde 3-phosphate dehydrogenase
glyceraldehyde-3-phosphate dehydrogenase C subunit 1Phvul.001G259000PTHR10836:SF59 - GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE GAPC1, CYTOSOLIC (1 of 1)Phvul.001G259000Cellular respiration.glycolysis.cytosolic glycolysis.glyceraldehyde 3-phosphate dehydrogenase activities.NAD-dependent glyceraldehyde 3-phosphate dehydrogenase
C2H2-like zinc finger protein Phvul.002G028100PTHR10593:SF28 - C2H2 AND C2HC ZINC FINGER-CONTAINING PROTEIN (1 of 2)Phvul.002G028100RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
C2H2-like zinc finger protein Phvul.002G028100PTHR10593:SF28 - C2H2 AND C2HC ZINC FINGER-CONTAINING PROTEIN (1 of 2)Phvul.002G028100RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
FORMS APLOID AND BINUCLEATE CELLS 1CPhvul.002G092900PTHR11353:SF101 - 1-PHOSPHATIDYLINOSITOL-3-PHOSPHATE 5-KINASE FAB1C-RELATED (1 of 1)Phvul.002G092900Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 3-phosphate.phosphatidylinositol 3-phosphate 5-kinase (FAB1)
FORMS APLOID AND BINUCLEATE CELLS 1CPhvul.002G092900PTHR11353:SF101 - 1-PHOSPHATIDYLINOSITOL-3-PHOSPHATE 5-KINASE FAB1C-RELATED (1 of 1)Phvul.002G092900Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 3-phosphate.phosphatidylinositol 3-phosphate 5-kinase (FAB1)
Transcription factor jumonji (jmj) family protein / zinc finger (C5HC2 type) family proteinPhvul.002G137100PTHR10694:SF33 - TRANSCRIPTION FACTOR JUMONJI (JMJ) FAMILY PROTEIN / ZINC FINGER (C5HC2 TYPE) FAMILY PROTEIN (1 of 3)Phvul.002G137100RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)

0 Phvul.002G137200PF00076 - RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) (RRM_1)  (1 of 252)Phvul.002G137200not assigned.not annotated
0 Phvul.002G137200PF00076 - RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) (RRM_1)  (1 of 252)Phvul.002G137200not assigned.not annotated

RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.002G139900K14837 - nucleolar protein 12 (NOP12)  (1 of 1)Phvul.002G139900not assigned.not annotated
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.002G139900K14837 - nucleolar protein 12 (NOP12)  (1 of 1)Phvul.002G139900not assigned.not annotated

0 Phvul.002G156300PF14111 - Domain of unknown function (DUF4283) (DUF4283)  (1 of 81)Phvul.002G156300not assigned.not annotated
Auxin efflux carrier family protein Phvul.003G032500K13947 - auxin efflux carrier family (PIN)  (1 of 16)Phvul.003G032500Solute transport.carrier-mediated transport.BART superfamily.AEC family.auxin efflux transporter (PIN)
Auxin efflux carrier family protein Phvul.003G032500K13947 - auxin efflux carrier family (PIN)  (1 of 16)Phvul.003G032500Solute transport.carrier-mediated transport.BART superfamily.AEC family.auxin efflux transporter (PIN)
C2H2-like zinc finger protein Phvul.003G252400PTHR10593:SF28 - C2H2 AND C2HC ZINC FINGER-CONTAINING PROTEIN (1 of 2)Phvul.003G252400RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
C2H2-like zinc finger protein Phvul.003G252400PTHR10593:SF28 - C2H2 AND C2HC ZINC FINGER-CONTAINING PROTEIN (1 of 2)Phvul.003G252400RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
F-box family protein 0 0 Phvul.003G265700not assigned.annotated
3-methylcrotonyl-CoA carboxylase Phvul.003G291600K01969 - 3-methylcrotonyl-CoA carboxylase beta subunit (E6.4.1.4B)  (1 of 1)Phvul.003G291600Amino acid metabolism.degradation.branched-chain amino acid.leucine.methylcrotonoyl-CoA carboxylase heterodimer.subunit beta
3-methylcrotonyl-CoA carboxylase Phvul.003G291600K01969 - 3-methylcrotonyl-CoA carboxylase beta subunit (E6.4.1.4B)  (1 of 1)Phvul.003G291600Amino acid metabolism.degradation.branched-chain amino acid.leucine.methylcrotonoyl-CoA carboxylase heterodimer.subunit beta
3-methylcrotonyl-CoA carboxylase Phvul.003G291600K01969 - 3-methylcrotonyl-CoA carboxylase beta subunit (E6.4.1.4B)  (1 of 1)Phvul.003G291600Amino acid metabolism.degradation.branched-chain amino acid.leucine.methylcrotonoyl-CoA carboxylase heterodimer.subunit beta
3-methylcrotonyl-CoA carboxylase Phvul.003G291600K01969 - 3-methylcrotonyl-CoA carboxylase beta subunit (E6.4.1.4B)  (1 of 1)Phvul.003G291600Amino acid metabolism.degradation.branched-chain amino acid.leucine.methylcrotonoyl-CoA carboxylase heterodimer.subunit beta
chromomethylase 3 Phvul.004G176100PTHR10629:SF28 - DNA (CYTOSINE-5)-METHYLTRANSFERASE CMT3 (1 of 1)Phvul.004G176100Chromatin organisation.DNA methylation.RNA-independent DNA methylation.DNA chromomethylase (CMT)
Thioredoxin family protein Phvul.005G001500PTHR11260:SF136 - THIOREDOXIN FAMILY PROTEIN (1 of 1)Phvul.005G001500not assigned.not annotated
Thioredoxin family protein Phvul.005G001500PTHR11260:SF136 - THIOREDOXIN FAMILY PROTEIN (1 of 1)Phvul.005G001500not assigned.not annotated
ATP-citrate lyase A-2 Phvul.005G043500KOG1254 - ATP-citrate lyase (1 of 1)Phvul.005G043500Lipid metabolism.fatty acid biosynthesis.citrate shuttle.ATP-dependent citrate lyase heterodimer.alpha chain
ATP-citrate lyase A-2 Phvul.005G043500KOG1254 - ATP-citrate lyase (1 of 1)Phvul.005G043500Lipid metabolism.fatty acid biosynthesis.citrate shuttle.ATP-dependent citrate lyase heterodimer.alpha chain
disease resistance protein (TIR-NBS-LRR class)Phvul.005G093400PTHR11017//PTHR11017:SF174 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 4)Phvul.005G093400not assigned.annotated

0 Phvul.005G131700PF00076//PF14111 - RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) (RRM_1)  // Domain of unknown function (DUF4283) (DUF4283)  (1 of 38)Phvul.005G131700not assigned.not annotated
tubby like protein 8 Phvul.005G183800PTHR16517:SF27 - TUBBY-LIKE PROTEIN 8 (1 of 1)Phvul.005G183800RNA biosynthesis.transcriptional regulation.transcription factor (TUB)
tubby like protein 8 Phvul.005G183800PTHR16517:SF27 - TUBBY-LIKE PROTEIN 8 (1 of 1)Phvul.005G183800RNA biosynthesis.transcriptional regulation.transcription factor (TUB)
HXXXD-type acyl-transferase family proteinPhvul.006G098700PTHR31642:SF9 - (Z)-3-HEXEN-1-OL ACETYLTRANSFERASE (1 of 8)Phvul.006G098700Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase
NPR1-like protein 3 Phvul.006G131400PTHR24413:SF124 - REGULATORY PROTEIN NPR3-RELATED (1 of 1)Phvul.006G131400Phytohormone action.salicylic acid.perception and signal transduction.receptor protein (NPR3|4)
NPR1-like protein 3 Phvul.006G131400PTHR24413:SF124 - REGULATORY PROTEIN NPR3-RELATED (1 of 1)Phvul.006G131400Phytohormone action.salicylic acid.perception and signal transduction.receptor protein (NPR3|4)
UDP-Glycosyltransferase superfamily proteinPhvul.006G208400PTHR11926//PTHR11926:SF227 - GLUCOSYL/GLUCURONOSYL TRANSFERASES // SUBFAMILY NOT NAMED (1 of 4)Phvul.006G208400Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase
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UDP-Glycosyltransferase superfamily proteinPhvul.006G208400PTHR11926//PTHR11926:SF227 - GLUCOSYL/GLUCURONOSYL TRANSFERASES // SUBFAMILY NOT NAMED (1 of 4)Phvul.006G208400Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase
Family of unknown function (DUF566) Phvul.007G043900PTHR31807:SF4 - PROTEIN SNOWY COTYLEDON 3-RELATED (1 of 1)Phvul.007G043900not assigned.annotated
Family of unknown function (DUF566) Phvul.007G043900PTHR31807:SF4 - PROTEIN SNOWY COTYLEDON 3-RELATED (1 of 1)Phvul.007G043900not assigned.annotated
Family of unknown function (DUF566) Phvul.007G043900PTHR31807:SF4 - PROTEIN SNOWY COTYLEDON 3-RELATED (1 of 1)Phvul.007G043900not assigned.annotated
Family of unknown function (DUF566) Phvul.007G043900PTHR31807:SF4 - PROTEIN SNOWY COTYLEDON 3-RELATED (1 of 1)Phvul.007G043900not assigned.annotated
NAD(P)-linked oxidoreductase superfamily proteinPhvul.007G062100PTHR11732//PTHR11732:SF243 - ALDO/KETO REDUCTASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G062100Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor
heat shock transcription factor  B2A Phvul.007G067800PTHR10015:SF168 - HEAT STRESS TRANSCRIPTION FACTOR B-2A (1 of 2)Phvul.007G067800RNA biosynthesis.transcriptional regulation.transcription factor (HSF)
Protein of unknown function (DUF677) Phvul.007G080900PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.007G080900not assigned.annotated
Protein of unknown function (DUF677) Phvul.007G080900PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.007G080900not assigned.annotated
Protein of unknown function (DUF677) Phvul.007G080900PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.007G080900not assigned.annotated
Protein of unknown function (DUF677) Phvul.007G080900PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.007G080900not assigned.annotated
Homeodomain-like superfamily protein Phvul.007G139300PTHR31499:SF9 - MYB FAMILY TRANSCRIPTION FACTOR (1 of 2)Phvul.007G139300RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)
Homeodomain-like superfamily protein Phvul.007G139300PTHR31499:SF9 - MYB FAMILY TRANSCRIPTION FACTOR (1 of 2)Phvul.007G139300RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)
Protein of unknown function (DUF581) Phvul.007G173400PF04570 - zinc-finger of the FCS-type, C2-C2 (zf-FLZ)  (1 of 19)Phvul.007G173400Multi-process regulation.SnRK1-kinase regulatory system.SnRK1-interacting factor (FLZ)
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.007G246700PTHR31707:SF38 - PECTINESTERASE/PECTINESTERASE INHIBITOR 20-RELATED (1 of 4)Phvul.007G246700Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterase
Ribosomal protein L7Ae/L30e/S12e/Gadd45 family proteinPhvul.007G274200K02936 - large subunit ribosomal protein L7Ae (RP-L7Ae, RPL7A)  (1 of 2)Phvul.007G274200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU proteome.component RPL7a
Ribosomal protein L7Ae/L30e/S12e/Gadd45 family proteinPhvul.007G274200K02936 - large subunit ribosomal protein L7Ae (RP-L7Ae, RPL7A)  (1 of 2)Phvul.007G274200Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU proteome.component RPL7a
C-terminal domain phosphatase-like 3 Phvul.008G019000PTHR23081:SF2 - RNA POLYMERASE II C-TERMINAL DOMAIN PHOSPHATASE-LIKE 3 (1 of 1)Phvul.008G019000Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.FCP phosphatase families.subcluster H/CPL3-4 phosphatase
non-intrinsic ABC protein 11 Phvul.008G055500PTHR24220:SF441 - PROTEIN TRIGALACTOSYLDIACYLGLYCEROL 3, CHLOROPLASTIC (1 of 1)Phvul.008G055500Lipid metabolism.lipid trafficking.endoplasmic reticulum-plastid lipid transfer.TGD lipid importer complex.ATPase component TGD3
non-intrinsic ABC protein 11 Phvul.008G055500PTHR24220:SF441 - PROTEIN TRIGALACTOSYLDIACYLGLYCEROL 3, CHLOROPLASTIC (1 of 1)Phvul.008G055500Lipid metabolism.lipid trafficking.endoplasmic reticulum-plastid lipid transfer.TGD lipid importer complex.ATPase component TGD3
GRAS family transcription factor Phvul.008G077000PTHR31636:SF12 - PROTEIN SCARECROW (1 of 1)Phvul.008G077000External stimuli response.gravity.sensing and signalling.transcription factor (SCR)
prenylated RAB acceptor 1.A1 Phvul.008G114700PTHR12859 - PRA1 PROTEIN (1 of 1)Phvul.008G114700Vesicle trafficking.regulation of membrane tethering and fusion.RAB-GTPase membrane association.RAB-GDI displacement factor (GDF) activities.A-class Rab-GDF protein
prenylated RAB acceptor 1.A1 Phvul.008G114700PTHR12859 - PRA1 PROTEIN (1 of 1)Phvul.008G114700Vesicle trafficking.regulation of membrane tethering and fusion.RAB-GTPase membrane association.RAB-GDI displacement factor (GDF) activities.A-class Rab-GDF protein
Lycopene beta/epsilon cyclase protein Phvul.008G211500PTHR32098:SF5 - LYCOPENE BETA/EPSILON CYCLASE PROTEIN (1 of 1)Phvul.008G211500not assigned.not annotated
Lycopene beta/epsilon cyclase protein Phvul.008G211500PTHR32098:SF5 - LYCOPENE BETA/EPSILON CYCLASE PROTEIN (1 of 1)Phvul.008G211500not assigned.not annotated
Lycopene beta/epsilon cyclase protein Phvul.008G211500PTHR32098:SF5 - LYCOPENE BETA/EPSILON CYCLASE PROTEIN (1 of 1)Phvul.008G211500not assigned.not annotated
Lycopene beta/epsilon cyclase protein Phvul.008G211500PTHR32098:SF5 - LYCOPENE BETA/EPSILON CYCLASE PROTEIN (1 of 1)Phvul.008G211500not assigned.not annotated
translocon at the inner envelope membrane of chloroplasts 110Phvul.008G250000PF16940 - Chloroplast envelope transporter (Tic110)  (1 of 1)Phvul.008G250000Protein translocation.chloroplast.inner envelope TIC translocation system.translocation channel (Tic110)
translocon at the inner envelope membrane of chloroplasts 110Phvul.008G250000PF16940 - Chloroplast envelope transporter (Tic110)  (1 of 1)Phvul.008G250000Protein translocation.chloroplast.inner envelope TIC translocation system.translocation channel (Tic110)

0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated

phosphatidylinositol 4-OH kinase beta1 Phvul.009G149800K00888 - phosphatidylinositol 4-kinase (PI4K)  (1 of 3)Phvul.009G149800Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-beta)
sirtuin 2 Phvul.009G154300PTHR11085:SF6 - NAD-DEPENDENT PROTEIN DEACETYLASE SIRTUIN-4 (1 of 1)Phvul.009G154300Protein modification.acetylation.sirtuin-type lysine deacetylase
sirtuin 2 Phvul.009G154300PTHR11085:SF6 - NAD-DEPENDENT PROTEIN DEACETYLASE SIRTUIN-4 (1 of 1)Phvul.009G154300Protein modification.acetylation.sirtuin-type lysine deacetylase
sirtuin 2 Phvul.009G154300PTHR11085:SF6 - NAD-DEPENDENT PROTEIN DEACETYLASE SIRTUIN-4 (1 of 1)Phvul.009G154300Protein modification.acetylation.sirtuin-type lysine deacetylase
sirtuin 2 Phvul.009G154300PTHR11085:SF6 - NAD-DEPENDENT PROTEIN DEACETYLASE SIRTUIN-4 (1 of 1)Phvul.009G154300Protein modification.acetylation.sirtuin-type lysine deacetylase
sirtuin 2 Phvul.009G154300PTHR11085:SF6 - NAD-DEPENDENT PROTEIN DEACETYLASE SIRTUIN-4 (1 of 1)Phvul.009G154300Protein modification.acetylation.sirtuin-type lysine deacetylase
sirtuin 2 Phvul.009G154300PTHR11085:SF6 - NAD-DEPENDENT PROTEIN DEACETYLASE SIRTUIN-4 (1 of 1)Phvul.009G154300Protein modification.acetylation.sirtuin-type lysine deacetylase
sirtuin 2 Phvul.009G154300PTHR11085:SF6 - NAD-DEPENDENT PROTEIN DEACETYLASE SIRTUIN-4 (1 of 1)Phvul.009G154300Protein modification.acetylation.sirtuin-type lysine deacetylase
sirtuin 2 Phvul.009G154300PTHR11085:SF6 - NAD-DEPENDENT PROTEIN DEACETYLASE SIRTUIN-4 (1 of 1)Phvul.009G154300Protein modification.acetylation.sirtuin-type lysine deacetylase
sirtuin 2 Phvul.009G154300PTHR11085:SF6 - NAD-DEPENDENT PROTEIN DEACETYLASE SIRTUIN-4 (1 of 1)Phvul.009G154300Protein modification.acetylation.sirtuin-type lysine deacetylase
sirtuin 2 Phvul.009G154300PTHR11085:SF6 - NAD-DEPENDENT PROTEIN DEACETYLASE SIRTUIN-4 (1 of 1)Phvul.009G154300Protein modification.acetylation.sirtuin-type lysine deacetylase
Protein kinase superfamily protein Phvul.009G2401002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.009G240100Multi-process regulation.Rop-GTPase regulatory system.GTPase interactive protein kinase (RBK/RRK)
GPCR-type G protein 2 Phvul.011G017800PTHR15948 - G-PROTEIN COUPLED RECEPTOR 89-RELATED (1 of 1)Phvul.011G017800External stimuli response.temperature.cold response.cold sensor (COLD1)
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GPCR-type G protein 2 Phvul.011G017800PTHR15948 - G-PROTEIN COUPLED RECEPTOR 89-RELATED (1 of 1)Phvul.011G017800External stimuli response.temperature.cold response.cold sensor (COLD1)
0 0 0 Phvul.011G100200not assigned.not annotated
0 0 0 Phvul.011G100200not assigned.not annotated
0 Phvul.011G108300PF14111 - Domain of unknown function (DUF4283) (DUF4283)  (1 of 81)Phvul.011G108300not assigned.not annotated

RNI-like superfamily protein Phvul.011G129700PTHR24006:SF466 - F-BOX/LRR-REPEAT PROTEIN 18 (1 of 1)Phvul.011G129700Phytohormone action.strigolactone.perception and signal transduction.signal transducer (MAX2)
RNI-like superfamily protein Phvul.011G129700PTHR24006:SF466 - F-BOX/LRR-REPEAT PROTEIN 18 (1 of 1)Phvul.011G129700Phytohormone action.strigolactone.perception and signal transduction.signal transducer (MAX2)
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.011G140050PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.011G140050not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.011G140050PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.011G140050not assigned.annotated

Page 1448 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

DESCRIPTION
stromal processing peptidase (SPP) (original description: pacid=37176362 transcript=Phvul.002G040800.1 locus=Phvul.002G040800 ID=Phvul.002G040800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37175092 transcript=Phvul.002G112900.2 locus=Phvul.002G112900 ID=Phvul.002G112900.2.v2.1 annot-version=v2.1) & Protein S-acyltransferase 10 OS=Arabidopsis thaliana (sp|q7xa86|zdh11_arath : 318.0)
 (original description: pacid=37175092 transcript=Phvul.002G112900.2 locus=Phvul.002G112900 ID=Phvul.002G112900.2.v2.1 annot-version=v2.1) & Protein S-acyltransferase 10 OS=Arabidopsis thaliana (sp|q7xa86|zdh11_arath : 318.0)
 (original description: pacid=37175092 transcript=Phvul.002G112900.2 locus=Phvul.002G112900 ID=Phvul.002G112900.2.v2.1 annot-version=v2.1) & Protein S-acyltransferase 10 OS=Arabidopsis thaliana (sp|q7xa86|zdh11_arath : 318.0)
 (original description: pacid=37175092 transcript=Phvul.002G112900.2 locus=Phvul.002G112900 ID=Phvul.002G112900.2.v2.1 annot-version=v2.1) & Protein S-acyltransferase 10 OS=Arabidopsis thaliana (sp|q7xa86|zdh11_arath : 318.0)
subunit 11 of RNA polymerase (original description: pacid=37169148 transcript=Phvul.001G016450.1 locus=Phvul.001G016450 ID=Phvul.001G016450.1.v2.1 annot-version=v2.1) &
subunit 11 of RNA polymerase (original description: pacid=37169148 transcript=Phvul.001G016450.1 locus=Phvul.001G016450 ID=Phvul.001G016450.1.v2.1 annot-version=v2.1) &
MFS-type solute transporter (original description: pacid=37177177 transcript=Phvul.002G255100.1 locus=Phvul.002G255100 ID=Phvul.002G255100.1.v2.1 annot-version=v2.1) &
MFS-type solute transporter (original description: pacid=37177177 transcript=Phvul.002G255100.1 locus=Phvul.002G255100 ID=Phvul.002G255100.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177813 transcript=Phvul.002G332500.1 locus=Phvul.002G332500 ID=Phvul.002G332500.1.v2.1 annot-version=v2.1) &
multifunctional phylloquinone biosynthesis protein (PHYLLO) (original description: pacid=37154118 transcript=Phvul.005G022900.2 locus=Phvul.005G022900 ID=Phvul.005G022900.2.v2.1 annot-version=v2.1) &
multifunctional phylloquinone biosynthesis protein (PHYLLO) (original description: pacid=37154118 transcript=Phvul.005G022900.2 locus=Phvul.005G022900 ID=Phvul.005G022900.2.v2.1 annot-version=v2.1) &
profilin actin nucleation protein (original description: pacid=37152607 transcript=Phvul.005G165300.1 locus=Phvul.005G165300 ID=Phvul.005G165300.1.v2.1 annot-version=v2.1) &
profilin actin nucleation protein (original description: pacid=37152607 transcript=Phvul.005G165300.1 locus=Phvul.005G165300 ID=Phvul.005G165300.1.v2.1 annot-version=v2.1) &
transcription factor (Trihelix) (original description: pacid=37173860 transcript=Phvul.006G176000.1 locus=Phvul.006G176000 ID=Phvul.006G176000.1.v2.1 annot-version=v2.1) &
RRF translation ribosome recycling factor (original description: pacid=37164667 transcript=Phvul.007G172400.1 locus=Phvul.007G172400 ID=Phvul.007G172400.1.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
endoribonuclease component DCL1 of DCL1-HYL1 miRNA biogenesis complex (original description: pacid=37149095 transcript=Phvul.009G260000.1 locus=Phvul.009G260000 ID=Phvul.009G260000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145987 transcript=Phvul.003G050000.1 locus=Phvul.003G050000 ID=Phvul.003G050000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145987 transcript=Phvul.003G050000.1 locus=Phvul.003G050000 ID=Phvul.003G050000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
SYP7 group Qc-type SNARE protein (original description: pacid=37152549 transcript=Phvul.005G136500.1 locus=Phvul.005G136500 ID=Phvul.005G136500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37171902 transcript=Phvul.006G105000.1 locus=Phvul.006G105000 ID=Phvul.006G105000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171902 transcript=Phvul.006G105000.1 locus=Phvul.006G105000 ID=Phvul.006G105000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37166785 transcript=Phvul.007G006700.1 locus=Phvul.007G006700 ID=Phvul.007G006700.1.v2.1 annot-version=v2.1) & Protoheme IX farnesyltransferase, mitochondrial OS=Arabidopsis thaliana (sp|o64886|cox10_arath : 442.0)
 (original description: pacid=37166785 transcript=Phvul.007G006700.1 locus=Phvul.007G006700 ID=Phvul.007G006700.1.v2.1 annot-version=v2.1) & Protoheme IX farnesyltransferase, mitochondrial OS=Arabidopsis thaliana (sp|o64886|cox10_arath : 442.0)
 no hits & (original description: pacid=37165957 transcript=Phvul.007G216500.4 locus=Phvul.007G216500 ID=Phvul.007G216500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165957 transcript=Phvul.007G216500.4 locus=Phvul.007G216500 ID=Phvul.007G216500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165957 transcript=Phvul.007G216500.4 locus=Phvul.007G216500 ID=Phvul.007G216500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165957 transcript=Phvul.007G216500.4 locus=Phvul.007G216500 ID=Phvul.007G216500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165957 transcript=Phvul.007G216500.4 locus=Phvul.007G216500 ID=Phvul.007G216500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165957 transcript=Phvul.007G216500.4 locus=Phvul.007G216500 ID=Phvul.007G216500.4.v2.1 annot-version=v2.1)
 (original description: pacid=37160211 transcript=Phvul.008G055300.1 locus=Phvul.008G055300 ID=Phvul.008G055300.1.v2.1 annot-version=v2.1) & CBS domain-containing protein CBSX6 OS=Arabidopsis thaliana (sp|q8gza4|cbsx6_arath : 500.0)
 no hits & (original description: pacid=37161166 transcript=Phvul.008G173900.2 locus=Phvul.008G173900 ID=Phvul.008G173900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161166 transcript=Phvul.008G173900.2 locus=Phvul.008G173900 ID=Phvul.008G173900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161166 transcript=Phvul.008G173900.2 locus=Phvul.008G173900 ID=Phvul.008G173900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161166 transcript=Phvul.008G173900.2 locus=Phvul.008G173900 ID=Phvul.008G173900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155165 transcript=Phvul.011G132801.1 locus=Phvul.011G132801 ID=Phvul.011G132801.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155165 transcript=Phvul.011G132801.1 locus=Phvul.011G132801 ID=Phvul.011G132801.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37155240 transcript=Phvul.011G157600.4 locus=Phvul.011G157600 ID=Phvul.011G157600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155240 transcript=Phvul.011G157600.4 locus=Phvul.011G157600 ID=Phvul.011G157600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155240 transcript=Phvul.011G157600.4 locus=Phvul.011G157600 ID=Phvul.011G157600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155240 transcript=Phvul.011G157600.4 locus=Phvul.011G157600 ID=Phvul.011G157600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155240 transcript=Phvul.011G157600.4 locus=Phvul.011G157600 ID=Phvul.011G157600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155240 transcript=Phvul.011G157600.4 locus=Phvul.011G157600 ID=Phvul.011G157600.4.v2.1 annot-version=v2.1)
 (original description: pacid=37167986 transcript=Phvul.001G026200.1 locus=Phvul.001G026200 ID=Phvul.001G026200.1.v2.1 annot-version=v2.1) & Acyl-CoA-binding domain-containing protein 3 OS=Arabidopsis thaliana (sp|q9stx1|acbp3_arath : 116.0)
 (original description: pacid=37167986 transcript=Phvul.001G026200.1 locus=Phvul.001G026200 ID=Phvul.001G026200.1.v2.1 annot-version=v2.1) & Acyl-CoA-binding domain-containing protein 3 OS=Arabidopsis thaliana (sp|q9stx1|acbp3_arath : 116.0)
 (original description: pacid=37167919 transcript=Phvul.001G141300.1 locus=Phvul.001G141300 ID=Phvul.001G141300.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2C OS=Arabidopsis thaliana (sp|q9lka4|uba2c_arath : 175.0)
 (original description: pacid=37167919 transcript=Phvul.001G141300.1 locus=Phvul.001G141300 ID=Phvul.001G141300.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2C OS=Arabidopsis thaliana (sp|q9lka4|uba2c_arath : 175.0)
 (original description: pacid=37168726 transcript=Phvul.001G256400.1 locus=Phvul.001G256400 ID=Phvul.001G256400.1.v2.1 annot-version=v2.1) & D-cysteine desulfhydrase 2, mitochondrial OS=Arabidopsis thaliana (sp|a1l4v7|dcyd2_arath : 443.0)
 (original description: pacid=37168726 transcript=Phvul.001G256400.1 locus=Phvul.001G256400 ID=Phvul.001G256400.1.v2.1 annot-version=v2.1) & D-cysteine desulfhydrase 2, mitochondrial OS=Arabidopsis thaliana (sp|a1l4v7|dcyd2_arath : 443.0)
 (original description: pacid=37168816 transcript=Phvul.001G256600.1 locus=Phvul.001G256600 ID=Phvul.001G256600.1.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1D OS=Arabidopsis thaliana (sp|q9saf0|orp1d_arath : 1151.0)
 (original description: pacid=37168816 transcript=Phvul.001G256600.1 locus=Phvul.001G256600 ID=Phvul.001G256600.1.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1D OS=Arabidopsis thaliana (sp|q9saf0|orp1d_arath : 1151.0)
N-acetylglucosamine-phosphate mutase (original description: pacid=37177997 transcript=Phvul.002G003600.1 locus=Phvul.002G003600 ID=Phvul.002G003600.1.v2.1 annot-version=v2.1) &
N-acetylglucosamine-phosphate mutase (original description: pacid=37177997 transcript=Phvul.002G003600.1 locus=Phvul.002G003600 ID=Phvul.002G003600.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177254 transcript=Phvul.002G075900.1 locus=Phvul.002G075900 ID=Phvul.002G075900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177254 transcript=Phvul.002G075900.1 locus=Phvul.002G075900 ID=Phvul.002G075900.1.v2.1 annot-version=v2.1) &
Beta-glucosidase 40 OS=Arabidopsis thaliana (sp|q9fze0|bgl40_arath : 833.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 434.9) (original description: pacid=37176972 transcript=Phvul.002G102800.2 locus=Phvul.002G102800 ID=Phvul.002G102800.2.v2.1 annot-version=v2.1) &
Beta-glucosidase 40 OS=Arabidopsis thaliana (sp|q9fze0|bgl40_arath : 833.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 434.9) (original description: pacid=37176972 transcript=Phvul.002G102800.2 locus=Phvul.002G102800 ID=Phvul.002G102800.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37174585 transcript=Phvul.002G146600.2 locus=Phvul.002G146600 ID=Phvul.002G146600.2.v2.1 annot-version=v2.1) & Putative U-box domain-containing protein 50 OS=Arabidopsis thaliana (sp|q9fgd7|pub50_arath : 342.0)
 (original description: pacid=37174585 transcript=Phvul.002G146600.2 locus=Phvul.002G146600 ID=Phvul.002G146600.2.v2.1 annot-version=v2.1) & Putative U-box domain-containing protein 50 OS=Arabidopsis thaliana (sp|q9fgd7|pub50_arath : 342.0)
 (original description: pacid=37174585 transcript=Phvul.002G146600.2 locus=Phvul.002G146600 ID=Phvul.002G146600.2.v2.1 annot-version=v2.1) & Putative U-box domain-containing protein 50 OS=Arabidopsis thaliana (sp|q9fgd7|pub50_arath : 342.0)
 (original description: pacid=37174585 transcript=Phvul.002G146600.2 locus=Phvul.002G146600 ID=Phvul.002G146600.2.v2.1 annot-version=v2.1) & Putative U-box domain-containing protein 50 OS=Arabidopsis thaliana (sp|q9fgd7|pub50_arath : 342.0)
 (original description: pacid=37174703 transcript=Phvul.002G158200.1 locus=Phvul.002G158200 ID=Phvul.002G158200.1.v2.1 annot-version=v2.1) & Uncharacterized protein At1g76660 OS=Arabidopsis thaliana (sp|q9sre5|y1666_arath : 119.0)
 (original description: pacid=37174703 transcript=Phvul.002G158200.1 locus=Phvul.002G158200 ID=Phvul.002G158200.1.v2.1 annot-version=v2.1) & Uncharacterized protein At1g76660 OS=Arabidopsis thaliana (sp|q9sre5|y1666_arath : 119.0)
Probable 2-oxoglutarate/Fe(II)-dependent dioxygenase OS=Papaver somniferum (sp|d4n501|diox2_papso : 230.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 122.3) (original description: pacid=37145792 transcript=Phvul.003G013200.2 locus=Phvul.003G013200 ID=Phvul.003G013200.2.v2.1 annot-version=v2.1) &
poly-P/G elongation factor (eEF5/eIF5A) (original description: pacid=37147810 transcript=Phvul.003G156333.1 locus=Phvul.003G156333 ID=Phvul.003G156333.1.v2.1 annot-version=v2.1) &
poly-P/G elongation factor (eEF5/eIF5A) (original description: pacid=37147810 transcript=Phvul.003G156333.1 locus=Phvul.003G156333 ID=Phvul.003G156333.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145363 transcript=Phvul.003G179800.1 locus=Phvul.003G179800 ID=Phvul.003G179800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145363 transcript=Phvul.003G179800.1 locus=Phvul.003G179800 ID=Phvul.003G179800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145363 transcript=Phvul.003G179800.1 locus=Phvul.003G179800 ID=Phvul.003G179800.1.v2.1 annot-version=v2.1)
component MED4 of middle module of MEDIATOR transcription co-activator complex (original description: pacid=37144783 transcript=Phvul.003G261400.2 locus=Phvul.003G261400 ID=Phvul.003G261400.2.v2.1 annot-version=v2.1) &
component MED4 of middle module of MEDIATOR transcription co-activator complex (original description: pacid=37144783 transcript=Phvul.003G261400.2 locus=Phvul.003G261400 ID=Phvul.003G261400.2.v2.1 annot-version=v2.1) &
component MED4 of middle module of MEDIATOR transcription co-activator complex (original description: pacid=37144783 transcript=Phvul.003G261400.2 locus=Phvul.003G261400 ID=Phvul.003G261400.2.v2.1 annot-version=v2.1) &
component MED4 of middle module of MEDIATOR transcription co-activator complex (original description: pacid=37144783 transcript=Phvul.003G261400.2 locus=Phvul.003G261400 ID=Phvul.003G261400.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
transcription factor (ERF) (original description: pacid=37161639 transcript=Phvul.004G068900.2 locus=Phvul.004G068900 ID=Phvul.004G068900.2.v2.1 annot-version=v2.1) &
transcription factor (ERF) (original description: pacid=37161639 transcript=Phvul.004G068900.2 locus=Phvul.004G068900 ID=Phvul.004G068900.2.v2.1 annot-version=v2.1) &
component BRCA1|BARD1 of BRCA1‚ÄìBARD1 DNA-damage response heterodimer (original description: pacid=37154570 transcript=Phvul.005G069600.1 locus=Phvul.005G069600 ID=Phvul.005G069600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37166946 transcript=Phvul.007G157700.1 locus=Phvul.007G157700 ID=Phvul.007G157700.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g53700, chloroplastic OS=Arabidopsis thaliana (sp|q9lff1|pp281_arath : 948.0)
protein factor PRPF4 of U4/U6 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37166744 transcript=Phvul.007G249600.1 locus=Phvul.007G249600 ID=Phvul.007G249600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37160389 transcript=Phvul.008G111200.1 locus=Phvul.008G111200 ID=Phvul.008G111200.1.v2.1 annot-version=v2.1) & Werner Syndrome-like exonuclease OS=Arabidopsis thaliana (sp|q84lh3|wex_arath : 98.6)
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 (original description: pacid=37160389 transcript=Phvul.008G111200.1 locus=Phvul.008G111200 ID=Phvul.008G111200.1.v2.1 annot-version=v2.1) & Werner Syndrome-like exonuclease OS=Arabidopsis thaliana (sp|q84lh3|wex_arath : 98.6)
 (original description: pacid=37157730 transcript=Phvul.008G230800.1 locus=Phvul.008G230800 ID=Phvul.008G230800.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g34400 OS=Arabidopsis thaliana (sp|o64705|pp184_arath : 608.0)
 no hits & (original description: pacid=37148950 transcript=Phvul.009G080800.1 locus=Phvul.009G080800 ID=Phvul.009G080800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148950 transcript=Phvul.009G080800.1 locus=Phvul.009G080800 ID=Phvul.009G080800.1.v2.1 annot-version=v2.1)
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37148701 transcript=Phvul.009G119700.1 locus=Phvul.009G119700 ID=Phvul.009G119700.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37148701 transcript=Phvul.009G119700.1 locus=Phvul.009G119700 ID=Phvul.009G119700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37143928 transcript=Phvul.010G119500.1 locus=Phvul.010G119500 ID=Phvul.010G119500.1.v2.1 annot-version=v2.1) & RNA-binding protein CP33, chloroplastic OS=Arabidopsis thaliana (sp|q39061|cp33_arath : 102.0)
 no hits & (original description: pacid=37157405 transcript=Phvul.011G008600.1 locus=Phvul.011G008600 ID=Phvul.011G008600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157405 transcript=Phvul.011G008600.1 locus=Phvul.011G008600 ID=Phvul.011G008600.1.v2.1 annot-version=v2.1)
component ATG18 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37154904 transcript=Phvul.011G140900.1 locus=Phvul.011G140900 ID=Phvul.011G140900.1.v2.1 annot-version=v2.1) &
component ATG18 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37154904 transcript=Phvul.011G140900.1 locus=Phvul.011G140900 ID=Phvul.011G140900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155008 transcript=Phvul.011G169222.1 locus=Phvul.011G169222 ID=Phvul.011G169222.1.v2.1 annot-version=v2.1)
DRP2-type clathrin coated vesicle dynamin (original description: pacid=37156922 transcript=Phvul.011G215900.1 locus=Phvul.011G215900 ID=Phvul.011G215900.1.v2.1 annot-version=v2.1) &
DRP2-type clathrin coated vesicle dynamin (original description: pacid=37156922 transcript=Phvul.011G215900.1 locus=Phvul.011G215900 ID=Phvul.011G215900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37167898 transcript=Phvul.001G096200.1 locus=Phvul.001G096200 ID=Phvul.001G096200.1.v2.1 annot-version=v2.1)
cationic amino acid transporter (CAT) (original description: pacid=37167733 transcript=Phvul.001G104700.2 locus=Phvul.001G104700 ID=Phvul.001G104700.2.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37167733 transcript=Phvul.001G104700.2 locus=Phvul.001G104700 ID=Phvul.001G104700.2.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37167733 transcript=Phvul.001G104700.2 locus=Phvul.001G104700 ID=Phvul.001G104700.2.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37167733 transcript=Phvul.001G104700.2 locus=Phvul.001G104700 ID=Phvul.001G104700.2.v2.1 annot-version=v2.1) &
mannan synthase (CSLD) (original description: pacid=37168697 transcript=Phvul.001G211000.1 locus=Phvul.001G211000 ID=Phvul.001G211000.1.v2.1 annot-version=v2.1) &
mannan synthase (CSLD) (original description: pacid=37168697 transcript=Phvul.001G211000.1 locus=Phvul.001G211000 ID=Phvul.001G211000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175952 transcript=Phvul.002G147900.2 locus=Phvul.002G147900 ID=Phvul.002G147900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175952 transcript=Phvul.002G147900.2 locus=Phvul.002G147900 ID=Phvul.002G147900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175952 transcript=Phvul.002G147900.2 locus=Phvul.002G147900 ID=Phvul.002G147900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175952 transcript=Phvul.002G147900.2 locus=Phvul.002G147900 ID=Phvul.002G147900.2.v2.1 annot-version=v2.1)
 (original description: pacid=37177943 transcript=Phvul.002G182700.2 locus=Phvul.002G182700 ID=Phvul.002G182700.2.v2.1 annot-version=v2.1) & L-Ala-D/L-amino acid epimerase OS=Populus trichocarpa (sp|b9i2j6|axep_poptr : 565.0)
 (original description: pacid=37177943 transcript=Phvul.002G182700.2 locus=Phvul.002G182700 ID=Phvul.002G182700.2.v2.1 annot-version=v2.1) & L-Ala-D/L-amino acid epimerase OS=Populus trichocarpa (sp|b9i2j6|axep_poptr : 565.0)
 no hits & (original description: pacid=37178086 transcript=Phvul.002G202300.1 locus=Phvul.002G202300 ID=Phvul.002G202300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37175275 transcript=Phvul.002G238000.1 locus=Phvul.002G238000 ID=Phvul.002G238000.1.v2.1 annot-version=v2.1) & Thioredoxin-like fold domain-containing protein MRL7, chloroplastic OS=Arabidopsis thaliana (sp|f4jlc1|mrl7_arath : 334.0)
 no hits & (original description: pacid=37177790 transcript=Phvul.002G267100.1 locus=Phvul.002G267100 ID=Phvul.002G267100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177790 transcript=Phvul.002G267100.1 locus=Phvul.002G267100 ID=Phvul.002G267100.1.v2.1 annot-version=v2.1)
 (original description: pacid=37175452 transcript=Phvul.002G274400.2 locus=Phvul.002G274400 ID=Phvul.002G274400.2.v2.1 annot-version=v2.1) & F-box protein At5g39450 OS=Arabidopsis thaliana (sp|q8rwd6|fb271_arath : 511.0)
 (original description: pacid=37175452 transcript=Phvul.002G274400.2 locus=Phvul.002G274400 ID=Phvul.002G274400.2.v2.1 annot-version=v2.1) & F-box protein At5g39450 OS=Arabidopsis thaliana (sp|q8rwd6|fb271_arath : 511.0)
 (original description: pacid=37175452 transcript=Phvul.002G274400.2 locus=Phvul.002G274400 ID=Phvul.002G274400.2.v2.1 annot-version=v2.1) & F-box protein At5g39450 OS=Arabidopsis thaliana (sp|q8rwd6|fb271_arath : 511.0)
 (original description: pacid=37175452 transcript=Phvul.002G274400.2 locus=Phvul.002G274400 ID=Phvul.002G274400.2.v2.1 annot-version=v2.1) & F-box protein At5g39450 OS=Arabidopsis thaliana (sp|q8rwd6|fb271_arath : 511.0)
protein kinase (PERK-related) (original description: pacid=37174973 transcript=Phvul.002G304500.1 locus=Phvul.002G304500 ID=Phvul.002G304500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37178228 transcript=Phvul.002G327900.1 locus=Phvul.002G327900 ID=Phvul.002G327900.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g39865 OS=Arabidopsis thaliana (sp|q9fle8|y5986_arath : 127.0)
 (original description: pacid=37178228 transcript=Phvul.002G327900.1 locus=Phvul.002G327900 ID=Phvul.002G327900.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g39865 OS=Arabidopsis thaliana (sp|q9fle8|y5986_arath : 127.0)
allene oxidase synthase (AOS) (original description: pacid=37146668 transcript=Phvul.003G010700.1 locus=Phvul.003G010700 ID=Phvul.003G010700.1.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37144797 transcript=Phvul.003G023101.2 locus=Phvul.003G023101 ID=Phvul.003G023101.2.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37144797 transcript=Phvul.003G023101.2 locus=Phvul.003G023101 ID=Phvul.003G023101.2.v2.1 annot-version=v2.1) &
S-adenosyl methionine decarboxylase (original description: pacid=37148102 transcript=Phvul.003G044200.1 locus=Phvul.003G044200 ID=Phvul.003G044200.1.v2.1 annot-version=v2.1) &
S-adenosyl methionine decarboxylase (original description: pacid=37148102 transcript=Phvul.003G044200.1 locus=Phvul.003G044200 ID=Phvul.003G044200.1.v2.1 annot-version=v2.1) &
anion channel (SLAC) (original description: pacid=37147406 transcript=Phvul.003G080700.1 locus=Phvul.003G080700 ID=Phvul.003G080700.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-1) (original description: pacid=37148128 transcript=Phvul.003G090000.2 locus=Phvul.003G090000 ID=Phvul.003G090000.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-1) (original description: pacid=37148128 transcript=Phvul.003G090000.2 locus=Phvul.003G090000 ID=Phvul.003G090000.2.v2.1 annot-version=v2.1) &
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multifunctional enzyme (MFP) (original description: pacid=37146564 transcript=Phvul.003G096500.1 locus=Phvul.003G096500 ID=Phvul.003G096500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145474 transcript=Phvul.003G113900.1 locus=Phvul.003G113900 ID=Phvul.003G113900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145474 transcript=Phvul.003G113900.1 locus=Phvul.003G113900 ID=Phvul.003G113900.1.v2.1 annot-version=v2.1)
component eIF-iso4G of eIF-iso4F unwinding complex (original description: pacid=37148389 transcript=Phvul.003G154900.1 locus=Phvul.003G154900 ID=Phvul.003G154900.1.v2.1 annot-version=v2.1) &
component eIF-iso4G of eIF-iso4F unwinding complex (original description: pacid=37148389 transcript=Phvul.003G154900.1 locus=Phvul.003G154900 ID=Phvul.003G154900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145370 transcript=Phvul.003G209900.1 locus=Phvul.003G209900 ID=Phvul.003G209900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145370 transcript=Phvul.003G209900.1 locus=Phvul.003G209900 ID=Phvul.003G209900.1.v2.1 annot-version=v2.1)
transcription factor (TUB) (original description: pacid=37144375 transcript=Phvul.003G254900.2 locus=Phvul.003G254900 ID=Phvul.003G254900.2.v2.1 annot-version=v2.1) &
transcription factor (TUB) (original description: pacid=37144375 transcript=Phvul.003G254900.2 locus=Phvul.003G254900 ID=Phvul.003G254900.2.v2.1 annot-version=v2.1) &
transcription factor (TUB) (original description: pacid=37144375 transcript=Phvul.003G254900.2 locus=Phvul.003G254900 ID=Phvul.003G254900.2.v2.1 annot-version=v2.1) &
transcription factor (TUB) (original description: pacid=37144375 transcript=Phvul.003G254900.2 locus=Phvul.003G254900 ID=Phvul.003G254900.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37147652 transcript=Phvul.003G295700.2 locus=Phvul.003G295700 ID=Phvul.003G295700.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g04790, mitochondrial OS=Arabidopsis thaliana (sp|q6nq81|pp304_arath : 449.0)
 (original description: pacid=37147652 transcript=Phvul.003G295700.2 locus=Phvul.003G295700 ID=Phvul.003G295700.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g04790, mitochondrial OS=Arabidopsis thaliana (sp|q6nq81|pp304_arath : 449.0)
 (original description: pacid=37152396 transcript=Phvul.005G088636.1 locus=Phvul.005G088636 ID=Phvul.005G088636.1.v2.1 annot-version=v2.1) & Ribosomal protein S1, mitochondrial OS=Marchantia polymorpha (sp|p26863|rt01_marpo : 94.7)
 (original description: pacid=37152396 transcript=Phvul.005G088636.1 locus=Phvul.005G088636 ID=Phvul.005G088636.1.v2.1 annot-version=v2.1) & Ribosomal protein S1, mitochondrial OS=Marchantia polymorpha (sp|p26863|rt01_marpo : 94.7)
phosphatidylglycerol lipase (PLIP1) (original description: pacid=37172685 transcript=Phvul.006G112000.2 locus=Phvul.006G112000 ID=Phvul.006G112000.2.v2.1 annot-version=v2.1) &
phosphatidylglycerol lipase (PLIP1) (original description: pacid=37172685 transcript=Phvul.006G112000.2 locus=Phvul.006G112000 ID=Phvul.006G112000.2.v2.1 annot-version=v2.1) &
CHE circadian clock repression factor (original description: pacid=37166457 transcript=Phvul.007G015000.1 locus=Phvul.007G015000 ID=Phvul.007G015000.1.v2.1 annot-version=v2.1) &
glutamine-tRNA ligase (original description: pacid=37166017 transcript=Phvul.007G028800.1 locus=Phvul.007G028800 ID=Phvul.007G028800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37164910 transcript=Phvul.007G038000.1 locus=Phvul.007G038000 ID=Phvul.007G038000.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 37 OS=Arabidopsis thaliana (sp|a2rvm8|hip37_arath : 113.0)
 (original description: pacid=37164910 transcript=Phvul.007G038000.1 locus=Phvul.007G038000 ID=Phvul.007G038000.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 37 OS=Arabidopsis thaliana (sp|a2rvm8|hip37_arath : 113.0)
ATP sulfurylase (original description: pacid=37166997 transcript=Phvul.007G062900.1 locus=Phvul.007G062900 ID=Phvul.007G062900.1.v2.1 annot-version=v2.1) &
ATP sulfurylase (original description: pacid=37166997 transcript=Phvul.007G062900.1 locus=Phvul.007G062900 ID=Phvul.007G062900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37167447 transcript=Phvul.007G100700.1 locus=Phvul.007G100700 ID=Phvul.007G100700.1.v2.1 annot-version=v2.1) & Membrane protein PM19L OS=Oryza sativa subsp. japonica (sp|q6l4d2|pm19l_orysj : 166.0)
 (original description: pacid=37167447 transcript=Phvul.007G100700.1 locus=Phvul.007G100700 ID=Phvul.007G100700.1.v2.1 annot-version=v2.1) & Membrane protein PM19L OS=Oryza sativa subsp. japonica (sp|q6l4d2|pm19l_orysj : 166.0)
magnesium cation transporter (MMgT) (original description: pacid=37164628 transcript=Phvul.007G149300.1 locus=Phvul.007G149300 ID=Phvul.007G149300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164585 transcript=Phvul.007G230450.1 locus=Phvul.007G230450 ID=Phvul.007G230450.1.v2.1 annot-version=v2.1)
RNA editing factor (AHG11) (original description: pacid=37160213 transcript=Phvul.008G046100.1 locus=Phvul.008G046100 ID=Phvul.008G046100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37160926 transcript=Phvul.008G177200.2 locus=Phvul.008G177200 ID=Phvul.008G177200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160926 transcript=Phvul.008G177200.2 locus=Phvul.008G177200 ID=Phvul.008G177200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160761 transcript=Phvul.008G181900.2 locus=Phvul.008G181900 ID=Phvul.008G181900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160761 transcript=Phvul.008G181900.2 locus=Phvul.008G181900 ID=Phvul.008G181900.2.v2.1 annot-version=v2.1)
mRNA-binding regulatory factor (TZF) (original description: pacid=37159289 transcript=Phvul.008G260900.2 locus=Phvul.008G260900 ID=Phvul.008G260900.2.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (TZF) (original description: pacid=37159289 transcript=Phvul.008G260900.2 locus=Phvul.008G260900 ID=Phvul.008G260900.2.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (TZF) (original description: pacid=37159289 transcript=Phvul.008G260900.2 locus=Phvul.008G260900 ID=Phvul.008G260900.2.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (TZF) (original description: pacid=37159289 transcript=Phvul.008G260900.2 locus=Phvul.008G260900 ID=Phvul.008G260900.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151386 transcript=Phvul.009G041100.2 locus=Phvul.009G041100 ID=Phvul.009G041100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151386 transcript=Phvul.009G041100.2 locus=Phvul.009G041100 ID=Phvul.009G041100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151386 transcript=Phvul.009G041100.2 locus=Phvul.009G041100 ID=Phvul.009G041100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151386 transcript=Phvul.009G041100.2 locus=Phvul.009G041100 ID=Phvul.009G041100.2.v2.1 annot-version=v2.1)
 (original description: pacid=37150369 transcript=Phvul.009G175100.3 locus=Phvul.009G175100 ID=Phvul.009G175100.3.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g64310 OS=Arabidopsis thaliana (sp|q9c7v5|pp104_arath : 473.0)
 (original description: pacid=37150369 transcript=Phvul.009G175100.3 locus=Phvul.009G175100 ID=Phvul.009G175100.3.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g64310 OS=Arabidopsis thaliana (sp|q9c7v5|pp104_arath : 473.0)
 (original description: pacid=37150369 transcript=Phvul.009G175100.3 locus=Phvul.009G175100 ID=Phvul.009G175100.3.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g64310 OS=Arabidopsis thaliana (sp|q9c7v5|pp104_arath : 473.0)
 no hits & (original description: pacid=37151886 transcript=Phvul.009G200500.3 locus=Phvul.009G200500 ID=Phvul.009G200500.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151886 transcript=Phvul.009G200500.3 locus=Phvul.009G200500 ID=Phvul.009G200500.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151886 transcript=Phvul.009G200500.3 locus=Phvul.009G200500 ID=Phvul.009G200500.3.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37151886 transcript=Phvul.009G200500.3 locus=Phvul.009G200500 ID=Phvul.009G200500.3.v2.1 annot-version=v2.1)
transcription factor (GATA) (original description: pacid=37156368 transcript=Phvul.011G080200.1 locus=Phvul.011G080200 ID=Phvul.011G080200.1.v2.1 annot-version=v2.1) &
transcription factor (GATA) (original description: pacid=37156368 transcript=Phvul.011G080200.1 locus=Phvul.011G080200 ID=Phvul.011G080200.1.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37155925 transcript=Phvul.011G174000.1 locus=Phvul.011G174000 ID=Phvul.011G174000.1.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37155925 transcript=Phvul.011G174000.1 locus=Phvul.011G174000 ID=Phvul.011G174000.1.v2.1 annot-version=v2.1) &
core component Gar1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37171084 transcript=Phvul.001G110400.1 locus=Phvul.001G110400 ID=Phvul.001G110400.1.v2.1 annot-version=v2.1) &
WRKY33-activating protein (SIB) (original description: pacid=37168270 transcript=Phvul.001G123400.1 locus=Phvul.001G123400 ID=Phvul.001G123400.1.v2.1 annot-version=v2.1) &
WRKY33-activating protein (SIB) (original description: pacid=37168270 transcript=Phvul.001G123400.1 locus=Phvul.001G123400 ID=Phvul.001G123400.1.v2.1 annot-version=v2.1) &
transcription factor (HSF) (original description: pacid=37170201 transcript=Phvul.001G154700.1 locus=Phvul.001G154700 ID=Phvul.001G154700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37168659 transcript=Phvul.001G179800.1 locus=Phvul.001G179800 ID=Phvul.001G179800.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At5g37570 OS=Arabidopsis thaliana (sp|q9fhr3|pp403_arath : 574.0)
 (original description: pacid=37168659 transcript=Phvul.001G179800.1 locus=Phvul.001G179800 ID=Phvul.001G179800.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At5g37570 OS=Arabidopsis thaliana (sp|q9fhr3|pp403_arath : 574.0)
 (original description: pacid=37168299 transcript=Phvul.001G184000.1 locus=Phvul.001G184000 ID=Phvul.001G184000.1.v2.1 annot-version=v2.1) & Cactin OS=Arabidopsis thaliana (sp|f4i2j8|catin_arath : 759.0)
NAD-dependent glyceraldehyde 3-phosphate dehydrogenase (original description: pacid=37170442 transcript=Phvul.001G259000.1 locus=Phvul.001G259000 ID=Phvul.001G259000.1.v2.1 annot-version=v2.1) &
NAD-dependent glyceraldehyde 3-phosphate dehydrogenase (original description: pacid=37170442 transcript=Phvul.001G259000.1 locus=Phvul.001G259000 ID=Phvul.001G259000.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177695 transcript=Phvul.002G028100.1 locus=Phvul.002G028100 ID=Phvul.002G028100.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177695 transcript=Phvul.002G028100.1 locus=Phvul.002G028100 ID=Phvul.002G028100.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 3-phosphate 5-kinase (FAB1) (original description: pacid=37176675 transcript=Phvul.002G092900.2 locus=Phvul.002G092900 ID=Phvul.002G092900.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 3-phosphate 5-kinase (FAB1) (original description: pacid=37176675 transcript=Phvul.002G092900.2 locus=Phvul.002G092900 ID=Phvul.002G092900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37177660 transcript=Phvul.002G137100.1 locus=Phvul.002G137100 ID=Phvul.002G137100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37178177 transcript=Phvul.002G137200.1 locus=Phvul.002G137200 ID=Phvul.002G137200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178177 transcript=Phvul.002G137200.1 locus=Phvul.002G137200 ID=Phvul.002G137200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178466 transcript=Phvul.002G139900.2 locus=Phvul.002G139900 ID=Phvul.002G139900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178466 transcript=Phvul.002G139900.2 locus=Phvul.002G139900 ID=Phvul.002G139900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175593 transcript=Phvul.002G156300.1 locus=Phvul.002G156300 ID=Phvul.002G156300.1.v2.1 annot-version=v2.1)
auxin efflux transporter (PIN) (original description: pacid=37146616 transcript=Phvul.003G032500.1 locus=Phvul.003G032500 ID=Phvul.003G032500.1.v2.1 annot-version=v2.1) &
auxin efflux transporter (PIN) (original description: pacid=37146616 transcript=Phvul.003G032500.1 locus=Phvul.003G032500 ID=Phvul.003G032500.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37145501 transcript=Phvul.003G252400.1 locus=Phvul.003G252400 ID=Phvul.003G252400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37145501 transcript=Phvul.003G252400.1 locus=Phvul.003G252400 ID=Phvul.003G252400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37144586 transcript=Phvul.003G265700.1 locus=Phvul.003G265700 ID=Phvul.003G265700.1.v2.1 annot-version=v2.1) & F-box protein At4g35930 OS=Arabidopsis thaliana (sp|q5xf11|fb248_arath : 202.0)
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
DNA chromomethylase (CMT) (original description: pacid=37163557 transcript=Phvul.004G176100.1 locus=Phvul.004G176100 ID=Phvul.004G176100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154097 transcript=Phvul.005G001500.2 locus=Phvul.005G001500 ID=Phvul.005G001500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154097 transcript=Phvul.005G001500.2 locus=Phvul.005G001500 ID=Phvul.005G001500.2.v2.1 annot-version=v2.1)
alpha chain of ATP-dependent citrate lyase complex (original description: pacid=37153149 transcript=Phvul.005G043500.1 locus=Phvul.005G043500 ID=Phvul.005G043500.1.v2.1 annot-version=v2.1) &
alpha chain of ATP-dependent citrate lyase complex (original description: pacid=37153149 transcript=Phvul.005G043500.1 locus=Phvul.005G043500 ID=Phvul.005G043500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153683 transcript=Phvul.005G093400.1 locus=Phvul.005G093400 ID=Phvul.005G093400.1.v2.1 annot-version=v2.1) & Disease resistance protein RPP5 OS=Arabidopsis thaliana (sp|f4jnb7|rpp5_arath : 109.0)
 no hits & (original description: pacid=37153235 transcript=Phvul.005G131700.1 locus=Phvul.005G131700 ID=Phvul.005G131700.1.v2.1 annot-version=v2.1)
transcription factor (TUB) (original description: pacid=37154406 transcript=Phvul.005G183800.2 locus=Phvul.005G183800 ID=Phvul.005G183800.2.v2.1 annot-version=v2.1) &
transcription factor (TUB) (original description: pacid=37154406 transcript=Phvul.005G183800.2 locus=Phvul.005G183800 ID=Phvul.005G183800.2.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 533.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 37.5) (original description: pacid=37171403 transcript=Phvul.006G098700.1 locus=Phvul.006G098700 ID=Phvul.006G098700.1.v2.1 annot-version=v2.1) &
receptor protein (NPR3|4) (original description: pacid=37172197 transcript=Phvul.006G131400.1 locus=Phvul.006G131400 ID=Phvul.006G131400.1.v2.1 annot-version=v2.1) &
receptor protein (NPR3|4) (original description: pacid=37172197 transcript=Phvul.006G131400.1 locus=Phvul.006G131400 ID=Phvul.006G131400.1.v2.1 annot-version=v2.1) &
Soyasaponin III rhamnosyltransferase OS=Glycine max (sp|d4q9z5|sgt3_soybn : 536.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 134.3) (original description: pacid=37173062 transcript=Phvul.006G208400.1 locus=Phvul.006G208400 ID=Phvul.006G208400.1.v2.1 annot-version=v2.1) &
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Soyasaponin III rhamnosyltransferase OS=Glycine max (sp|d4q9z5|sgt3_soybn : 536.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 134.3) (original description: pacid=37173062 transcript=Phvul.006G208400.1 locus=Phvul.006G208400 ID=Phvul.006G208400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165774 transcript=Phvul.007G043900.2 locus=Phvul.007G043900 ID=Phvul.007G043900.2.v2.1 annot-version=v2.1) & Protein SNOWY COTYLEDON 3 OS=Arabidopsis thaliana (sp|q8gxd9|sco3_arath : 320.0)
 (original description: pacid=37165774 transcript=Phvul.007G043900.2 locus=Phvul.007G043900 ID=Phvul.007G043900.2.v2.1 annot-version=v2.1) & Protein SNOWY COTYLEDON 3 OS=Arabidopsis thaliana (sp|q8gxd9|sco3_arath : 320.0)
 (original description: pacid=37165774 transcript=Phvul.007G043900.2 locus=Phvul.007G043900 ID=Phvul.007G043900.2.v2.1 annot-version=v2.1) & Protein SNOWY COTYLEDON 3 OS=Arabidopsis thaliana (sp|q8gxd9|sco3_arath : 320.0)
 (original description: pacid=37165774 transcript=Phvul.007G043900.2 locus=Phvul.007G043900 ID=Phvul.007G043900.2.v2.1 annot-version=v2.1) & Protein SNOWY COTYLEDON 3 OS=Arabidopsis thaliana (sp|q8gxd9|sco3_arath : 320.0)
Perakine reductase OS=Rauvolfia serpentina (sp|q3l181|perr_rause : 490.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 438.7) (original description: pacid=37166204 transcript=Phvul.007G062100.1 locus=Phvul.007G062100 ID=Phvul.007G062100.1.v2.1 annot-version=v2.1) &
transcription factor (HSF) (original description: pacid=37167531 transcript=Phvul.007G067800.1 locus=Phvul.007G067800 ID=Phvul.007G067800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37167319 transcript=Phvul.007G080900.2 locus=Phvul.007G080900 ID=Phvul.007G080900.2.v2.1 annot-version=v2.1) & UPF0496 protein At1g20180 OS=Arabidopsis thaliana (sp|q6dye5|u496k_arath : 151.0)
 (original description: pacid=37167319 transcript=Phvul.007G080900.2 locus=Phvul.007G080900 ID=Phvul.007G080900.2.v2.1 annot-version=v2.1) & UPF0496 protein At1g20180 OS=Arabidopsis thaliana (sp|q6dye5|u496k_arath : 151.0)
 (original description: pacid=37167319 transcript=Phvul.007G080900.2 locus=Phvul.007G080900 ID=Phvul.007G080900.2.v2.1 annot-version=v2.1) & UPF0496 protein At1g20180 OS=Arabidopsis thaliana (sp|q6dye5|u496k_arath : 151.0)
 (original description: pacid=37167319 transcript=Phvul.007G080900.2 locus=Phvul.007G080900 ID=Phvul.007G080900.2.v2.1 annot-version=v2.1) & UPF0496 protein At1g20180 OS=Arabidopsis thaliana (sp|q6dye5|u496k_arath : 151.0)
G2-like GARP transcription factor (original description: pacid=37166422 transcript=Phvul.007G139300.1 locus=Phvul.007G139300 ID=Phvul.007G139300.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37166422 transcript=Phvul.007G139300.1 locus=Phvul.007G139300 ID=Phvul.007G139300.1.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37167409 transcript=Phvul.007G173400.1 locus=Phvul.007G173400 ID=Phvul.007G173400.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37164403 transcript=Phvul.007G246700.1 locus=Phvul.007G246700 ID=Phvul.007G246700.1.v2.1 annot-version=v2.1) &
component RPL7a of LSU proteome component (original description: pacid=37165435 transcript=Phvul.007G274200.1 locus=Phvul.007G274200 ID=Phvul.007G274200.1.v2.1 annot-version=v2.1) &
component RPL7a of LSU proteome component (original description: pacid=37165435 transcript=Phvul.007G274200.1 locus=Phvul.007G274200 ID=Phvul.007G274200.1.v2.1 annot-version=v2.1) &
subcluster H/CPL3-4 phosphatase (original description: pacid=37159302 transcript=Phvul.008G019000.1 locus=Phvul.008G019000 ID=Phvul.008G019000.1.v2.1 annot-version=v2.1) &
ATPase component TGD3 of TGD lipid importer complex (original description: pacid=37160544 transcript=Phvul.008G055500.1 locus=Phvul.008G055500 ID=Phvul.008G055500.1.v2.1 annot-version=v2.1) &
ATPase component TGD3 of TGD lipid importer complex (original description: pacid=37160544 transcript=Phvul.008G055500.1 locus=Phvul.008G055500 ID=Phvul.008G055500.1.v2.1 annot-version=v2.1) &
SCR gravity signalling transcription factor (original description: pacid=37158083 transcript=Phvul.008G077000.1 locus=Phvul.008G077000 ID=Phvul.008G077000.1.v2.1 annot-version=v2.1) &
A-class Rab-GDF protein (original description: pacid=37160643 transcript=Phvul.008G114700.1 locus=Phvul.008G114700 ID=Phvul.008G114700.1.v2.1 annot-version=v2.1) &
A-class Rab-GDF protein (original description: pacid=37160643 transcript=Phvul.008G114700.1 locus=Phvul.008G114700 ID=Phvul.008G114700.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37157723 transcript=Phvul.008G211500.4 locus=Phvul.008G211500 ID=Phvul.008G211500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157723 transcript=Phvul.008G211500.4 locus=Phvul.008G211500 ID=Phvul.008G211500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157723 transcript=Phvul.008G211500.4 locus=Phvul.008G211500 ID=Phvul.008G211500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157723 transcript=Phvul.008G211500.4 locus=Phvul.008G211500 ID=Phvul.008G211500.4.v2.1 annot-version=v2.1)
component Tic110 of inner envelope TIC translocation system (original description: pacid=37159929 transcript=Phvul.008G250000.1 locus=Phvul.008G250000 ID=Phvul.008G250000.1.v2.1 annot-version=v2.1) &
component Tic110 of inner envelope TIC translocation system (original description: pacid=37159929 transcript=Phvul.008G250000.1 locus=Phvul.008G250000 ID=Phvul.008G250000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
phosphatidylinositol 4-kinase (PI4K-beta) (original description: pacid=37149528 transcript=Phvul.009G149800.1 locus=Phvul.009G149800 ID=Phvul.009G149800.1.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
GTPase interactive protein kinase (RBK/RRK) (original description: pacid=37152122 transcript=Phvul.009G240100.1 locus=Phvul.009G240100 ID=Phvul.009G240100.1.v2.1 annot-version=v2.1) &
cold sensor (COLD1) (original description: pacid=37156295 transcript=Phvul.011G017800.1 locus=Phvul.011G017800 ID=Phvul.011G017800.1.v2.1 annot-version=v2.1) &
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cold sensor (COLD1) (original description: pacid=37156295 transcript=Phvul.011G017800.1 locus=Phvul.011G017800 ID=Phvul.011G017800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155821 transcript=Phvul.011G100200.2 locus=Phvul.011G100200 ID=Phvul.011G100200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155821 transcript=Phvul.011G100200.2 locus=Phvul.011G100200 ID=Phvul.011G100200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154697 transcript=Phvul.011G108300.1 locus=Phvul.011G108300 ID=Phvul.011G108300.1.v2.1 annot-version=v2.1)
MAX2 strigolactone signal transducer (original description: pacid=37155383 transcript=Phvul.011G129700.1 locus=Phvul.011G129700 ID=Phvul.011G129700.1.v2.1 annot-version=v2.1) &
MAX2 strigolactone signal transducer (original description: pacid=37155383 transcript=Phvul.011G129700.1 locus=Phvul.011G129700 ID=Phvul.011G129700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37155140 transcript=Phvul.011G140050.2 locus=Phvul.011G140050 ID=Phvul.011G140050.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g04790, mitochondrial OS=Arabidopsis thaliana (sp|q6nq81|pp304_arath : 558.0)
 (original description: pacid=37155140 transcript=Phvul.011G140050.2 locus=Phvul.011G140050 ID=Phvul.011G140050.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g04790, mitochondrial OS=Arabidopsis thaliana (sp|q6nq81|pp304_arath : 558.0)
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stromal processing peptidase (SPP) (original description: pacid=37176362 transcript=Phvul.002G040800.1 locus=Phvul.002G040800 ID=Phvul.002G040800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37175092 transcript=Phvul.002G112900.2 locus=Phvul.002G112900 ID=Phvul.002G112900.2.v2.1 annot-version=v2.1) & Protein S-acyltransferase 10 OS=Arabidopsis thaliana (sp|q7xa86|zdh11_arath : 318.0)
 (original description: pacid=37175092 transcript=Phvul.002G112900.2 locus=Phvul.002G112900 ID=Phvul.002G112900.2.v2.1 annot-version=v2.1) & Protein S-acyltransferase 10 OS=Arabidopsis thaliana (sp|q7xa86|zdh11_arath : 318.0)
 (original description: pacid=37175092 transcript=Phvul.002G112900.2 locus=Phvul.002G112900 ID=Phvul.002G112900.2.v2.1 annot-version=v2.1) & Protein S-acyltransferase 10 OS=Arabidopsis thaliana (sp|q7xa86|zdh11_arath : 318.0)
 (original description: pacid=37175092 transcript=Phvul.002G112900.2 locus=Phvul.002G112900 ID=Phvul.002G112900.2.v2.1 annot-version=v2.1) & Protein S-acyltransferase 10 OS=Arabidopsis thaliana (sp|q7xa86|zdh11_arath : 318.0)
subunit 11 of RNA polymerase (original description: pacid=37169148 transcript=Phvul.001G016450.1 locus=Phvul.001G016450 ID=Phvul.001G016450.1.v2.1 annot-version=v2.1) &
subunit 11 of RNA polymerase (original description: pacid=37169148 transcript=Phvul.001G016450.1 locus=Phvul.001G016450 ID=Phvul.001G016450.1.v2.1 annot-version=v2.1) &
MFS-type solute transporter (original description: pacid=37177177 transcript=Phvul.002G255100.1 locus=Phvul.002G255100 ID=Phvul.002G255100.1.v2.1 annot-version=v2.1) &
MFS-type solute transporter (original description: pacid=37177177 transcript=Phvul.002G255100.1 locus=Phvul.002G255100 ID=Phvul.002G255100.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177813 transcript=Phvul.002G332500.1 locus=Phvul.002G332500 ID=Phvul.002G332500.1.v2.1 annot-version=v2.1) &
multifunctional phylloquinone biosynthesis protein (PHYLLO) (original description: pacid=37154118 transcript=Phvul.005G022900.2 locus=Phvul.005G022900 ID=Phvul.005G022900.2.v2.1 annot-version=v2.1) &
multifunctional phylloquinone biosynthesis protein (PHYLLO) (original description: pacid=37154118 transcript=Phvul.005G022900.2 locus=Phvul.005G022900 ID=Phvul.005G022900.2.v2.1 annot-version=v2.1) &
profilin actin nucleation protein (original description: pacid=37152607 transcript=Phvul.005G165300.1 locus=Phvul.005G165300 ID=Phvul.005G165300.1.v2.1 annot-version=v2.1) &
profilin actin nucleation protein (original description: pacid=37152607 transcript=Phvul.005G165300.1 locus=Phvul.005G165300 ID=Phvul.005G165300.1.v2.1 annot-version=v2.1) &
transcription factor (Trihelix) (original description: pacid=37173860 transcript=Phvul.006G176000.1 locus=Phvul.006G176000 ID=Phvul.006G176000.1.v2.1 annot-version=v2.1) &
RRF translation ribosome recycling factor (original description: pacid=37164667 transcript=Phvul.007G172400.1 locus=Phvul.007G172400 ID=Phvul.007G172400.1.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
endoribonuclease component DCL1 of DCL1-HYL1 miRNA biogenesis complex (original description: pacid=37149095 transcript=Phvul.009G260000.1 locus=Phvul.009G260000 ID=Phvul.009G260000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145987 transcript=Phvul.003G050000.1 locus=Phvul.003G050000 ID=Phvul.003G050000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145987 transcript=Phvul.003G050000.1 locus=Phvul.003G050000 ID=Phvul.003G050000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163227 transcript=Phvul.004G050550.1 locus=Phvul.004G050550 ID=Phvul.004G050550.1.v2.1 annot-version=v2.1)
SYP7 group Qc-type SNARE protein (original description: pacid=37152549 transcript=Phvul.005G136500.1 locus=Phvul.005G136500 ID=Phvul.005G136500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37171902 transcript=Phvul.006G105000.1 locus=Phvul.006G105000 ID=Phvul.006G105000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171902 transcript=Phvul.006G105000.1 locus=Phvul.006G105000 ID=Phvul.006G105000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37166785 transcript=Phvul.007G006700.1 locus=Phvul.007G006700 ID=Phvul.007G006700.1.v2.1 annot-version=v2.1) & Protoheme IX farnesyltransferase, mitochondrial OS=Arabidopsis thaliana (sp|o64886|cox10_arath : 442.0)
 (original description: pacid=37166785 transcript=Phvul.007G006700.1 locus=Phvul.007G006700 ID=Phvul.007G006700.1.v2.1 annot-version=v2.1) & Protoheme IX farnesyltransferase, mitochondrial OS=Arabidopsis thaliana (sp|o64886|cox10_arath : 442.0)
 no hits & (original description: pacid=37165957 transcript=Phvul.007G216500.4 locus=Phvul.007G216500 ID=Phvul.007G216500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165957 transcript=Phvul.007G216500.4 locus=Phvul.007G216500 ID=Phvul.007G216500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165957 transcript=Phvul.007G216500.4 locus=Phvul.007G216500 ID=Phvul.007G216500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165957 transcript=Phvul.007G216500.4 locus=Phvul.007G216500 ID=Phvul.007G216500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165957 transcript=Phvul.007G216500.4 locus=Phvul.007G216500 ID=Phvul.007G216500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165957 transcript=Phvul.007G216500.4 locus=Phvul.007G216500 ID=Phvul.007G216500.4.v2.1 annot-version=v2.1)
 (original description: pacid=37160211 transcript=Phvul.008G055300.1 locus=Phvul.008G055300 ID=Phvul.008G055300.1.v2.1 annot-version=v2.1) & CBS domain-containing protein CBSX6 OS=Arabidopsis thaliana (sp|q8gza4|cbsx6_arath : 500.0)
 no hits & (original description: pacid=37161166 transcript=Phvul.008G173900.2 locus=Phvul.008G173900 ID=Phvul.008G173900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161166 transcript=Phvul.008G173900.2 locus=Phvul.008G173900 ID=Phvul.008G173900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161166 transcript=Phvul.008G173900.2 locus=Phvul.008G173900 ID=Phvul.008G173900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161166 transcript=Phvul.008G173900.2 locus=Phvul.008G173900 ID=Phvul.008G173900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155165 transcript=Phvul.011G132801.1 locus=Phvul.011G132801 ID=Phvul.011G132801.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155165 transcript=Phvul.011G132801.1 locus=Phvul.011G132801 ID=Phvul.011G132801.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37155240 transcript=Phvul.011G157600.4 locus=Phvul.011G157600 ID=Phvul.011G157600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155240 transcript=Phvul.011G157600.4 locus=Phvul.011G157600 ID=Phvul.011G157600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155240 transcript=Phvul.011G157600.4 locus=Phvul.011G157600 ID=Phvul.011G157600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155240 transcript=Phvul.011G157600.4 locus=Phvul.011G157600 ID=Phvul.011G157600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155240 transcript=Phvul.011G157600.4 locus=Phvul.011G157600 ID=Phvul.011G157600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155240 transcript=Phvul.011G157600.4 locus=Phvul.011G157600 ID=Phvul.011G157600.4.v2.1 annot-version=v2.1)
 (original description: pacid=37167986 transcript=Phvul.001G026200.1 locus=Phvul.001G026200 ID=Phvul.001G026200.1.v2.1 annot-version=v2.1) & Acyl-CoA-binding domain-containing protein 3 OS=Arabidopsis thaliana (sp|q9stx1|acbp3_arath : 116.0)
 (original description: pacid=37167986 transcript=Phvul.001G026200.1 locus=Phvul.001G026200 ID=Phvul.001G026200.1.v2.1 annot-version=v2.1) & Acyl-CoA-binding domain-containing protein 3 OS=Arabidopsis thaliana (sp|q9stx1|acbp3_arath : 116.0)
 (original description: pacid=37167919 transcript=Phvul.001G141300.1 locus=Phvul.001G141300 ID=Phvul.001G141300.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2C OS=Arabidopsis thaliana (sp|q9lka4|uba2c_arath : 175.0)
 (original description: pacid=37167919 transcript=Phvul.001G141300.1 locus=Phvul.001G141300 ID=Phvul.001G141300.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2C OS=Arabidopsis thaliana (sp|q9lka4|uba2c_arath : 175.0)
 (original description: pacid=37168726 transcript=Phvul.001G256400.1 locus=Phvul.001G256400 ID=Phvul.001G256400.1.v2.1 annot-version=v2.1) & D-cysteine desulfhydrase 2, mitochondrial OS=Arabidopsis thaliana (sp|a1l4v7|dcyd2_arath : 443.0)
 (original description: pacid=37168726 transcript=Phvul.001G256400.1 locus=Phvul.001G256400 ID=Phvul.001G256400.1.v2.1 annot-version=v2.1) & D-cysteine desulfhydrase 2, mitochondrial OS=Arabidopsis thaliana (sp|a1l4v7|dcyd2_arath : 443.0)
 (original description: pacid=37168816 transcript=Phvul.001G256600.1 locus=Phvul.001G256600 ID=Phvul.001G256600.1.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1D OS=Arabidopsis thaliana (sp|q9saf0|orp1d_arath : 1151.0)
 (original description: pacid=37168816 transcript=Phvul.001G256600.1 locus=Phvul.001G256600 ID=Phvul.001G256600.1.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1D OS=Arabidopsis thaliana (sp|q9saf0|orp1d_arath : 1151.0)
N-acetylglucosamine-phosphate mutase (original description: pacid=37177997 transcript=Phvul.002G003600.1 locus=Phvul.002G003600 ID=Phvul.002G003600.1.v2.1 annot-version=v2.1) &
N-acetylglucosamine-phosphate mutase (original description: pacid=37177997 transcript=Phvul.002G003600.1 locus=Phvul.002G003600 ID=Phvul.002G003600.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177254 transcript=Phvul.002G075900.1 locus=Phvul.002G075900 ID=Phvul.002G075900.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177254 transcript=Phvul.002G075900.1 locus=Phvul.002G075900 ID=Phvul.002G075900.1.v2.1 annot-version=v2.1) &
Beta-glucosidase 40 OS=Arabidopsis thaliana (sp|q9fze0|bgl40_arath : 833.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 434.9) (original description: pacid=37176972 transcript=Phvul.002G102800.2 locus=Phvul.002G102800 ID=Phvul.002G102800.2.v2.1 annot-version=v2.1) &
Beta-glucosidase 40 OS=Arabidopsis thaliana (sp|q9fze0|bgl40_arath : 833.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 434.9) (original description: pacid=37176972 transcript=Phvul.002G102800.2 locus=Phvul.002G102800 ID=Phvul.002G102800.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37174585 transcript=Phvul.002G146600.2 locus=Phvul.002G146600 ID=Phvul.002G146600.2.v2.1 annot-version=v2.1) & Putative U-box domain-containing protein 50 OS=Arabidopsis thaliana (sp|q9fgd7|pub50_arath : 342.0)
 (original description: pacid=37174585 transcript=Phvul.002G146600.2 locus=Phvul.002G146600 ID=Phvul.002G146600.2.v2.1 annot-version=v2.1) & Putative U-box domain-containing protein 50 OS=Arabidopsis thaliana (sp|q9fgd7|pub50_arath : 342.0)
 (original description: pacid=37174585 transcript=Phvul.002G146600.2 locus=Phvul.002G146600 ID=Phvul.002G146600.2.v2.1 annot-version=v2.1) & Putative U-box domain-containing protein 50 OS=Arabidopsis thaliana (sp|q9fgd7|pub50_arath : 342.0)
 (original description: pacid=37174585 transcript=Phvul.002G146600.2 locus=Phvul.002G146600 ID=Phvul.002G146600.2.v2.1 annot-version=v2.1) & Putative U-box domain-containing protein 50 OS=Arabidopsis thaliana (sp|q9fgd7|pub50_arath : 342.0)
 (original description: pacid=37174703 transcript=Phvul.002G158200.1 locus=Phvul.002G158200 ID=Phvul.002G158200.1.v2.1 annot-version=v2.1) & Uncharacterized protein At1g76660 OS=Arabidopsis thaliana (sp|q9sre5|y1666_arath : 119.0)
 (original description: pacid=37174703 transcript=Phvul.002G158200.1 locus=Phvul.002G158200 ID=Phvul.002G158200.1.v2.1 annot-version=v2.1) & Uncharacterized protein At1g76660 OS=Arabidopsis thaliana (sp|q9sre5|y1666_arath : 119.0)
Probable 2-oxoglutarate/Fe(II)-dependent dioxygenase OS=Papaver somniferum (sp|d4n501|diox2_papso : 230.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 122.3) (original description: pacid=37145792 transcript=Phvul.003G013200.2 locus=Phvul.003G013200 ID=Phvul.003G013200.2.v2.1 annot-version=v2.1) &
poly-P/G elongation factor (eEF5/eIF5A) (original description: pacid=37147810 transcript=Phvul.003G156333.1 locus=Phvul.003G156333 ID=Phvul.003G156333.1.v2.1 annot-version=v2.1) &
poly-P/G elongation factor (eEF5/eIF5A) (original description: pacid=37147810 transcript=Phvul.003G156333.1 locus=Phvul.003G156333 ID=Phvul.003G156333.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145363 transcript=Phvul.003G179800.1 locus=Phvul.003G179800 ID=Phvul.003G179800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145363 transcript=Phvul.003G179800.1 locus=Phvul.003G179800 ID=Phvul.003G179800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145363 transcript=Phvul.003G179800.1 locus=Phvul.003G179800 ID=Phvul.003G179800.1.v2.1 annot-version=v2.1)
component MED4 of middle module of MEDIATOR transcription co-activator complex (original description: pacid=37144783 transcript=Phvul.003G261400.2 locus=Phvul.003G261400 ID=Phvul.003G261400.2.v2.1 annot-version=v2.1) &
component MED4 of middle module of MEDIATOR transcription co-activator complex (original description: pacid=37144783 transcript=Phvul.003G261400.2 locus=Phvul.003G261400 ID=Phvul.003G261400.2.v2.1 annot-version=v2.1) &
component MED4 of middle module of MEDIATOR transcription co-activator complex (original description: pacid=37144783 transcript=Phvul.003G261400.2 locus=Phvul.003G261400 ID=Phvul.003G261400.2.v2.1 annot-version=v2.1) &
component MED4 of middle module of MEDIATOR transcription co-activator complex (original description: pacid=37144783 transcript=Phvul.003G261400.2 locus=Phvul.003G261400 ID=Phvul.003G261400.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
transcription factor (ERF) (original description: pacid=37161639 transcript=Phvul.004G068900.2 locus=Phvul.004G068900 ID=Phvul.004G068900.2.v2.1 annot-version=v2.1) &
transcription factor (ERF) (original description: pacid=37161639 transcript=Phvul.004G068900.2 locus=Phvul.004G068900 ID=Phvul.004G068900.2.v2.1 annot-version=v2.1) &
component BRCA1|BARD1 of BRCA1‚ÄìBARD1 DNA-damage response heterodimer (original description: pacid=37154570 transcript=Phvul.005G069600.1 locus=Phvul.005G069600 ID=Phvul.005G069600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37166946 transcript=Phvul.007G157700.1 locus=Phvul.007G157700 ID=Phvul.007G157700.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g53700, chloroplastic OS=Arabidopsis thaliana (sp|q9lff1|pp281_arath : 948.0)
protein factor PRPF4 of U4/U6 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37166744 transcript=Phvul.007G249600.1 locus=Phvul.007G249600 ID=Phvul.007G249600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37160389 transcript=Phvul.008G111200.1 locus=Phvul.008G111200 ID=Phvul.008G111200.1.v2.1 annot-version=v2.1) & Werner Syndrome-like exonuclease OS=Arabidopsis thaliana (sp|q84lh3|wex_arath : 98.6)
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 (original description: pacid=37160389 transcript=Phvul.008G111200.1 locus=Phvul.008G111200 ID=Phvul.008G111200.1.v2.1 annot-version=v2.1) & Werner Syndrome-like exonuclease OS=Arabidopsis thaliana (sp|q84lh3|wex_arath : 98.6)
 (original description: pacid=37157730 transcript=Phvul.008G230800.1 locus=Phvul.008G230800 ID=Phvul.008G230800.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g34400 OS=Arabidopsis thaliana (sp|o64705|pp184_arath : 608.0)
 no hits & (original description: pacid=37148950 transcript=Phvul.009G080800.1 locus=Phvul.009G080800 ID=Phvul.009G080800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148950 transcript=Phvul.009G080800.1 locus=Phvul.009G080800 ID=Phvul.009G080800.1.v2.1 annot-version=v2.1)
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37148701 transcript=Phvul.009G119700.1 locus=Phvul.009G119700 ID=Phvul.009G119700.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37148701 transcript=Phvul.009G119700.1 locus=Phvul.009G119700 ID=Phvul.009G119700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37143928 transcript=Phvul.010G119500.1 locus=Phvul.010G119500 ID=Phvul.010G119500.1.v2.1 annot-version=v2.1) & RNA-binding protein CP33, chloroplastic OS=Arabidopsis thaliana (sp|q39061|cp33_arath : 102.0)
 no hits & (original description: pacid=37157405 transcript=Phvul.011G008600.1 locus=Phvul.011G008600 ID=Phvul.011G008600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157405 transcript=Phvul.011G008600.1 locus=Phvul.011G008600 ID=Phvul.011G008600.1.v2.1 annot-version=v2.1)
component ATG18 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37154904 transcript=Phvul.011G140900.1 locus=Phvul.011G140900 ID=Phvul.011G140900.1.v2.1 annot-version=v2.1) &
component ATG18 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37154904 transcript=Phvul.011G140900.1 locus=Phvul.011G140900 ID=Phvul.011G140900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155008 transcript=Phvul.011G169222.1 locus=Phvul.011G169222 ID=Phvul.011G169222.1.v2.1 annot-version=v2.1)
DRP2-type clathrin coated vesicle dynamin (original description: pacid=37156922 transcript=Phvul.011G215900.1 locus=Phvul.011G215900 ID=Phvul.011G215900.1.v2.1 annot-version=v2.1) &
DRP2-type clathrin coated vesicle dynamin (original description: pacid=37156922 transcript=Phvul.011G215900.1 locus=Phvul.011G215900 ID=Phvul.011G215900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37167898 transcript=Phvul.001G096200.1 locus=Phvul.001G096200 ID=Phvul.001G096200.1.v2.1 annot-version=v2.1)
cationic amino acid transporter (CAT) (original description: pacid=37167733 transcript=Phvul.001G104700.2 locus=Phvul.001G104700 ID=Phvul.001G104700.2.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37167733 transcript=Phvul.001G104700.2 locus=Phvul.001G104700 ID=Phvul.001G104700.2.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37167733 transcript=Phvul.001G104700.2 locus=Phvul.001G104700 ID=Phvul.001G104700.2.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37167733 transcript=Phvul.001G104700.2 locus=Phvul.001G104700 ID=Phvul.001G104700.2.v2.1 annot-version=v2.1) &
mannan synthase (CSLD) (original description: pacid=37168697 transcript=Phvul.001G211000.1 locus=Phvul.001G211000 ID=Phvul.001G211000.1.v2.1 annot-version=v2.1) &
mannan synthase (CSLD) (original description: pacid=37168697 transcript=Phvul.001G211000.1 locus=Phvul.001G211000 ID=Phvul.001G211000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175952 transcript=Phvul.002G147900.2 locus=Phvul.002G147900 ID=Phvul.002G147900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175952 transcript=Phvul.002G147900.2 locus=Phvul.002G147900 ID=Phvul.002G147900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175952 transcript=Phvul.002G147900.2 locus=Phvul.002G147900 ID=Phvul.002G147900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175952 transcript=Phvul.002G147900.2 locus=Phvul.002G147900 ID=Phvul.002G147900.2.v2.1 annot-version=v2.1)
 (original description: pacid=37177943 transcript=Phvul.002G182700.2 locus=Phvul.002G182700 ID=Phvul.002G182700.2.v2.1 annot-version=v2.1) & L-Ala-D/L-amino acid epimerase OS=Populus trichocarpa (sp|b9i2j6|axep_poptr : 565.0)
 (original description: pacid=37177943 transcript=Phvul.002G182700.2 locus=Phvul.002G182700 ID=Phvul.002G182700.2.v2.1 annot-version=v2.1) & L-Ala-D/L-amino acid epimerase OS=Populus trichocarpa (sp|b9i2j6|axep_poptr : 565.0)
 no hits & (original description: pacid=37178086 transcript=Phvul.002G202300.1 locus=Phvul.002G202300 ID=Phvul.002G202300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37175275 transcript=Phvul.002G238000.1 locus=Phvul.002G238000 ID=Phvul.002G238000.1.v2.1 annot-version=v2.1) & Thioredoxin-like fold domain-containing protein MRL7, chloroplastic OS=Arabidopsis thaliana (sp|f4jlc1|mrl7_arath : 334.0)
 no hits & (original description: pacid=37177790 transcript=Phvul.002G267100.1 locus=Phvul.002G267100 ID=Phvul.002G267100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177790 transcript=Phvul.002G267100.1 locus=Phvul.002G267100 ID=Phvul.002G267100.1.v2.1 annot-version=v2.1)
 (original description: pacid=37175452 transcript=Phvul.002G274400.2 locus=Phvul.002G274400 ID=Phvul.002G274400.2.v2.1 annot-version=v2.1) & F-box protein At5g39450 OS=Arabidopsis thaliana (sp|q8rwd6|fb271_arath : 511.0)
 (original description: pacid=37175452 transcript=Phvul.002G274400.2 locus=Phvul.002G274400 ID=Phvul.002G274400.2.v2.1 annot-version=v2.1) & F-box protein At5g39450 OS=Arabidopsis thaliana (sp|q8rwd6|fb271_arath : 511.0)
 (original description: pacid=37175452 transcript=Phvul.002G274400.2 locus=Phvul.002G274400 ID=Phvul.002G274400.2.v2.1 annot-version=v2.1) & F-box protein At5g39450 OS=Arabidopsis thaliana (sp|q8rwd6|fb271_arath : 511.0)
 (original description: pacid=37175452 transcript=Phvul.002G274400.2 locus=Phvul.002G274400 ID=Phvul.002G274400.2.v2.1 annot-version=v2.1) & F-box protein At5g39450 OS=Arabidopsis thaliana (sp|q8rwd6|fb271_arath : 511.0)
protein kinase (PERK-related) (original description: pacid=37174973 transcript=Phvul.002G304500.1 locus=Phvul.002G304500 ID=Phvul.002G304500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37178228 transcript=Phvul.002G327900.1 locus=Phvul.002G327900 ID=Phvul.002G327900.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g39865 OS=Arabidopsis thaliana (sp|q9fle8|y5986_arath : 127.0)
 (original description: pacid=37178228 transcript=Phvul.002G327900.1 locus=Phvul.002G327900 ID=Phvul.002G327900.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g39865 OS=Arabidopsis thaliana (sp|q9fle8|y5986_arath : 127.0)
allene oxidase synthase (AOS) (original description: pacid=37146668 transcript=Phvul.003G010700.1 locus=Phvul.003G010700 ID=Phvul.003G010700.1.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37144797 transcript=Phvul.003G023101.2 locus=Phvul.003G023101 ID=Phvul.003G023101.2.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37144797 transcript=Phvul.003G023101.2 locus=Phvul.003G023101 ID=Phvul.003G023101.2.v2.1 annot-version=v2.1) &
S-adenosyl methionine decarboxylase (original description: pacid=37148102 transcript=Phvul.003G044200.1 locus=Phvul.003G044200 ID=Phvul.003G044200.1.v2.1 annot-version=v2.1) &
S-adenosyl methionine decarboxylase (original description: pacid=37148102 transcript=Phvul.003G044200.1 locus=Phvul.003G044200 ID=Phvul.003G044200.1.v2.1 annot-version=v2.1) &
anion channel (SLAC) (original description: pacid=37147406 transcript=Phvul.003G080700.1 locus=Phvul.003G080700 ID=Phvul.003G080700.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-1) (original description: pacid=37148128 transcript=Phvul.003G090000.2 locus=Phvul.003G090000 ID=Phvul.003G090000.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-1) (original description: pacid=37148128 transcript=Phvul.003G090000.2 locus=Phvul.003G090000 ID=Phvul.003G090000.2.v2.1 annot-version=v2.1) &
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multifunctional enzyme (MFP) (original description: pacid=37146564 transcript=Phvul.003G096500.1 locus=Phvul.003G096500 ID=Phvul.003G096500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145474 transcript=Phvul.003G113900.1 locus=Phvul.003G113900 ID=Phvul.003G113900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145474 transcript=Phvul.003G113900.1 locus=Phvul.003G113900 ID=Phvul.003G113900.1.v2.1 annot-version=v2.1)
component eIF-iso4G of eIF-iso4F unwinding complex (original description: pacid=37148389 transcript=Phvul.003G154900.1 locus=Phvul.003G154900 ID=Phvul.003G154900.1.v2.1 annot-version=v2.1) &
component eIF-iso4G of eIF-iso4F unwinding complex (original description: pacid=37148389 transcript=Phvul.003G154900.1 locus=Phvul.003G154900 ID=Phvul.003G154900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145370 transcript=Phvul.003G209900.1 locus=Phvul.003G209900 ID=Phvul.003G209900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145370 transcript=Phvul.003G209900.1 locus=Phvul.003G209900 ID=Phvul.003G209900.1.v2.1 annot-version=v2.1)
transcription factor (TUB) (original description: pacid=37144375 transcript=Phvul.003G254900.2 locus=Phvul.003G254900 ID=Phvul.003G254900.2.v2.1 annot-version=v2.1) &
transcription factor (TUB) (original description: pacid=37144375 transcript=Phvul.003G254900.2 locus=Phvul.003G254900 ID=Phvul.003G254900.2.v2.1 annot-version=v2.1) &
transcription factor (TUB) (original description: pacid=37144375 transcript=Phvul.003G254900.2 locus=Phvul.003G254900 ID=Phvul.003G254900.2.v2.1 annot-version=v2.1) &
transcription factor (TUB) (original description: pacid=37144375 transcript=Phvul.003G254900.2 locus=Phvul.003G254900 ID=Phvul.003G254900.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37147652 transcript=Phvul.003G295700.2 locus=Phvul.003G295700 ID=Phvul.003G295700.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g04790, mitochondrial OS=Arabidopsis thaliana (sp|q6nq81|pp304_arath : 449.0)
 (original description: pacid=37147652 transcript=Phvul.003G295700.2 locus=Phvul.003G295700 ID=Phvul.003G295700.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g04790, mitochondrial OS=Arabidopsis thaliana (sp|q6nq81|pp304_arath : 449.0)
 (original description: pacid=37152396 transcript=Phvul.005G088636.1 locus=Phvul.005G088636 ID=Phvul.005G088636.1.v2.1 annot-version=v2.1) & Ribosomal protein S1, mitochondrial OS=Marchantia polymorpha (sp|p26863|rt01_marpo : 94.7)
 (original description: pacid=37152396 transcript=Phvul.005G088636.1 locus=Phvul.005G088636 ID=Phvul.005G088636.1.v2.1 annot-version=v2.1) & Ribosomal protein S1, mitochondrial OS=Marchantia polymorpha (sp|p26863|rt01_marpo : 94.7)
phosphatidylglycerol lipase (PLIP1) (original description: pacid=37172685 transcript=Phvul.006G112000.2 locus=Phvul.006G112000 ID=Phvul.006G112000.2.v2.1 annot-version=v2.1) &
phosphatidylglycerol lipase (PLIP1) (original description: pacid=37172685 transcript=Phvul.006G112000.2 locus=Phvul.006G112000 ID=Phvul.006G112000.2.v2.1 annot-version=v2.1) &
CHE circadian clock repression factor (original description: pacid=37166457 transcript=Phvul.007G015000.1 locus=Phvul.007G015000 ID=Phvul.007G015000.1.v2.1 annot-version=v2.1) &
glutamine-tRNA ligase (original description: pacid=37166017 transcript=Phvul.007G028800.1 locus=Phvul.007G028800 ID=Phvul.007G028800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37164910 transcript=Phvul.007G038000.1 locus=Phvul.007G038000 ID=Phvul.007G038000.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 37 OS=Arabidopsis thaliana (sp|a2rvm8|hip37_arath : 113.0)
 (original description: pacid=37164910 transcript=Phvul.007G038000.1 locus=Phvul.007G038000 ID=Phvul.007G038000.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 37 OS=Arabidopsis thaliana (sp|a2rvm8|hip37_arath : 113.0)
ATP sulfurylase (original description: pacid=37166997 transcript=Phvul.007G062900.1 locus=Phvul.007G062900 ID=Phvul.007G062900.1.v2.1 annot-version=v2.1) &
ATP sulfurylase (original description: pacid=37166997 transcript=Phvul.007G062900.1 locus=Phvul.007G062900 ID=Phvul.007G062900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37167447 transcript=Phvul.007G100700.1 locus=Phvul.007G100700 ID=Phvul.007G100700.1.v2.1 annot-version=v2.1) & Membrane protein PM19L OS=Oryza sativa subsp. japonica (sp|q6l4d2|pm19l_orysj : 166.0)
 (original description: pacid=37167447 transcript=Phvul.007G100700.1 locus=Phvul.007G100700 ID=Phvul.007G100700.1.v2.1 annot-version=v2.1) & Membrane protein PM19L OS=Oryza sativa subsp. japonica (sp|q6l4d2|pm19l_orysj : 166.0)
magnesium cation transporter (MMgT) (original description: pacid=37164628 transcript=Phvul.007G149300.1 locus=Phvul.007G149300 ID=Phvul.007G149300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164585 transcript=Phvul.007G230450.1 locus=Phvul.007G230450 ID=Phvul.007G230450.1.v2.1 annot-version=v2.1)
RNA editing factor (AHG11) (original description: pacid=37160213 transcript=Phvul.008G046100.1 locus=Phvul.008G046100 ID=Phvul.008G046100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37160926 transcript=Phvul.008G177200.2 locus=Phvul.008G177200 ID=Phvul.008G177200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160926 transcript=Phvul.008G177200.2 locus=Phvul.008G177200 ID=Phvul.008G177200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160761 transcript=Phvul.008G181900.2 locus=Phvul.008G181900 ID=Phvul.008G181900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160761 transcript=Phvul.008G181900.2 locus=Phvul.008G181900 ID=Phvul.008G181900.2.v2.1 annot-version=v2.1)
mRNA-binding regulatory factor (TZF) (original description: pacid=37159289 transcript=Phvul.008G260900.2 locus=Phvul.008G260900 ID=Phvul.008G260900.2.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (TZF) (original description: pacid=37159289 transcript=Phvul.008G260900.2 locus=Phvul.008G260900 ID=Phvul.008G260900.2.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (TZF) (original description: pacid=37159289 transcript=Phvul.008G260900.2 locus=Phvul.008G260900 ID=Phvul.008G260900.2.v2.1 annot-version=v2.1) &
mRNA-binding regulatory factor (TZF) (original description: pacid=37159289 transcript=Phvul.008G260900.2 locus=Phvul.008G260900 ID=Phvul.008G260900.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151386 transcript=Phvul.009G041100.2 locus=Phvul.009G041100 ID=Phvul.009G041100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151386 transcript=Phvul.009G041100.2 locus=Phvul.009G041100 ID=Phvul.009G041100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151386 transcript=Phvul.009G041100.2 locus=Phvul.009G041100 ID=Phvul.009G041100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151386 transcript=Phvul.009G041100.2 locus=Phvul.009G041100 ID=Phvul.009G041100.2.v2.1 annot-version=v2.1)
 (original description: pacid=37150369 transcript=Phvul.009G175100.3 locus=Phvul.009G175100 ID=Phvul.009G175100.3.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g64310 OS=Arabidopsis thaliana (sp|q9c7v5|pp104_arath : 473.0)
 (original description: pacid=37150369 transcript=Phvul.009G175100.3 locus=Phvul.009G175100 ID=Phvul.009G175100.3.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g64310 OS=Arabidopsis thaliana (sp|q9c7v5|pp104_arath : 473.0)
 (original description: pacid=37150369 transcript=Phvul.009G175100.3 locus=Phvul.009G175100 ID=Phvul.009G175100.3.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g64310 OS=Arabidopsis thaliana (sp|q9c7v5|pp104_arath : 473.0)
 no hits & (original description: pacid=37151886 transcript=Phvul.009G200500.3 locus=Phvul.009G200500 ID=Phvul.009G200500.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151886 transcript=Phvul.009G200500.3 locus=Phvul.009G200500 ID=Phvul.009G200500.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151886 transcript=Phvul.009G200500.3 locus=Phvul.009G200500 ID=Phvul.009G200500.3.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37151886 transcript=Phvul.009G200500.3 locus=Phvul.009G200500 ID=Phvul.009G200500.3.v2.1 annot-version=v2.1)
transcription factor (GATA) (original description: pacid=37156368 transcript=Phvul.011G080200.1 locus=Phvul.011G080200 ID=Phvul.011G080200.1.v2.1 annot-version=v2.1) &
transcription factor (GATA) (original description: pacid=37156368 transcript=Phvul.011G080200.1 locus=Phvul.011G080200 ID=Phvul.011G080200.1.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37155925 transcript=Phvul.011G174000.1 locus=Phvul.011G174000 ID=Phvul.011G174000.1.v2.1 annot-version=v2.1) &
cationic amino acid transporter (CAT) (original description: pacid=37155925 transcript=Phvul.011G174000.1 locus=Phvul.011G174000 ID=Phvul.011G174000.1.v2.1 annot-version=v2.1) &
core component Gar1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37171084 transcript=Phvul.001G110400.1 locus=Phvul.001G110400 ID=Phvul.001G110400.1.v2.1 annot-version=v2.1) &
WRKY33-activating protein (SIB) (original description: pacid=37168270 transcript=Phvul.001G123400.1 locus=Phvul.001G123400 ID=Phvul.001G123400.1.v2.1 annot-version=v2.1) &
WRKY33-activating protein (SIB) (original description: pacid=37168270 transcript=Phvul.001G123400.1 locus=Phvul.001G123400 ID=Phvul.001G123400.1.v2.1 annot-version=v2.1) &
transcription factor (HSF) (original description: pacid=37170201 transcript=Phvul.001G154700.1 locus=Phvul.001G154700 ID=Phvul.001G154700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37168659 transcript=Phvul.001G179800.1 locus=Phvul.001G179800 ID=Phvul.001G179800.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At5g37570 OS=Arabidopsis thaliana (sp|q9fhr3|pp403_arath : 574.0)
 (original description: pacid=37168659 transcript=Phvul.001G179800.1 locus=Phvul.001G179800 ID=Phvul.001G179800.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At5g37570 OS=Arabidopsis thaliana (sp|q9fhr3|pp403_arath : 574.0)
 (original description: pacid=37168299 transcript=Phvul.001G184000.1 locus=Phvul.001G184000 ID=Phvul.001G184000.1.v2.1 annot-version=v2.1) & Cactin OS=Arabidopsis thaliana (sp|f4i2j8|catin_arath : 759.0)
NAD-dependent glyceraldehyde 3-phosphate dehydrogenase (original description: pacid=37170442 transcript=Phvul.001G259000.1 locus=Phvul.001G259000 ID=Phvul.001G259000.1.v2.1 annot-version=v2.1) &
NAD-dependent glyceraldehyde 3-phosphate dehydrogenase (original description: pacid=37170442 transcript=Phvul.001G259000.1 locus=Phvul.001G259000 ID=Phvul.001G259000.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177695 transcript=Phvul.002G028100.1 locus=Phvul.002G028100 ID=Phvul.002G028100.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177695 transcript=Phvul.002G028100.1 locus=Phvul.002G028100 ID=Phvul.002G028100.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 3-phosphate 5-kinase (FAB1) (original description: pacid=37176675 transcript=Phvul.002G092900.2 locus=Phvul.002G092900 ID=Phvul.002G092900.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 3-phosphate 5-kinase (FAB1) (original description: pacid=37176675 transcript=Phvul.002G092900.2 locus=Phvul.002G092900 ID=Phvul.002G092900.2.v2.1 annot-version=v2.1) &
transcription factor (JUMONJI) (original description: pacid=37177660 transcript=Phvul.002G137100.1 locus=Phvul.002G137100 ID=Phvul.002G137100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37178177 transcript=Phvul.002G137200.1 locus=Phvul.002G137200 ID=Phvul.002G137200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178177 transcript=Phvul.002G137200.1 locus=Phvul.002G137200 ID=Phvul.002G137200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178466 transcript=Phvul.002G139900.2 locus=Phvul.002G139900 ID=Phvul.002G139900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178466 transcript=Phvul.002G139900.2 locus=Phvul.002G139900 ID=Phvul.002G139900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37175593 transcript=Phvul.002G156300.1 locus=Phvul.002G156300 ID=Phvul.002G156300.1.v2.1 annot-version=v2.1)
auxin efflux transporter (PIN) (original description: pacid=37146616 transcript=Phvul.003G032500.1 locus=Phvul.003G032500 ID=Phvul.003G032500.1.v2.1 annot-version=v2.1) &
auxin efflux transporter (PIN) (original description: pacid=37146616 transcript=Phvul.003G032500.1 locus=Phvul.003G032500 ID=Phvul.003G032500.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37145501 transcript=Phvul.003G252400.1 locus=Phvul.003G252400 ID=Phvul.003G252400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37145501 transcript=Phvul.003G252400.1 locus=Phvul.003G252400 ID=Phvul.003G252400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37144586 transcript=Phvul.003G265700.1 locus=Phvul.003G265700 ID=Phvul.003G265700.1.v2.1 annot-version=v2.1) & F-box protein At4g35930 OS=Arabidopsis thaliana (sp|q5xf11|fb248_arath : 202.0)
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
DNA chromomethylase (CMT) (original description: pacid=37163557 transcript=Phvul.004G176100.1 locus=Phvul.004G176100 ID=Phvul.004G176100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154097 transcript=Phvul.005G001500.2 locus=Phvul.005G001500 ID=Phvul.005G001500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154097 transcript=Phvul.005G001500.2 locus=Phvul.005G001500 ID=Phvul.005G001500.2.v2.1 annot-version=v2.1)
alpha chain of ATP-dependent citrate lyase complex (original description: pacid=37153149 transcript=Phvul.005G043500.1 locus=Phvul.005G043500 ID=Phvul.005G043500.1.v2.1 annot-version=v2.1) &
alpha chain of ATP-dependent citrate lyase complex (original description: pacid=37153149 transcript=Phvul.005G043500.1 locus=Phvul.005G043500 ID=Phvul.005G043500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153683 transcript=Phvul.005G093400.1 locus=Phvul.005G093400 ID=Phvul.005G093400.1.v2.1 annot-version=v2.1) & Disease resistance protein RPP5 OS=Arabidopsis thaliana (sp|f4jnb7|rpp5_arath : 109.0)
 no hits & (original description: pacid=37153235 transcript=Phvul.005G131700.1 locus=Phvul.005G131700 ID=Phvul.005G131700.1.v2.1 annot-version=v2.1)
transcription factor (TUB) (original description: pacid=37154406 transcript=Phvul.005G183800.2 locus=Phvul.005G183800 ID=Phvul.005G183800.2.v2.1 annot-version=v2.1) &
transcription factor (TUB) (original description: pacid=37154406 transcript=Phvul.005G183800.2 locus=Phvul.005G183800 ID=Phvul.005G183800.2.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 533.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 37.5) (original description: pacid=37171403 transcript=Phvul.006G098700.1 locus=Phvul.006G098700 ID=Phvul.006G098700.1.v2.1 annot-version=v2.1) &
receptor protein (NPR3|4) (original description: pacid=37172197 transcript=Phvul.006G131400.1 locus=Phvul.006G131400 ID=Phvul.006G131400.1.v2.1 annot-version=v2.1) &
receptor protein (NPR3|4) (original description: pacid=37172197 transcript=Phvul.006G131400.1 locus=Phvul.006G131400 ID=Phvul.006G131400.1.v2.1 annot-version=v2.1) &
Soyasaponin III rhamnosyltransferase OS=Glycine max (sp|d4q9z5|sgt3_soybn : 536.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 134.3) (original description: pacid=37173062 transcript=Phvul.006G208400.1 locus=Phvul.006G208400 ID=Phvul.006G208400.1.v2.1 annot-version=v2.1) &
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Soyasaponin III rhamnosyltransferase OS=Glycine max (sp|d4q9z5|sgt3_soybn : 536.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 134.3) (original description: pacid=37173062 transcript=Phvul.006G208400.1 locus=Phvul.006G208400 ID=Phvul.006G208400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165774 transcript=Phvul.007G043900.2 locus=Phvul.007G043900 ID=Phvul.007G043900.2.v2.1 annot-version=v2.1) & Protein SNOWY COTYLEDON 3 OS=Arabidopsis thaliana (sp|q8gxd9|sco3_arath : 320.0)
 (original description: pacid=37165774 transcript=Phvul.007G043900.2 locus=Phvul.007G043900 ID=Phvul.007G043900.2.v2.1 annot-version=v2.1) & Protein SNOWY COTYLEDON 3 OS=Arabidopsis thaliana (sp|q8gxd9|sco3_arath : 320.0)
 (original description: pacid=37165774 transcript=Phvul.007G043900.2 locus=Phvul.007G043900 ID=Phvul.007G043900.2.v2.1 annot-version=v2.1) & Protein SNOWY COTYLEDON 3 OS=Arabidopsis thaliana (sp|q8gxd9|sco3_arath : 320.0)
 (original description: pacid=37165774 transcript=Phvul.007G043900.2 locus=Phvul.007G043900 ID=Phvul.007G043900.2.v2.1 annot-version=v2.1) & Protein SNOWY COTYLEDON 3 OS=Arabidopsis thaliana (sp|q8gxd9|sco3_arath : 320.0)
Perakine reductase OS=Rauvolfia serpentina (sp|q3l181|perr_rause : 490.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 438.7) (original description: pacid=37166204 transcript=Phvul.007G062100.1 locus=Phvul.007G062100 ID=Phvul.007G062100.1.v2.1 annot-version=v2.1) &
transcription factor (HSF) (original description: pacid=37167531 transcript=Phvul.007G067800.1 locus=Phvul.007G067800 ID=Phvul.007G067800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37167319 transcript=Phvul.007G080900.2 locus=Phvul.007G080900 ID=Phvul.007G080900.2.v2.1 annot-version=v2.1) & UPF0496 protein At1g20180 OS=Arabidopsis thaliana (sp|q6dye5|u496k_arath : 151.0)
 (original description: pacid=37167319 transcript=Phvul.007G080900.2 locus=Phvul.007G080900 ID=Phvul.007G080900.2.v2.1 annot-version=v2.1) & UPF0496 protein At1g20180 OS=Arabidopsis thaliana (sp|q6dye5|u496k_arath : 151.0)
 (original description: pacid=37167319 transcript=Phvul.007G080900.2 locus=Phvul.007G080900 ID=Phvul.007G080900.2.v2.1 annot-version=v2.1) & UPF0496 protein At1g20180 OS=Arabidopsis thaliana (sp|q6dye5|u496k_arath : 151.0)
 (original description: pacid=37167319 transcript=Phvul.007G080900.2 locus=Phvul.007G080900 ID=Phvul.007G080900.2.v2.1 annot-version=v2.1) & UPF0496 protein At1g20180 OS=Arabidopsis thaliana (sp|q6dye5|u496k_arath : 151.0)
G2-like GARP transcription factor (original description: pacid=37166422 transcript=Phvul.007G139300.1 locus=Phvul.007G139300 ID=Phvul.007G139300.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37166422 transcript=Phvul.007G139300.1 locus=Phvul.007G139300 ID=Phvul.007G139300.1.v2.1 annot-version=v2.1) &
SnRK1-interacting factor (FLZ) (original description: pacid=37167409 transcript=Phvul.007G173400.1 locus=Phvul.007G173400 ID=Phvul.007G173400.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37164403 transcript=Phvul.007G246700.1 locus=Phvul.007G246700 ID=Phvul.007G246700.1.v2.1 annot-version=v2.1) &
component RPL7a of LSU proteome component (original description: pacid=37165435 transcript=Phvul.007G274200.1 locus=Phvul.007G274200 ID=Phvul.007G274200.1.v2.1 annot-version=v2.1) &
component RPL7a of LSU proteome component (original description: pacid=37165435 transcript=Phvul.007G274200.1 locus=Phvul.007G274200 ID=Phvul.007G274200.1.v2.1 annot-version=v2.1) &
subcluster H/CPL3-4 phosphatase (original description: pacid=37159302 transcript=Phvul.008G019000.1 locus=Phvul.008G019000 ID=Phvul.008G019000.1.v2.1 annot-version=v2.1) &
ATPase component TGD3 of TGD lipid importer complex (original description: pacid=37160544 transcript=Phvul.008G055500.1 locus=Phvul.008G055500 ID=Phvul.008G055500.1.v2.1 annot-version=v2.1) &
ATPase component TGD3 of TGD lipid importer complex (original description: pacid=37160544 transcript=Phvul.008G055500.1 locus=Phvul.008G055500 ID=Phvul.008G055500.1.v2.1 annot-version=v2.1) &
SCR gravity signalling transcription factor (original description: pacid=37158083 transcript=Phvul.008G077000.1 locus=Phvul.008G077000 ID=Phvul.008G077000.1.v2.1 annot-version=v2.1) &
A-class Rab-GDF protein (original description: pacid=37160643 transcript=Phvul.008G114700.1 locus=Phvul.008G114700 ID=Phvul.008G114700.1.v2.1 annot-version=v2.1) &
A-class Rab-GDF protein (original description: pacid=37160643 transcript=Phvul.008G114700.1 locus=Phvul.008G114700 ID=Phvul.008G114700.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37157723 transcript=Phvul.008G211500.4 locus=Phvul.008G211500 ID=Phvul.008G211500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157723 transcript=Phvul.008G211500.4 locus=Phvul.008G211500 ID=Phvul.008G211500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157723 transcript=Phvul.008G211500.4 locus=Phvul.008G211500 ID=Phvul.008G211500.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157723 transcript=Phvul.008G211500.4 locus=Phvul.008G211500 ID=Phvul.008G211500.4.v2.1 annot-version=v2.1)
component Tic110 of inner envelope TIC translocation system (original description: pacid=37159929 transcript=Phvul.008G250000.1 locus=Phvul.008G250000 ID=Phvul.008G250000.1.v2.1 annot-version=v2.1) &
component Tic110 of inner envelope TIC translocation system (original description: pacid=37159929 transcript=Phvul.008G250000.1 locus=Phvul.008G250000 ID=Phvul.008G250000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
phosphatidylinositol 4-kinase (PI4K-beta) (original description: pacid=37149528 transcript=Phvul.009G149800.1 locus=Phvul.009G149800 ID=Phvul.009G149800.1.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
sirtuin-type lysine deacetylase (original description: pacid=37150532 transcript=Phvul.009G154300.6 locus=Phvul.009G154300 ID=Phvul.009G154300.6.v2.1 annot-version=v2.1) &
GTPase interactive protein kinase (RBK/RRK) (original description: pacid=37152122 transcript=Phvul.009G240100.1 locus=Phvul.009G240100 ID=Phvul.009G240100.1.v2.1 annot-version=v2.1) &
cold sensor (COLD1) (original description: pacid=37156295 transcript=Phvul.011G017800.1 locus=Phvul.011G017800 ID=Phvul.011G017800.1.v2.1 annot-version=v2.1) &
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Do not distribute

cold sensor (COLD1) (original description: pacid=37156295 transcript=Phvul.011G017800.1 locus=Phvul.011G017800 ID=Phvul.011G017800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155821 transcript=Phvul.011G100200.2 locus=Phvul.011G100200 ID=Phvul.011G100200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155821 transcript=Phvul.011G100200.2 locus=Phvul.011G100200 ID=Phvul.011G100200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154697 transcript=Phvul.011G108300.1 locus=Phvul.011G108300 ID=Phvul.011G108300.1.v2.1 annot-version=v2.1)
MAX2 strigolactone signal transducer (original description: pacid=37155383 transcript=Phvul.011G129700.1 locus=Phvul.011G129700 ID=Phvul.011G129700.1.v2.1 annot-version=v2.1) &
MAX2 strigolactone signal transducer (original description: pacid=37155383 transcript=Phvul.011G129700.1 locus=Phvul.011G129700 ID=Phvul.011G129700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37155140 transcript=Phvul.011G140050.2 locus=Phvul.011G140050 ID=Phvul.011G140050.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g04790, mitochondrial OS=Arabidopsis thaliana (sp|q6nq81|pp304_arath : 558.0)
 (original description: pacid=37155140 transcript=Phvul.011G140050.2 locus=Phvul.011G140050 ID=Phvul.011G140050.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g04790, mitochondrial OS=Arabidopsis thaliana (sp|q6nq81|pp304_arath : 558.0)
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 (original description: pacid=37175092 transcript=Phvul.002G112900.2 locus=Phvul.002G112900 ID=Phvul.002G112900.2.v2.1 annot-version=v2.1) & Protein S-acyltransferase 10 OS=Arabidopsis thaliana (sp|q7xa86|zdh11_arath : 318.0)
 (original description: pacid=37175092 transcript=Phvul.002G112900.2 locus=Phvul.002G112900 ID=Phvul.002G112900.2.v2.1 annot-version=v2.1) & Protein S-acyltransferase 10 OS=Arabidopsis thaliana (sp|q7xa86|zdh11_arath : 318.0)
 (original description: pacid=37175092 transcript=Phvul.002G112900.2 locus=Phvul.002G112900 ID=Phvul.002G112900.2.v2.1 annot-version=v2.1) & Protein S-acyltransferase 10 OS=Arabidopsis thaliana (sp|q7xa86|zdh11_arath : 318.0)
 (original description: pacid=37175092 transcript=Phvul.002G112900.2 locus=Phvul.002G112900 ID=Phvul.002G112900.2.v2.1 annot-version=v2.1) & Protein S-acyltransferase 10 OS=Arabidopsis thaliana (sp|q7xa86|zdh11_arath : 318.0)

multifunctional phylloquinone biosynthesis protein (PHYLLO) (original description: pacid=37154118 transcript=Phvul.005G022900.2 locus=Phvul.005G022900 ID=Phvul.005G022900.2.v2.1 annot-version=v2.1) &
multifunctional phylloquinone biosynthesis protein (PHYLLO) (original description: pacid=37154118 transcript=Phvul.005G022900.2 locus=Phvul.005G022900 ID=Phvul.005G022900.2.v2.1 annot-version=v2.1) &

Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
endoribonuclease component DCL1 of DCL1-HYL1 miRNA biogenesis complex (original description: pacid=37149095 transcript=Phvul.009G260000.1 locus=Phvul.009G260000 ID=Phvul.009G260000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37166785 transcript=Phvul.007G006700.1 locus=Phvul.007G006700 ID=Phvul.007G006700.1.v2.1 annot-version=v2.1) & Protoheme IX farnesyltransferase, mitochondrial OS=Arabidopsis thaliana (sp|o64886|cox10_arath : 442.0)
 (original description: pacid=37166785 transcript=Phvul.007G006700.1 locus=Phvul.007G006700 ID=Phvul.007G006700.1.v2.1 annot-version=v2.1) & Protoheme IX farnesyltransferase, mitochondrial OS=Arabidopsis thaliana (sp|o64886|cox10_arath : 442.0)

 (original description: pacid=37160211 transcript=Phvul.008G055300.1 locus=Phvul.008G055300 ID=Phvul.008G055300.1.v2.1 annot-version=v2.1) & CBS domain-containing protein CBSX6 OS=Arabidopsis thaliana (sp|q8gza4|cbsx6_arath : 500.0)
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 (original description: pacid=37167986 transcript=Phvul.001G026200.1 locus=Phvul.001G026200 ID=Phvul.001G026200.1.v2.1 annot-version=v2.1) & Acyl-CoA-binding domain-containing protein 3 OS=Arabidopsis thaliana (sp|q9stx1|acbp3_arath : 116.0)
 (original description: pacid=37167986 transcript=Phvul.001G026200.1 locus=Phvul.001G026200 ID=Phvul.001G026200.1.v2.1 annot-version=v2.1) & Acyl-CoA-binding domain-containing protein 3 OS=Arabidopsis thaliana (sp|q9stx1|acbp3_arath : 116.0)
 (original description: pacid=37167919 transcript=Phvul.001G141300.1 locus=Phvul.001G141300 ID=Phvul.001G141300.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2C OS=Arabidopsis thaliana (sp|q9lka4|uba2c_arath : 175.0)
 (original description: pacid=37167919 transcript=Phvul.001G141300.1 locus=Phvul.001G141300 ID=Phvul.001G141300.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2C OS=Arabidopsis thaliana (sp|q9lka4|uba2c_arath : 175.0)
 (original description: pacid=37168726 transcript=Phvul.001G256400.1 locus=Phvul.001G256400 ID=Phvul.001G256400.1.v2.1 annot-version=v2.1) & D-cysteine desulfhydrase 2, mitochondrial OS=Arabidopsis thaliana (sp|a1l4v7|dcyd2_arath : 443.0)
 (original description: pacid=37168726 transcript=Phvul.001G256400.1 locus=Phvul.001G256400 ID=Phvul.001G256400.1.v2.1 annot-version=v2.1) & D-cysteine desulfhydrase 2, mitochondrial OS=Arabidopsis thaliana (sp|a1l4v7|dcyd2_arath : 443.0)
 (original description: pacid=37168816 transcript=Phvul.001G256600.1 locus=Phvul.001G256600 ID=Phvul.001G256600.1.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1D OS=Arabidopsis thaliana (sp|q9saf0|orp1d_arath : 1151.0)
 (original description: pacid=37168816 transcript=Phvul.001G256600.1 locus=Phvul.001G256600 ID=Phvul.001G256600.1.v2.1 annot-version=v2.1) & Oxysterol-binding protein-related protein 1D OS=Arabidopsis thaliana (sp|q9saf0|orp1d_arath : 1151.0)

Beta-glucosidase 40 OS=Arabidopsis thaliana (sp|q9fze0|bgl40_arath : 833.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 434.9) (original description: pacid=37176972 transcript=Phvul.002G102800.2 locus=Phvul.002G102800 ID=Phvul.002G102800.2.v2.1 annot-version=v2.1) &
Beta-glucosidase 40 OS=Arabidopsis thaliana (sp|q9fze0|bgl40_arath : 833.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 434.9) (original description: pacid=37176972 transcript=Phvul.002G102800.2 locus=Phvul.002G102800 ID=Phvul.002G102800.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37174585 transcript=Phvul.002G146600.2 locus=Phvul.002G146600 ID=Phvul.002G146600.2.v2.1 annot-version=v2.1) & Putative U-box domain-containing protein 50 OS=Arabidopsis thaliana (sp|q9fgd7|pub50_arath : 342.0)
 (original description: pacid=37174585 transcript=Phvul.002G146600.2 locus=Phvul.002G146600 ID=Phvul.002G146600.2.v2.1 annot-version=v2.1) & Putative U-box domain-containing protein 50 OS=Arabidopsis thaliana (sp|q9fgd7|pub50_arath : 342.0)
 (original description: pacid=37174585 transcript=Phvul.002G146600.2 locus=Phvul.002G146600 ID=Phvul.002G146600.2.v2.1 annot-version=v2.1) & Putative U-box domain-containing protein 50 OS=Arabidopsis thaliana (sp|q9fgd7|pub50_arath : 342.0)
 (original description: pacid=37174585 transcript=Phvul.002G146600.2 locus=Phvul.002G146600 ID=Phvul.002G146600.2.v2.1 annot-version=v2.1) & Putative U-box domain-containing protein 50 OS=Arabidopsis thaliana (sp|q9fgd7|pub50_arath : 342.0)
 (original description: pacid=37174703 transcript=Phvul.002G158200.1 locus=Phvul.002G158200 ID=Phvul.002G158200.1.v2.1 annot-version=v2.1) & Uncharacterized protein At1g76660 OS=Arabidopsis thaliana (sp|q9sre5|y1666_arath : 119.0)
 (original description: pacid=37174703 transcript=Phvul.002G158200.1 locus=Phvul.002G158200 ID=Phvul.002G158200.1.v2.1 annot-version=v2.1) & Uncharacterized protein At1g76660 OS=Arabidopsis thaliana (sp|q9sre5|y1666_arath : 119.0)
Probable 2-oxoglutarate/Fe(II)-dependent dioxygenase OS=Papaver somniferum (sp|d4n501|diox2_papso : 230.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 122.3) (original description: pacid=37145792 transcript=Phvul.003G013200.2 locus=Phvul.003G013200 ID=Phvul.003G013200.2.v2.1 annot-version=v2.1) &

component MED4 of middle module of MEDIATOR transcription co-activator complex (original description: pacid=37144783 transcript=Phvul.003G261400.2 locus=Phvul.003G261400 ID=Phvul.003G261400.2.v2.1 annot-version=v2.1) &
component MED4 of middle module of MEDIATOR transcription co-activator complex (original description: pacid=37144783 transcript=Phvul.003G261400.2 locus=Phvul.003G261400 ID=Phvul.003G261400.2.v2.1 annot-version=v2.1) &
component MED4 of middle module of MEDIATOR transcription co-activator complex (original description: pacid=37144783 transcript=Phvul.003G261400.2 locus=Phvul.003G261400 ID=Phvul.003G261400.2.v2.1 annot-version=v2.1) &
component MED4 of middle module of MEDIATOR transcription co-activator complex (original description: pacid=37144783 transcript=Phvul.003G261400.2 locus=Phvul.003G261400 ID=Phvul.003G261400.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &

component BRCA1|BARD1 of BRCA1‚ÄìBARD1 DNA-damage response heterodimer (original description: pacid=37154570 transcript=Phvul.005G069600.1 locus=Phvul.005G069600 ID=Phvul.005G069600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37166946 transcript=Phvul.007G157700.1 locus=Phvul.007G157700 ID=Phvul.007G157700.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g53700, chloroplastic OS=Arabidopsis thaliana (sp|q9lff1|pp281_arath : 948.0)
protein factor PRPF4 of U4/U6 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37166744 transcript=Phvul.007G249600.1 locus=Phvul.007G249600 ID=Phvul.007G249600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37160389 transcript=Phvul.008G111200.1 locus=Phvul.008G111200 ID=Phvul.008G111200.1.v2.1 annot-version=v2.1) & Werner Syndrome-like exonuclease OS=Arabidopsis thaliana (sp|q84lh3|wex_arath : 98.6)
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 (original description: pacid=37160389 transcript=Phvul.008G111200.1 locus=Phvul.008G111200 ID=Phvul.008G111200.1.v2.1 annot-version=v2.1) & Werner Syndrome-like exonuclease OS=Arabidopsis thaliana (sp|q84lh3|wex_arath : 98.6)
 (original description: pacid=37157730 transcript=Phvul.008G230800.1 locus=Phvul.008G230800 ID=Phvul.008G230800.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g34400 OS=Arabidopsis thaliana (sp|o64705|pp184_arath : 608.0)

 (original description: pacid=37143928 transcript=Phvul.010G119500.1 locus=Phvul.010G119500 ID=Phvul.010G119500.1.v2.1 annot-version=v2.1) & RNA-binding protein CP33, chloroplastic OS=Arabidopsis thaliana (sp|q39061|cp33_arath : 102.0)

component ATG18 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37154904 transcript=Phvul.011G140900.1 locus=Phvul.011G140900 ID=Phvul.011G140900.1.v2.1 annot-version=v2.1) &
component ATG18 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37154904 transcript=Phvul.011G140900.1 locus=Phvul.011G140900 ID=Phvul.011G140900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37177943 transcript=Phvul.002G182700.2 locus=Phvul.002G182700 ID=Phvul.002G182700.2.v2.1 annot-version=v2.1) & L-Ala-D/L-amino acid epimerase OS=Populus trichocarpa (sp|b9i2j6|axep_poptr : 565.0)
 (original description: pacid=37177943 transcript=Phvul.002G182700.2 locus=Phvul.002G182700 ID=Phvul.002G182700.2.v2.1 annot-version=v2.1) & L-Ala-D/L-amino acid epimerase OS=Populus trichocarpa (sp|b9i2j6|axep_poptr : 565.0)

 (original description: pacid=37175275 transcript=Phvul.002G238000.1 locus=Phvul.002G238000 ID=Phvul.002G238000.1.v2.1 annot-version=v2.1) & Thioredoxin-like fold domain-containing protein MRL7, chloroplastic OS=Arabidopsis thaliana (sp|f4jlc1|mrl7_arath : 334.0)

 (original description: pacid=37175452 transcript=Phvul.002G274400.2 locus=Phvul.002G274400 ID=Phvul.002G274400.2.v2.1 annot-version=v2.1) & F-box protein At5g39450 OS=Arabidopsis thaliana (sp|q8rwd6|fb271_arath : 511.0)
 (original description: pacid=37175452 transcript=Phvul.002G274400.2 locus=Phvul.002G274400 ID=Phvul.002G274400.2.v2.1 annot-version=v2.1) & F-box protein At5g39450 OS=Arabidopsis thaliana (sp|q8rwd6|fb271_arath : 511.0)
 (original description: pacid=37175452 transcript=Phvul.002G274400.2 locus=Phvul.002G274400 ID=Phvul.002G274400.2.v2.1 annot-version=v2.1) & F-box protein At5g39450 OS=Arabidopsis thaliana (sp|q8rwd6|fb271_arath : 511.0)
 (original description: pacid=37175452 transcript=Phvul.002G274400.2 locus=Phvul.002G274400 ID=Phvul.002G274400.2.v2.1 annot-version=v2.1) & F-box protein At5g39450 OS=Arabidopsis thaliana (sp|q8rwd6|fb271_arath : 511.0)

 (original description: pacid=37178228 transcript=Phvul.002G327900.1 locus=Phvul.002G327900 ID=Phvul.002G327900.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g39865 OS=Arabidopsis thaliana (sp|q9fle8|y5986_arath : 127.0)
 (original description: pacid=37178228 transcript=Phvul.002G327900.1 locus=Phvul.002G327900 ID=Phvul.002G327900.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g39865 OS=Arabidopsis thaliana (sp|q9fle8|y5986_arath : 127.0)
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component eIF-iso4G of eIF-iso4F unwinding complex (original description: pacid=37148389 transcript=Phvul.003G154900.1 locus=Phvul.003G154900 ID=Phvul.003G154900.1.v2.1 annot-version=v2.1) &
component eIF-iso4G of eIF-iso4F unwinding complex (original description: pacid=37148389 transcript=Phvul.003G154900.1 locus=Phvul.003G154900 ID=Phvul.003G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37147652 transcript=Phvul.003G295700.2 locus=Phvul.003G295700 ID=Phvul.003G295700.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g04790, mitochondrial OS=Arabidopsis thaliana (sp|q6nq81|pp304_arath : 449.0)
 (original description: pacid=37147652 transcript=Phvul.003G295700.2 locus=Phvul.003G295700 ID=Phvul.003G295700.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g04790, mitochondrial OS=Arabidopsis thaliana (sp|q6nq81|pp304_arath : 449.0)
 (original description: pacid=37152396 transcript=Phvul.005G088636.1 locus=Phvul.005G088636 ID=Phvul.005G088636.1.v2.1 annot-version=v2.1) & Ribosomal protein S1, mitochondrial OS=Marchantia polymorpha (sp|p26863|rt01_marpo : 94.7)
 (original description: pacid=37152396 transcript=Phvul.005G088636.1 locus=Phvul.005G088636 ID=Phvul.005G088636.1.v2.1 annot-version=v2.1) & Ribosomal protein S1, mitochondrial OS=Marchantia polymorpha (sp|p26863|rt01_marpo : 94.7)

 (original description: pacid=37164910 transcript=Phvul.007G038000.1 locus=Phvul.007G038000 ID=Phvul.007G038000.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 37 OS=Arabidopsis thaliana (sp|a2rvm8|hip37_arath : 113.0)
 (original description: pacid=37164910 transcript=Phvul.007G038000.1 locus=Phvul.007G038000 ID=Phvul.007G038000.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 37 OS=Arabidopsis thaliana (sp|a2rvm8|hip37_arath : 113.0)

 (original description: pacid=37167447 transcript=Phvul.007G100700.1 locus=Phvul.007G100700 ID=Phvul.007G100700.1.v2.1 annot-version=v2.1) & Membrane protein PM19L OS=Oryza sativa subsp. japonica (sp|q6l4d2|pm19l_orysj : 166.0)
 (original description: pacid=37167447 transcript=Phvul.007G100700.1 locus=Phvul.007G100700 ID=Phvul.007G100700.1.v2.1 annot-version=v2.1) & Membrane protein PM19L OS=Oryza sativa subsp. japonica (sp|q6l4d2|pm19l_orysj : 166.0)

 (original description: pacid=37150369 transcript=Phvul.009G175100.3 locus=Phvul.009G175100 ID=Phvul.009G175100.3.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g64310 OS=Arabidopsis thaliana (sp|q9c7v5|pp104_arath : 473.0)
 (original description: pacid=37150369 transcript=Phvul.009G175100.3 locus=Phvul.009G175100 ID=Phvul.009G175100.3.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g64310 OS=Arabidopsis thaliana (sp|q9c7v5|pp104_arath : 473.0)
 (original description: pacid=37150369 transcript=Phvul.009G175100.3 locus=Phvul.009G175100 ID=Phvul.009G175100.3.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g64310 OS=Arabidopsis thaliana (sp|q9c7v5|pp104_arath : 473.0)
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core component Gar1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37171084 transcript=Phvul.001G110400.1 locus=Phvul.001G110400 ID=Phvul.001G110400.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37168659 transcript=Phvul.001G179800.1 locus=Phvul.001G179800 ID=Phvul.001G179800.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At5g37570 OS=Arabidopsis thaliana (sp|q9fhr3|pp403_arath : 574.0)
 (original description: pacid=37168659 transcript=Phvul.001G179800.1 locus=Phvul.001G179800 ID=Phvul.001G179800.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At5g37570 OS=Arabidopsis thaliana (sp|q9fhr3|pp403_arath : 574.0)
 (original description: pacid=37168299 transcript=Phvul.001G184000.1 locus=Phvul.001G184000 ID=Phvul.001G184000.1.v2.1 annot-version=v2.1) & Cactin OS=Arabidopsis thaliana (sp|f4i2j8|catin_arath : 759.0)
NAD-dependent glyceraldehyde 3-phosphate dehydrogenase (original description: pacid=37170442 transcript=Phvul.001G259000.1 locus=Phvul.001G259000 ID=Phvul.001G259000.1.v2.1 annot-version=v2.1) &
NAD-dependent glyceraldehyde 3-phosphate dehydrogenase (original description: pacid=37170442 transcript=Phvul.001G259000.1 locus=Phvul.001G259000 ID=Phvul.001G259000.1.v2.1 annot-version=v2.1) &

phosphatidylinositol 3-phosphate 5-kinase (FAB1) (original description: pacid=37176675 transcript=Phvul.002G092900.2 locus=Phvul.002G092900 ID=Phvul.002G092900.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 3-phosphate 5-kinase (FAB1) (original description: pacid=37176675 transcript=Phvul.002G092900.2 locus=Phvul.002G092900 ID=Phvul.002G092900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37144586 transcript=Phvul.003G265700.1 locus=Phvul.003G265700 ID=Phvul.003G265700.1.v2.1 annot-version=v2.1) & F-box protein At4g35930 OS=Arabidopsis thaliana (sp|q5xf11|fb248_arath : 202.0)
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &
subunit beta of methylcrotonoyl-CoA carboxylase complex (original description: pacid=37146169 transcript=Phvul.003G291600.2 locus=Phvul.003G291600 ID=Phvul.003G291600.2.v2.1 annot-version=v2.1) &

alpha chain of ATP-dependent citrate lyase complex (original description: pacid=37153149 transcript=Phvul.005G043500.1 locus=Phvul.005G043500 ID=Phvul.005G043500.1.v2.1 annot-version=v2.1) &
alpha chain of ATP-dependent citrate lyase complex (original description: pacid=37153149 transcript=Phvul.005G043500.1 locus=Phvul.005G043500 ID=Phvul.005G043500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153683 transcript=Phvul.005G093400.1 locus=Phvul.005G093400 ID=Phvul.005G093400.1.v2.1 annot-version=v2.1) & Disease resistance protein RPP5 OS=Arabidopsis thaliana (sp|f4jnb7|rpp5_arath : 109.0)

Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 533.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 37.5) (original description: pacid=37171403 transcript=Phvul.006G098700.1 locus=Phvul.006G098700 ID=Phvul.006G098700.1.v2.1 annot-version=v2.1) &

Soyasaponin III rhamnosyltransferase OS=Glycine max (sp|d4q9z5|sgt3_soybn : 536.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 134.3) (original description: pacid=37173062 transcript=Phvul.006G208400.1 locus=Phvul.006G208400 ID=Phvul.006G208400.1.v2.1 annot-version=v2.1) &
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Soyasaponin III rhamnosyltransferase OS=Glycine max (sp|d4q9z5|sgt3_soybn : 536.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 134.3) (original description: pacid=37173062 transcript=Phvul.006G208400.1 locus=Phvul.006G208400 ID=Phvul.006G208400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165774 transcript=Phvul.007G043900.2 locus=Phvul.007G043900 ID=Phvul.007G043900.2.v2.1 annot-version=v2.1) & Protein SNOWY COTYLEDON 3 OS=Arabidopsis thaliana (sp|q8gxd9|sco3_arath : 320.0)
 (original description: pacid=37165774 transcript=Phvul.007G043900.2 locus=Phvul.007G043900 ID=Phvul.007G043900.2.v2.1 annot-version=v2.1) & Protein SNOWY COTYLEDON 3 OS=Arabidopsis thaliana (sp|q8gxd9|sco3_arath : 320.0)
 (original description: pacid=37165774 transcript=Phvul.007G043900.2 locus=Phvul.007G043900 ID=Phvul.007G043900.2.v2.1 annot-version=v2.1) & Protein SNOWY COTYLEDON 3 OS=Arabidopsis thaliana (sp|q8gxd9|sco3_arath : 320.0)
 (original description: pacid=37165774 transcript=Phvul.007G043900.2 locus=Phvul.007G043900 ID=Phvul.007G043900.2.v2.1 annot-version=v2.1) & Protein SNOWY COTYLEDON 3 OS=Arabidopsis thaliana (sp|q8gxd9|sco3_arath : 320.0)
Perakine reductase OS=Rauvolfia serpentina (sp|q3l181|perr_rause : 490.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 438.7) (original description: pacid=37166204 transcript=Phvul.007G062100.1 locus=Phvul.007G062100 ID=Phvul.007G062100.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37167319 transcript=Phvul.007G080900.2 locus=Phvul.007G080900 ID=Phvul.007G080900.2.v2.1 annot-version=v2.1) & UPF0496 protein At1g20180 OS=Arabidopsis thaliana (sp|q6dye5|u496k_arath : 151.0)
 (original description: pacid=37167319 transcript=Phvul.007G080900.2 locus=Phvul.007G080900 ID=Phvul.007G080900.2.v2.1 annot-version=v2.1) & UPF0496 protein At1g20180 OS=Arabidopsis thaliana (sp|q6dye5|u496k_arath : 151.0)
 (original description: pacid=37167319 transcript=Phvul.007G080900.2 locus=Phvul.007G080900 ID=Phvul.007G080900.2.v2.1 annot-version=v2.1) & UPF0496 protein At1g20180 OS=Arabidopsis thaliana (sp|q6dye5|u496k_arath : 151.0)
 (original description: pacid=37167319 transcript=Phvul.007G080900.2 locus=Phvul.007G080900 ID=Phvul.007G080900.2.v2.1 annot-version=v2.1) & UPF0496 protein At1g20180 OS=Arabidopsis thaliana (sp|q6dye5|u496k_arath : 151.0)

ATPase component TGD3 of TGD lipid importer complex (original description: pacid=37160544 transcript=Phvul.008G055500.1 locus=Phvul.008G055500 ID=Phvul.008G055500.1.v2.1 annot-version=v2.1) &
ATPase component TGD3 of TGD lipid importer complex (original description: pacid=37160544 transcript=Phvul.008G055500.1 locus=Phvul.008G055500 ID=Phvul.008G055500.1.v2.1 annot-version=v2.1) &

component Tic110 of inner envelope TIC translocation system (original description: pacid=37159929 transcript=Phvul.008G250000.1 locus=Phvul.008G250000 ID=Phvul.008G250000.1.v2.1 annot-version=v2.1) &
component Tic110 of inner envelope TIC translocation system (original description: pacid=37159929 transcript=Phvul.008G250000.1 locus=Phvul.008G250000 ID=Phvul.008G250000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
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Do not distribute
 (original description: pacid=37155140 transcript=Phvul.011G140050.2 locus=Phvul.011G140050 ID=Phvul.011G140050.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g04790, mitochondrial OS=Arabidopsis thaliana (sp|q6nq81|pp304_arath : 558.0)
 (original description: pacid=37155140 transcript=Phvul.011G140050.2 locus=Phvul.011G140050 ID=Phvul.011G140050.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g04790, mitochondrial OS=Arabidopsis thaliana (sp|q6nq81|pp304_arath : 558.0)
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Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
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Beta-glucosidase 40 OS=Arabidopsis thaliana (sp|q9fze0|bgl40_arath : 833.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 434.9) (original description: pacid=37176972 transcript=Phvul.002G102800.2 locus=Phvul.002G102800 ID=Phvul.002G102800.2.v2.1 annot-version=v2.1) &
Beta-glucosidase 40 OS=Arabidopsis thaliana (sp|q9fze0|bgl40_arath : 833.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 434.9) (original description: pacid=37176972 transcript=Phvul.002G102800.2 locus=Phvul.002G102800 ID=Phvul.002G102800.2.v2.1 annot-version=v2.1) &

Probable 2-oxoglutarate/Fe(II)-dependent dioxygenase OS=Papaver somniferum (sp|d4n501|diox2_papso : 230.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 122.3) (original description: pacid=37145792 transcript=Phvul.003G013200.2 locus=Phvul.003G013200 ID=Phvul.003G013200.2.v2.1 annot-version=v2.1) &
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Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 533.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 37.5) (original description: pacid=37171403 transcript=Phvul.006G098700.1 locus=Phvul.006G098700 ID=Phvul.006G098700.1.v2.1 annot-version=v2.1) &

Soyasaponin III rhamnosyltransferase OS=Glycine max (sp|d4q9z5|sgt3_soybn : 536.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 134.3) (original description: pacid=37173062 transcript=Phvul.006G208400.1 locus=Phvul.006G208400 ID=Phvul.006G208400.1.v2.1 annot-version=v2.1) &
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Soyasaponin III rhamnosyltransferase OS=Glycine max (sp|d4q9z5|sgt3_soybn : 536.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 134.3) (original description: pacid=37173062 transcript=Phvul.006G208400.1 locus=Phvul.006G208400 ID=Phvul.006G208400.1.v2.1 annot-version=v2.1) &

Perakine reductase OS=Rauvolfia serpentina (sp|q3l181|perr_rause : 490.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 438.7) (original description: pacid=37166204 transcript=Phvul.007G062100.1 locus=Phvul.007G062100 ID=Phvul.007G062100.1.v2.1 annot-version=v2.1) &
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Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
Carotenoid 9,10(9,10)-cleavage dioxygenase 1 OS=Pisum sativum (sp|q8lp17|ccd1_pea : 232.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 199.5) (original description: pacid=37149575 transcript=Phvul.009G109200.3 locus=Phvul.009G109200 ID=Phvul.009G109200.3.v2.1 annot-version=v2.1) &
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Probable 2-oxoglutarate/Fe(II)-dependent dioxygenase OS=Papaver somniferum (sp|d4n501|diox2_papso : 230.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 122.3) (original description: pacid=37145792 transcript=Phvul.003G013200.2 locus=Phvul.003G013200 ID=Phvul.003G013200.2.v2.1 annot-version=v2.1) &
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miRNA_Acc. Target_Acc. Expectation UPE$ miRNA_start miRNA_end
ggaaucuugaugaugcugcagPhvul.001G174400.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174400.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174400.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174400.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174400.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174400.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174400.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174400.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174400.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174400.1 0.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.001G174400.1 0.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.002G016900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G016900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G016900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G016900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G016900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G016900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G016900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G016900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G016900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G016900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.002G016900.1 0.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.003G241900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G241900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G241900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G241900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G241900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G241900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G241900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G241900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G241900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G241900.1 0.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.003G241900.1 0.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.011G071100.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.1 1 -1 1 21
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ggaaucuugaugaugcugcagPhvul.011G071100.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G071100.1 1 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.011G071100.2 1 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.011G071100.1 1 -1 1 24
ggaaucuugaugaugcugcagPhvul.L000308.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.1 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.2 1 -1 1 21
ggaaucuugaugaugcugcagPhvul.L000308.1 1 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.L000308.2 1 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.L000308.1 1 -1 1 24
uggaaucuugaugaugcugcagPhvul.001G174400.1 1.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.002G016900.1 1.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.003G241900.1 1.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.005G132300.2 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.2 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.2 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.2 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.2 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.2 1.5 -1 1 21
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ggaaucuugaugaugcugcagPhvul.005G132300.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.2 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.2 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.2 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.2 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G132300.1 1.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.005G132300.2 1.5 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.005G132300.1 1.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.007G240200.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G240200.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G240200.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G240200.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G240200.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G240200.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G240200.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G240200.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G240200.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G240200.1 1.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.007G240200.1 1.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.011G082801.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G082801.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G082801.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G082801.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G082801.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G082801.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G082801.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G082801.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G082801.1 1.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G082801.1 1.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.011G082801.1 1.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.001G233200.2 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.1 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.2 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.1 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.2 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.1 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.2 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.1 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.2 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.1 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.2 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.1 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.2 2 -1 1 21
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ggaaucuugaugaugcugcagPhvul.001G233200.1 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.2 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.1 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.2 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.1 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.2 2 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G233200.1 2 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.001G233200.2 2 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.001G233200.1 2 -1 1 24
uggaaucuugaugaugcugcagPhvul.011G071100.2 2 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G071100.1 2 -1 1 22
uggaaucuugaugaugcugcagPhvul.L000308.2 2 -1 1 22
uggaaucuugaugaugcugcagPhvul.L000308.1 2 -1 1 22
uggaaucuugaugaugcugcagPhvul.003G111500.1 2.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.005G118700.1 2.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.008G058700.2 2.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.008G058700.1 2.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G150100.1 2.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.001G033700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G033700.2 3 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.001G033700.1 3 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.001G033700.2 3 -1 1 24
ggaaucuugaugaugcugcagPhvul.001G172501.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G172501.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G172501.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G172501.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G172501.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G172501.1 3 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.001G172501.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G172501.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G172501.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G172501.1 3 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.001G172501.1 3 -1 1 24
uggaaucuugaugaugcugcagPhvul.001G172501.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.001G212400.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.001G212400.2 3 -1 1 22
ggaaucuugaugaugcugcagPhvul.002G012700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G012700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G012700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G012700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G012700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G012700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G012700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G012700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G012700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G012700.1 3 -1 1 21
uggaaucuugaugaugcugcagPhvul.002G197200.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.002G218300.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.002G330500.2 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.002G330500.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.003G262400.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.003G262500.1 3 -1 1 22
ggaaucuugaugaugcugcagPhvul.005G030900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G030900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G030900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G030900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G030900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G030900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G030900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G030900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G030900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G030900.1 3 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.005G030900.1 3 -1 1 24
uggaaucuugaugaugcugcagPhvul.005G030900.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.005G088700.3 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.005G088700.2 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.005G088700.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.005G088800.1 3 -1 1 22
ggaaucuugaugaugcugcagPhvul.005G131000.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G131000.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G131000.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G131000.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G131000.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G131000.1 3 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.005G131000.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G131000.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G131000.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G131000.1 3 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.005G131000.1 3 -1 1 24
uggaaucuugaugaugcugcagPhvul.005G131000.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.005G132300.2 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.005G132300.1 3 -1 1 22
ggaaucuugaugaugcugcagPhvul.006G137900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G137900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G137900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G137900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G137900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G137900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G137900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G137900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G137900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G137900.1 3 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.006G137900.1 3 -1 1 24
uggaaucuugaugaugcugcagPhvul.007G240200.1 3 -1 1 22
ggaaucuugaugaugcugcagPhvul.008G033900.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.3 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.3 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.3 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.3 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.3 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.3 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.3 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.3 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.3 3 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.008G033900.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.2 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.3 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G033900.1 3 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.008G033900.2 3 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.008G033900.3 3 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.008G033900.1 3 -1 1 24
uggaaucuugaugaugcugcagPhvul.008G033900.2 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.008G033900.3 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.008G033900.1 3 -1 1 22
ggaaucuugaugaugcugcagPhvul.009G130700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G130700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G130700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G130700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G130700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G130700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G130700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G130700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G130700.1 3 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G130700.1 3 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.009G130700.1 3 -1 1 24
uggaaucuugaugaugcugcagPhvul.009G249300.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G082801.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G150950.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G152100.3 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G152100.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G152300.3 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G152300.2 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G152300.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G152400.1 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G168400.2 3 -1 1 22
uggaaucuugaugaugcugcagPhvul.001G033700.1 3.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.001G033700.2 3.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.001G187200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G187200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G187200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G187200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G187200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G187200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G187200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G187200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G187200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G187200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.001G187200.1 3.5 -1 1 24
uggaaucuugaugaugcugcagPhvul.001G187200.1 3.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.001G233200.2 3.5 -1 1 22
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Do not distribute

uggaaucuugaugaugcugcagPhvul.001G233200.1 3.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.002G012700.1 3.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.002G083700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G083700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G083700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G083700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G083700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G083700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G083700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G083700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G083700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G083700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.3 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.3 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.3 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.3 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.3 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.3 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.3 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.3 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.3 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.3 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G276700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.002G276700.3 3.5 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.002G276700.2 3.5 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.002G276700.1 3.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.002G313200.1 3.5 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.002G313200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G313200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G313200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G313200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G313200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G313200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G313200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G313200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G313200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G053000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G053000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G053000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G053000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G053000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G053000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G053000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G053000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G053000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G053000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.003G053000.1 3.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.003G119100.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G119100.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G119100.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G119100.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G119100.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G119100.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G119100.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G119100.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G119100.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G119100.2 3.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.003G119100.2 3.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.003G237100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G237100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G237100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G237100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G237100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G237100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G237100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G237100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G237100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G237100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262400.1 3.5 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.003G262400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G262500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G118700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G118700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G118700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G118700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G118700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G118700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G118700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G118700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G118700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G118700.1 3.5 -1 1 21
uggaaucuugaugaugcugcagPhvul.006G136700.3 3.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.006G136700.1 3.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.006G151200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 3.5 -1 1 21
uggaaucuugaugaugcugcagPhvul.006G172200.1 3.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.006G181200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G181200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G181200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G181200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G181200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G181200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G181200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G181200.1 3.5 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.006G181200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G181200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G234200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G234200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G234200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G234200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G234200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G234200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G234200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G234200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G234200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G234200.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G236400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G236400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G236400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G236400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G236400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G236400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G236400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G236400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G236400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G236400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.007G236400.1 3.5 -1 1 24
uggaaucuugaugaugcugcagPhvul.007G236400.1 3.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.008G058700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G058700.1 3.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.008G058700.2 3.5 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.008G058700.1 3.5 -1 1 24
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Do not distribute

ggaaucuugaugaugcugcagPhvul.009G014600.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.2 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G014600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G117500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G117500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G117500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G117500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G117500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G117500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G117500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G117500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G117500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G117500.1 3.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.009G117500.1 3.5 -1 1 24
uggaaucuugaugaugcugcagPhvul.009G130700.1 3.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.010G002600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G002600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G002600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G002600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G002600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G002600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G002600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G002600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G002600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G002600.1 3.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.010G002600.1 3.5 -1 1 24
uggaaucuugaugaugcugcagPhvul.010G002600.1 3.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G067401.1 3.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.011G079800.1 3.5 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.011G079800.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G079800.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G079800.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G079800.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G079800.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G079800.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G079800.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G079800.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G079800.1 3.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.011G079800.1 3.5 -1 1 24
uggaaucuugaugaugcugcagPhvul.011G079800.1 3.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.011G127400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127400.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127400.1 3.5 -1 1 21
uggaaucuugaugaugcugcagPhvul.011G127400.1 3.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.011G147000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G147000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G147000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G147000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G147000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G147000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G147000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G147000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G147000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G147000.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150100.1 3.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.011G150100.1 3.5 -1 1 24
uggaaucuugaugaugcugcagPhvul.011G152200.3 3.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G152200.1 3.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.L002332.1 3.5 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.L002332.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.L002332.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.L002332.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.L002332.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.L002332.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.L002332.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.L002332.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.L002332.1 3.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.L002332.1 3.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.L002332.1 3.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.003G001200.1 3.75 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G001200.1 3.75 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G001200.1 3.75 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G001200.1 3.75 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G001200.1 3.75 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G001200.1 3.75 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G001200.1 3.75 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G001200.1 3.75 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G001200.1 3.75 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G001200.1 3.75 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.003G001200.1 3.75 -1 1 24
uggaaucuugaugaugcugcagPhvul.003G001200.1 3.75 -1 1 22
uggaaucuugaugaugcugcagPhvul.001G147500.1 4 -1 1 22
ggaaucuugaugaugcugcagPhvul.001G169200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G169200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G169200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G169200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G169200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G169200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G169200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G169200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G169200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G169200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G174800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.1 4 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.001G212400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G212400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G216400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G216400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G216400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G216400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G216400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G216400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G216400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G216400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G216400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G216400.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.001G216400.1 4 -1 1 24
ggaaucuugaugaugcugcagPhvul.001G232300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.1 4 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.001G232300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G232300.1 4 -1 1 21
uggaaucuugaugaugcugcagPhvul.001G232300.2 4 -1 1 22
uggaaucuugaugaugcugcagPhvul.001G232300.1 4 -1 1 22
ggaaucuugaugaugcugcagPhvul.001G269200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269200.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.001G269200.1 4 -1 1 24
ggaaucuugaugaugcugcagPhvul.001G269301.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269301.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269301.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269301.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269301.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269301.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269301.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269301.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269301.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G269301.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.001G269301.1 4 -1 1 24
ggaaucuugaugaugcugcagPhvul.002G197200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G197200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G197200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G197200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G197200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G197200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G197200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G197200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G197200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G197200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G218300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G218300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G218300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G218300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G218300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G218300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G218300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G218300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G218300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G218300.1 4 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagcagPhvul.002G218300.1 4 -1 1 24
uggaaucuugaugaugcugcagPhvul.002G264200.1 4 -1 1 22
ggaaucuugaugaugcugcagPhvul.002G330500.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G330500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G111500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G111500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G111500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G111500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G111500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G111500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G111500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G111500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G111500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G111500.1 4 -1 1 21
uggaaucuugaugaugcugcagPhvul.003G119100.2 4 -1 1 22
ggaaucuugaugaugcugcagPhvul.003G203100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G203100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G203100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G203100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G203100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G203100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G203100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G203100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G203100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G203100.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.003G203100.1 4 -1 1 24
ggaaucuugaugaugcugcagPhvul.003G229600.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.1 4 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.003G229600.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G229600.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.003G229600.2 4 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.003G229600.1 4 -1 1 24
uggaaucuugaugaugcugcagPhvul.003G235900.1 4 -1 1 22
ggaaucuugaugaugcugcagPhvul.003G259700.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G259700.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G259700.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G259700.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G259700.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G259700.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G259700.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G259700.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G259700.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G259700.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.3 4 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.003G260000.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G260000.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G268500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G268500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G268500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G268500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G268500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G268500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G268500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G268500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G268500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G268500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G291200.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G031700.3 4 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.004G031700.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G031700.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G031700.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G031700.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G031700.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G031700.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G031700.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G031700.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G031700.3 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.004G031700.3 4 -1 1 24
uggaaucuugaugaugcugcagPhvul.004G118500.5 4 -1 1 22
uggaaucuugaugaugcugcagPhvul.004G118500.2 4 -1 1 22
ggaaucuugaugaugcugcagPhvul.005G068800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G068800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G088800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G088800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G088800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G088800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G088800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G088800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G088800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G088800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G088800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G088800.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.005G088800.1 4 -1 1 24
ggaaucuugaugaugcugcagPhvul.005G171900.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.2 4 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.005G171900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G171900.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.005G171900.2 4 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.005G171900.1 4 -1 1 24
uggaaucuugaugaugcugcagPhvul.005G171900.2 4 -1 1 22
uggaaucuugaugaugcugcagPhvul.005G171900.1 4 -1 1 22
ggaaucuugaugaugcugcagcagPhvul.006G022400.1 4 -1 1 24
ggaaucuugaugaugcugcagPhvul.006G130200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G130200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G130200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G130200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G130200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G130200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G130200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G130200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G130200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G130200.1 4 -1 1 21
uggaaucuugaugaugcugcagPhvul.006G130200.1 4 -1 1 22
uggaaucuugaugaugcugcagPhvul.006G137900.1 4 -1 1 22
uggaaucuugaugaugcugcagPhvul.006G181200.1 4 -1 1 22
ggaaucuugaugaugcugcagPhvul.007G029900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G029900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G029900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G029900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G029900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G029900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G029900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G029900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G029900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G029900.1 4 -1 1 21
uggaaucuugaugaugcugcagPhvul.007G046900.2 4 -1 1 22
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Do not distribute

ggaaucuugaugaugcugcagPhvul.007G089900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G089900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G089900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G089900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G089900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G089900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G089900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G089900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G089900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G089900.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.007G089900.1 4 -1 1 24
uggaaucuugaugaugcugcagPhvul.007G089900.1 4 -1 1 22
ggaaucuugaugaugcugcagPhvul.007G199800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G081500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G081500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G081500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G081500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G081500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G081500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G081500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G081500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G081500.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G081500.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.008G081500.1 4 -1 1 24
ggaaucuugaugaugcugcagPhvul.008G089600.4 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.4 4 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.008G089600.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.4 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.4 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.4 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.4 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.4 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.4 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.4 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.4 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G089600.3 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.008G089600.4 4 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.008G089600.3 4 -1 1 24
ggaaucuugaugaugcugcagPhvul.008G122700.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G122700.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G122700.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G122700.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G122700.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G122700.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G122700.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G122700.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G122700.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G122700.1 4 -1 1 21
uggaaucuugaugaugcugcagPhvul.008G122700.1 4 -1 1 22
ggaaucuugaugaugcugcagPhvul.008G289900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G289900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G289900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G289900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G289900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G289900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G289900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G289900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G289900.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G289900.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.008G289900.1 4 -1 1 24
ggaaucuugaugaugcugcagPhvul.008G290600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G290600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G290600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G290600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G290600.1 4 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.008G290600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G290600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G290600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G290600.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G290600.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.008G290600.1 4 -1 1 24
uggaaucuugaugaugcugcagPhvul.009G117500.1 4 -1 1 22
ggaaucuugaugaugcugcagPhvul.010G124800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G124800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G124800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G124800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G124800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G124800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G124800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G124800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G124800.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.010G124800.1 4 -1 1 21
uggaaucuugaugaugcugcagPhvul.010G158100.1 4 -1 1 22
ggaaucuugaugaugcugcagPhvul.011G013100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G013100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G013100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G013100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G013100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G013100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G013100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G013100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G013100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G013100.1 4 -1 1 21
uggaaucuugaugaugcugcagPhvul.011G013100.1 4 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G047800.2 4 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G047800.1 4 -1 1 22
ggaaucuugaugaugcugcagPhvul.011G067401.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G067401.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G067401.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G067401.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G067401.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G067401.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G067401.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G067401.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G067401.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G067401.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127100.1 4 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.011G127100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G127100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150950.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150950.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150950.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150950.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150950.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150950.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150950.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150950.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150950.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G150950.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.011G150950.1 4 -1 1 24
ggaaucuugaugaugcugcagPhvul.011G152100.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.011G152100.3 4 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.011G152100.1 4 -1 1 24
ggaaucuugaugaugcugcagPhvul.011G152300.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.2 4 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.011G152300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.3 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152300.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.011G152300.3 4 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.011G152300.2 4 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.011G152300.1 4 -1 1 24
ggaaucuugaugaugcugcagPhvul.011G152400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152400.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152400.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.011G152400.1 4 -1 1 24
uggaaucuugaugaugcugcagPhvul.011G156200.1 4 -1 1 22
ggaaucuugaugaugcugcagPhvul.011G168400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G168400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G168400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G168400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G168400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G168400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G168400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G168400.2 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G168400.2 4 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.011G168400.2 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.011G168400.2 4 -1 1 24
ggaaucuugaugaugcugcagPhvul.011G202200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G202200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G202200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G202200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G202200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G202200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G202200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G202200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G202200.1 4 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G202200.1 4 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.011G202200.1 4 -1 1 24
ggaaucuugaugaugcugcagPhvul.001G152400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G152400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G152400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G152400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G152400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G152400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G152400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G152400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G152400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G152400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.001G152400.1 4.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.001G176200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G176200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G176200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G176200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G176200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G176200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G176200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G176200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G176200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G176200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.001G176200.1 4.5 -1 1 24
uggaaucuugaugaugcugcagPhvul.001G269200.1 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.001G269301.1 4.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.002G010800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G010800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G010800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G010800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G010800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G010800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G010800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G010800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G010800.1 4.5 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.002G010800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.002G010800.1 4.5 -1 1 24
uggaaucuugaugaugcugcagPhvul.002G010800.1 4.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.002G199800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G199800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G199800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G199800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G199800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G199800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G199800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G199800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G199800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G199800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.002G199800.1 4.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.002G214900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G214900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G214900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G214900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G214900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G214900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G214900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G214900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G214900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G214900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G215000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G215000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G215000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G215000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G215000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G215000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G215000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G215000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G215000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G215000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G264200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G264200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G264200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G264200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G264200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G264200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G264200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G264200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G264200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G264200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.002G264200.1 4.5 -1 1 24
uggaaucuugaugaugcugcagPhvul.002G276700.3 4.5 -1 1 22
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Do not distribute

uggaaucuugaugaugcugcagPhvul.002G276700.2 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.002G276700.1 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.002G308800.1 4.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.002G326600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G326600.2 4.5 -1 1 21
uggaaucuugaugaugcugcagPhvul.002G326600.1 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.002G326600.2 4.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.003G170000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G170000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G170000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G170000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G170000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G170000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G170000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G170000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G170000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G170000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.1 4.5 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.003G189300.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G189300.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G202100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G202100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G202100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G202100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G202100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G202100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G202100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G202100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G202100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G202100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G206500.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G206500.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G206500.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G206500.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G206500.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G206500.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G206500.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G206500.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G206500.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G206500.1 4.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.003G206500.1 4.5 -1 1 24
uggaaucuugaugaugcugcagPhvul.003G229600.2 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.003G229600.1 4.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.003G235900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G235900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G235900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G235900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G235900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G235900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G235900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G235900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G235900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G235900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G046400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G046400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G046400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G046400.1 4.5 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.004G046400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G046400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G046400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G046400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G046400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G046400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.004G046400.1 4.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.005G057900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G057900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G057900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G057900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G057900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G057900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G057900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G057900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G057900.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.005G057900.1 4.5 -1 1 21
uggaaucuugaugaugcugcagPhvul.005G168700.1 4.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.006G106300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106300.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.1 4.5 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.006G106400.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G106400.1 4.5 -1 1 21
uggaaucuugaugaugcugcagPhvul.006G112211.1 4.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.006G133600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G133600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G133600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G133600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G133600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G133600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G133600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G133600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G133600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G133600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G136700.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G139100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G139100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G139100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G139100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G139100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G139100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G139100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G139100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G139100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G139100.1 4.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.006G139100.1 4.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.006G151200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 4.5 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.006G151200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G151200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G172200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G172200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G172200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G172200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G172200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G172200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G172200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G172200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G172200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G172200.1 4.5 -1 1 21
uggaaucuugaugaugcugcagPhvul.007G199800.2 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.007G199800.1 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.007G280600.1 4.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.008G048600.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.4 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.4 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.4 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.4 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.4 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.4 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.3 4.5 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.008G048600.4 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.4 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.4 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.3 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.4 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G048600.1 4.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.008G048600.3 4.5 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.008G048600.4 4.5 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.008G048600.2 4.5 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.008G048600.1 4.5 -1 1 24
uggaaucuugaugaugcugcagPhvul.008G048600.3 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.008G048600.4 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.008G048600.2 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.008G048600.1 4.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.008G049000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.008G049000.1 4.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.008G049400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G049400.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G093200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G093200.1 4.5 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.008G093200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G093200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G093200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G093200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G093200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G093200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G093200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G093200.1 4.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.008G093200.1 4.5 -1 1 24
ggaaucuugaugaugcugcagPhvul.008G145800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G145800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G145800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G145800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G145800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G145800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G145800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G145800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G145800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G145800.1 4.5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.008G145800.1 4.5 -1 1 24
uggaaucuugaugaugcugcagPhvul.008G145800.1 4.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.008G260200.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G260200.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G260200.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G260200.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G260200.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G260200.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G260200.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G260200.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G260200.2 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G260200.2 4.5 -1 1 21
uggaaucuugaugaugcugcagPhvul.008G290600.1 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.009G014600.2 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.009G014600.1 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.009G149200.1 4.5 -1 1 22
ggaaucuugaugaugcugcagPhvul.009G198000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G198000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G198000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G198000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G198000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G198000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G198000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G198000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G198000.1 4.5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G198000.1 4.5 -1 1 21
uggaaucuugaugaugcugcagPhvul.010G124800.1 4.5 -1 1 22
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Do not distribute

uggaaucuugaugaugcugcagPhvul.011G053200.1 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G152100.3 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G152100.1 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.L002332.1 4.5 -1 1 22
uggaaucuugaugaugcugcagPhvul.001G013800.1 5 -1 1 22
ggaaucuugaugaugcugcagPhvul.001G126800.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G126800.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G126800.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G126800.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G126800.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G126800.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G126800.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G126800.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G126800.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.001G126800.1 5 -1 1 21
uggaaucuugaugaugcugcagPhvul.001G131700.3 5 -1 1 22
uggaaucuugaugaugcugcagPhvul.001G131700.2 5 -1 1 22
uggaaucuugaugaugcugcagPhvul.001G131700.1 5 -1 1 22
uggaaucuugaugaugcugcagPhvul.001G216400.1 5 -1 1 22
ggaaucuugaugaugcugcagPhvul.002G134400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134400.1 5 -1 1 21
uggaaucuugaugaugcugcagPhvul.002G134400.1 5 -1 1 22
ggaaucuugaugaugcugcagPhvul.002G134700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G134700.1 5 -1 1 21
uggaaucuugaugaugcugcagPhvul.002G134700.1 5 -1 1 22
ggaaucuugaugaugcugcagPhvul.002G135500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G135500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G135500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G135500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G135500.1 5 -1 1 21
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Do not distribute

ggaaucuugaugaugcugcagPhvul.002G135500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G135500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G135500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G135500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G135500.1 5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.002G135500.1 5 -1 1 24
uggaaucuugaugaugcugcagPhvul.002G135500.1 5 -1 1 22
ggaaucuugaugaugcugcagcagPhvul.002G166200.3 5 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.002G166200.2 5 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.002G166200.1 5 -1 1 24
ggaaucuugaugaugcugcagPhvul.002G285400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G285400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G285400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G285400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G285400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G285400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G285400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G285400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G285400.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.002G285400.1 5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.002G285400.1 5 -1 1 24
uggaaucuugaugaugcugcagPhvul.003G053000.1 5 -1 1 22
ggaaucuugaugaugcugcagPhvul.003G192500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G192500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G192500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G192500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G192500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G192500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G192500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G192500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G192500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G192500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G223934.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G223934.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G223934.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G223934.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G223934.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G223934.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G223934.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G223934.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G223934.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G223934.1 5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.003G223934.1 5 -1 1 24
uggaaucuugaugaugcugcagPhvul.003G223934.1 5 -1 1 22
ggaaucuugaugaugcugcagPhvul.003G274500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G274500.1 5 -1 1 21
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ggaaucuugaugaugcugcagPhvul.003G274500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G274500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G274500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G274500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G274500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G274500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G274500.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.003G274500.1 5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.003G274500.1 5 -1 1 24
ggaaucuugaugaugcugcagPhvul.004G118500.5 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.5 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.5 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.5 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.5 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.5 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.5 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.5 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.5 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.5 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G118500.2 5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.004G118500.5 5 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.004G118500.2 5 -1 1 24
ggaaucuugaugaugcugcagPhvul.004G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.004G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.004G176200.1 5 -1 1 24
uggaaucuugaugaugcugcagPhvul.004G176200.1 5 -1 1 22
uggaaucuugaugaugcugcagPhvul.005G057900.1 5 -1 1 22
uggaaucuugaugaugcugcagPhvul.005G068800.2 5 -1 1 22
uggaaucuugaugaugcugcagPhvul.005G068800.1 5 -1 1 22
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ggaaucuugaugaugcugcagPhvul.006G055700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G055700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G055700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G055700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G055700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G055700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G055700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G055700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G055700.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G055700.1 5 -1 1 21
uggaaucuugaugaugcugcagPhvul.006G106300.1 5 -1 1 22
uggaaucuugaugaugcugcagPhvul.006G106400.1 5 -1 1 22
uggaaucuugaugaugcugcagPhvul.006G106400.2 5 -1 1 22
ggaaucuugaugaugcugcagPhvul.006G112211.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G112211.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G112211.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G112211.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G112211.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G112211.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G112211.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G112211.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G112211.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G112211.1 5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.006G112211.1 5 -1 1 24
ggaaucuugaugaugcugcagPhvul.006G117900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G117900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G117900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G117900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G117900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G117900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G117900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G117900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G117900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.006G117900.1 5 -1 1 21
uggaaucuugaugaugcugcagPhvul.006G139100.1 5 -1 1 22
ggaaucuugaugaugcugcagPhvul.007G199700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G199700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G227900.1 5 -1 1 21
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ggaaucuugaugaugcugcagPhvul.007G227900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G227900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G227900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G227900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G227900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G227900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G227900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G227900.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.007G227900.1 5 -1 1 21
uggaaucuugaugaugcugcagPhvul.007G252700.1 5 -1 1 22
ggaaucuugaugaugcugcagcagPhvul.008G003900.1 5 -1 1 24
uggaaucuugaugaugcugcagPhvul.008G003900.1 5 -1 1 22
ggaaucuugaugaugcugcagPhvul.008G041600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G041600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G041600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G041600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G041600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G041600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G041600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G041600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G041600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G041600.1 5 -1 1 21
uggaaucuugaugaugcugcagPhvul.008G041600.1 5 -1 1 22
uggaaucuugaugaugcugcagPhvul.008G081500.1 5 -1 1 22
uggaaucuugaugaugcugcagPhvul.008G093200.1 5 -1 1 22
ggaaucuugaugaugcugcagPhvul.008G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.008G176200.1 5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.008G199500.1 5 -1 1 24
uggaaucuugaugaugcugcagPhvul.008G199500.1 5 -1 1 22
ggaaucuugaugaugcugcagcagPhvul.008G257400.1 5 -1 1 24
ggaaucuugaugaugcugcagPhvul.009G092600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G092600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G092600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G092600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G092600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G092600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G092600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G092600.1 5 -1 1 21
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ggaaucuugaugaugcugcagPhvul.009G092600.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.009G092600.1 5 -1 1 21
uggaaucuugaugaugcugcagPhvul.009G092600.1 5 -1 1 22
ggaaucuugaugaugcugcagcagPhvul.010G053600.1 5 -1 1 24
ggaaucuugaugaugcugcagPhvul.011G035700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G035700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G035700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G035700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G035700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G035700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G035700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G035700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G035700.2 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G035700.2 5 -1 1 21
uggaaucuugaugaugcugcagPhvul.011G082801.1 5 -1 1 22
uggaaucuugaugaugcugcagPhvul.011G147000.1 5 -1 1 22
ggaaucuugaugaugcugcagPhvul.011G152100.3 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.3 5 -1 1 21
ggaaucuugaugaugcugcagPhvul.011G152100.1 5 -1 1 21
ggaaucuugaugaugcugcagcagPhvul.011G152100.3 5 -1 1 24
ggaaucuugaugaugcugcagcagPhvul.011G152100.1 5 -1 1 24
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Do not distribute

Target_start Target_end miRNA_aligned_fragmentalignment Target_aligned_fragmentInhibition Target_Desc.
1508 1528 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37169523 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1
1508 1528 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37169523 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1
1508 1528 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37169523 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1
1508 1528 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37169523 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1
1508 1528 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37169523 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1
1508 1528 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37169523 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1
1508 1528 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37169523 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1
1508 1528 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37169523 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1
1508 1528 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37169523 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1
1508 1528 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37169523 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1
1505 1528 GGAAUCUUGAUGAUGCUGCAGCAG:: ::::::::::::::.::::::CUACUGCAGCAUCAUCAGGAUUCCCleavage pacid=37169523 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1
1869 1889 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37175565 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1
1869 1889 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37175565 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1
1869 1889 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37175565 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1
1869 1889 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37175565 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1
1869 1889 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37175565 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1
1869 1889 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37175565 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1
1869 1889 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37175565 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1
1869 1889 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37175565 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1
1869 1889 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37175565 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1
1869 1889 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37175565 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1
1866 1889 GGAAUCUUGAUGAUGCUGCAGCAG:::::::::::::::::.::::::CUGCUGCAGCAUCAUCAGGAUUCCCleavage pacid=37175565 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1
1939 1959 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37148342 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1
1939 1959 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37148342 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1
1939 1959 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37148342 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1
1939 1959 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37148342 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1
1939 1959 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37148342 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1
1939 1959 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37148342 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1
1939 1959 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37148342 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1
1939 1959 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37148342 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1
1939 1959 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37148342 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1
1939 1959 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.::::::CUGCAGCAUCAUCAGGAUUCCCleavage pacid=37148342 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1
1936 1959 GGAAUCUUGAUGAUGCUGCAGCAG:::::::::::::::::.::::::CUGCUGCAGCAUCAUCAGGAUUCCCleavage pacid=37148342 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1
1752 1772 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157469 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1
1797 1817 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157468 locus=Phvul.011G071100 ID=Phvul.011G071100.1.v2.1 annot-version=v2.1
1752 1772 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157469 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1
1797 1817 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157468 locus=Phvul.011G071100 ID=Phvul.011G071100.1.v2.1 annot-version=v2.1
1752 1772 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157469 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1
1797 1817 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157468 locus=Phvul.011G071100 ID=Phvul.011G071100.1.v2.1 annot-version=v2.1
1752 1772 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157469 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1
1797 1817 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157468 locus=Phvul.011G071100 ID=Phvul.011G071100.1.v2.1 annot-version=v2.1
1752 1772 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157469 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1
1797 1817 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157468 locus=Phvul.011G071100 ID=Phvul.011G071100.1.v2.1 annot-version=v2.1
1752 1772 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157469 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1
1797 1817 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157468 locus=Phvul.011G071100 ID=Phvul.011G071100.1.v2.1 annot-version=v2.1
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1752 1772 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157469 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1
1797 1817 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157468 locus=Phvul.011G071100 ID=Phvul.011G071100.1.v2.1 annot-version=v2.1
1752 1772 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157469 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1
1797 1817 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157468 locus=Phvul.011G071100 ID=Phvul.011G071100.1.v2.1 annot-version=v2.1
1752 1772 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157469 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1
1797 1817 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157468 locus=Phvul.011G071100 ID=Phvul.011G071100.1.v2.1 annot-version=v2.1
1752 1772 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157469 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1
1797 1817 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157468 locus=Phvul.011G071100 ID=Phvul.011G071100.1.v2.1 annot-version=v2.1
1749 1772 GGAAUCUUGAUGAUGCUGCAGCAG:::::::::::::::::.:::::.CUGCUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157469 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1
1794 1817 GGAAUCUUGAUGAUGCUGCAGCAG:::::::::::::::::.:::::.CUGCUGCAGCAUCAUCAGGAUUCUCleavage pacid=37157468 locus=Phvul.011G071100 ID=Phvul.011G071100.1.v2.1 annot-version=v2.1
1428 1448 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
1473 1493 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1
1428 1448 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
1473 1493 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1
1428 1448 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
1473 1493 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1
1428 1448 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
1473 1493 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1
1428 1448 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
1473 1493 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1
1428 1448 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
1473 1493 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1
1428 1448 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
1473 1493 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1
1428 1448 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
1473 1493 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1
1428 1448 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
1473 1493 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1
1428 1448 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
1473 1493 GGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::.CUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1
1425 1448 GGAAUCUUGAUGAUGCUGCAGCAG:: ::::::::::::::.:::::.CUACUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
1470 1493 GGAAUCUUGAUGAUGCUGCAGCAG:: ::::::::::::::.:::::.CUACUGCAGCAUCAUCAGGAUUCUCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1
1508 1529 UGGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::: CUGCAGCAUCAUCAGGAUUCCCCleavage pacid=37169523 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1
1869 1890 UGGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::: CUGCAGCAUCAUCAGGAUUCCCCleavage pacid=37175565 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1
1939 1960 UGGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::: CUGCAGCAUCAUCAGGAUUCCCCleavage pacid=37148342 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1

764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153936 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153935 locus=Phvul.005G132300 ID=Phvul.005G132300.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153936 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153935 locus=Phvul.005G132300 ID=Phvul.005G132300.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153936 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153935 locus=Phvul.005G132300 ID=Phvul.005G132300.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153936 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153935 locus=Phvul.005G132300 ID=Phvul.005G132300.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153936 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153935 locus=Phvul.005G132300 ID=Phvul.005G132300.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153936 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1
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764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153935 locus=Phvul.005G132300 ID=Phvul.005G132300.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153936 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153935 locus=Phvul.005G132300 ID=Phvul.005G132300.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153936 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153935 locus=Phvul.005G132300 ID=Phvul.005G132300.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153936 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153935 locus=Phvul.005G132300 ID=Phvul.005G132300.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153936 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37153935 locus=Phvul.005G132300 ID=Phvul.005G132300.1.v2.1 annot-version=v2.1
761 784 GGAAUCUUGAUGAUGCUGCAGCAG: : ::.:::::::::::::::: CGGAUGUAGCAUCAUCAAGAUUCACleavage pacid=37153936 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1
761 784 GGAAUCUUGAUGAUGCUGCAGCAG: : ::.:::::::::::::::: CGGAUGUAGCAUCAUCAAGAUUCACleavage pacid=37153935 locus=Phvul.005G132300 ID=Phvul.005G132300.1.v2.1 annot-version=v2.1

1503 1523 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.::::: CAGCAGCAUCAUCAGGAUUCGCleavage pacid=37164176 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1
1503 1523 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.::::: CAGCAGCAUCAUCAGGAUUCGCleavage pacid=37164176 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1
1503 1523 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.::::: CAGCAGCAUCAUCAGGAUUCGCleavage pacid=37164176 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1
1503 1523 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.::::: CAGCAGCAUCAUCAGGAUUCGCleavage pacid=37164176 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1
1503 1523 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.::::: CAGCAGCAUCAUCAGGAUUCGCleavage pacid=37164176 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1
1503 1523 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.::::: CAGCAGCAUCAUCAGGAUUCGCleavage pacid=37164176 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1
1503 1523 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.::::: CAGCAGCAUCAUCAGGAUUCGCleavage pacid=37164176 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1
1503 1523 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.::::: CAGCAGCAUCAUCAGGAUUCGCleavage pacid=37164176 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1
1503 1523 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.::::: CAGCAGCAUCAUCAGGAUUCGCleavage pacid=37164176 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1
1503 1523 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.::::: CAGCAGCAUCAUCAGGAUUCGCleavage pacid=37164176 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1
1500 1523 GGAAUCUUGAUGAUGCUGCAGCAG ::: ::::::::::::.::::: AUGCAGCAGCAUCAUCAGGAUUCGCleavage pacid=37164176 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1

873 893 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37155958 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1
873 893 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37155958 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1
873 893 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37155958 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1
873 893 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37155958 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1
873 893 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37155958 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1
873 893 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37155958 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1
873 893 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37155958 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1
873 893 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37155958 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1
873 893 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37155958 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1
873 893 GGAAUCUUGAUGAUGCUGCAG ::.:::::::::::::::: AUGUAGCAUCAUCAAGAUUCACleavage pacid=37155958 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1
870 893 GGAAUCUUGAUGAUGCUGCAGCAG: : ::.:::::::::::::::: CGGAUGUAGCAUCAUCAAGAUUCACleavage pacid=37155958 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170395 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170394 locus=Phvul.001G233200 ID=Phvul.001G233200.1.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170395 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170394 locus=Phvul.001G233200 ID=Phvul.001G233200.1.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170395 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170394 locus=Phvul.001G233200 ID=Phvul.001G233200.1.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170395 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170394 locus=Phvul.001G233200 ID=Phvul.001G233200.1.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170395 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170394 locus=Phvul.001G233200 ID=Phvul.001G233200.1.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170395 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170394 locus=Phvul.001G233200 ID=Phvul.001G233200.1.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170395 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1
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445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170394 locus=Phvul.001G233200 ID=Phvul.001G233200.1.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170395 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170394 locus=Phvul.001G233200 ID=Phvul.001G233200.1.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170395 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170394 locus=Phvul.001G233200 ID=Phvul.001G233200.1.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170395 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1
445 465 GGAAUCUUGAUGAUGCUGCAG :: :::::::::::::::: GUGGAGCAUCAUCAAGAUUCACleavage pacid=37170394 locus=Phvul.001G233200 ID=Phvul.001G233200.1.v2.1 annot-version=v2.1
442 465 GGAAUCUUGAUGAUGCUGCAGCAG: : :: :::::::::::::::: CCGGUGGAGCAUCAUCAAGAUUCACleavage pacid=37170395 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1
442 465 GGAAUCUUGAUGAUGCUGCAGCAG: : :: :::::::::::::::: CCGGUGGAGCAUCAUCAAGAUUCACleavage pacid=37170394 locus=Phvul.001G233200 ID=Phvul.001G233200.1.v2.1 annot-version=v2.1

1752 1773 UGGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::. CUGCAGCAUCAUCAGGAUUCUCCleavage pacid=37157469 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1
1797 1818 UGGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::. CUGCAGCAUCAUCAGGAUUCUCCleavage pacid=37157468 locus=Phvul.011G071100 ID=Phvul.011G071100.1.v2.1 annot-version=v2.1
1428 1449 UGGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::. CUGCAGCAUCAUCAGGAUUCUCCleavage pacid=37148483 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1
1473 1494 UGGAAUCUUGAUGAUGCUGCAG::::::::::::::.:::::. CUGCAGCAUCAUCAGGAUUCUCCleavage pacid=37148482 locus=Phvul.L000308 ID=Phvul.L000308.1.v2.1 annot-version=v2.1

261 282 UGGAAUCUUGAUGAUGCUGCAG    :::: :::::::::::.:CAAAAGCAGCAUCAAGAUUCUACleavage pacid=37144852 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1
1430 1451 UGGAAUCUUGAUGAUGCUGCAG   :: :::::::::::: :::UCUCACCAUCAUCAAGAUACCACleavage pacid=37154472 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1
1399 1420 UGGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::::CUUUAUCUUCAUCAAGAUUCCACleavage pacid=37159381 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1
1476 1497 UGGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::::CUUUAUCUUCAUCAAGAUUCCACleavage pacid=37159380 locus=Phvul.008G058700 ID=Phvul.008G058700.1.v2.1 annot-version=v2.1
1690 1711 UGGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::::CUUUAUCUUCAUCAAGAUUCCACleavage pacid=37156493 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1

147 167 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167885 locus=Phvul.001G033700 ID=Phvul.001G033700.1.v2.1 annot-version=v2.1
403 423 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167886 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1
147 167 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167885 locus=Phvul.001G033700 ID=Phvul.001G033700.1.v2.1 annot-version=v2.1
403 423 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167886 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1
147 167 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167885 locus=Phvul.001G033700 ID=Phvul.001G033700.1.v2.1 annot-version=v2.1
403 423 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167886 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1
147 167 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167885 locus=Phvul.001G033700 ID=Phvul.001G033700.1.v2.1 annot-version=v2.1
403 423 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167886 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1
147 167 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167885 locus=Phvul.001G033700 ID=Phvul.001G033700.1.v2.1 annot-version=v2.1
403 423 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167886 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1
147 167 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167885 locus=Phvul.001G033700 ID=Phvul.001G033700.1.v2.1 annot-version=v2.1
403 423 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167886 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1
147 167 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167885 locus=Phvul.001G033700 ID=Phvul.001G033700.1.v2.1 annot-version=v2.1
403 423 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167886 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1
147 167 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167885 locus=Phvul.001G033700 ID=Phvul.001G033700.1.v2.1 annot-version=v2.1
403 423 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167886 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1
147 167 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167885 locus=Phvul.001G033700 ID=Phvul.001G033700.1.v2.1 annot-version=v2.1
403 423 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167886 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1
147 167 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167885 locus=Phvul.001G033700 ID=Phvul.001G033700.1.v2.1 annot-version=v2.1
403 423 GGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: GUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167886 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1
144 167 GGAAUCUUGAUGAUGCUGCAGCAG    :: ::::::::.:::.::: AUUGUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167885 locus=Phvul.001G033700 ID=Phvul.001G033700.1.v2.1 annot-version=v2.1
400 423 GGAAUCUUGAUGAUGCUGCAGCAG    :: ::::::::.:::.::: AUUGUGGAGCAUCAUUAAGGUUCGCleavage pacid=37167886 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1

13 33 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::::::::. CCUCAGCAUCAGCAAGAUUCUTranslation pacid=37169336 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1
13 33 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::::::::. CCUCAGCAUCAGCAAGAUUCUTranslation pacid=37169336 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1
13 33 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::::::::. CCUCAGCAUCAGCAAGAUUCUTranslation pacid=37169336 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1
13 33 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::::::::. CCUCAGCAUCAGCAAGAUUCUTranslation pacid=37169336 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1
13 33 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::::::::. CCUCAGCAUCAGCAAGAUUCUTranslation pacid=37169336 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1
13 33 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::::::::. CCUCAGCAUCAGCAAGAUUCUTranslation pacid=37169336 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1
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13 33 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::::::::. CCUCAGCAUCAGCAAGAUUCUTranslation pacid=37169336 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1
13 33 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::::::::. CCUCAGCAUCAGCAAGAUUCUTranslation pacid=37169336 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1
13 33 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::::::::. CCUCAGCAUCAGCAAGAUUCUTranslation pacid=37169336 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1
13 33 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::::::::. CCUCAGCAUCAGCAAGAUUCUTranslation pacid=37169336 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1
10 33 GGAAUCUUGAUGAUGCUGCAGCAG      :::::::: ::::::::.UUUCCUCAGCAUCAGCAAGAUUCUTranslation pacid=37169336 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1
13 34 UGGAAUCUUGAUGAUGCUGCAG   :::::::: ::::::::. CCUCAGCAUCAGCAAGAUUCUCTranslation pacid=37169336 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1

657 678 UGGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::..AGUCAGCAGUAUCAGGAUUCUGCleavage pacid=37167833 locus=Phvul.001G212400 ID=Phvul.001G212400.1.v2.1 annot-version=v2.1
725 746 UGGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::..AGUCAGCAGUAUCAGGAUUCUGCleavage pacid=37167834 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1
460 480 GGAAUCUUGAUGAUGCUGCAG  :: :::: ::::::::::. GCGCUGCAUAAUCAAGAUUCUCleavage pacid=37178627 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1
460 480 GGAAUCUUGAUGAUGCUGCAG  :: :::: ::::::::::. GCGCUGCAUAAUCAAGAUUCUCleavage pacid=37178627 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1
460 480 GGAAUCUUGAUGAUGCUGCAG  :: :::: ::::::::::. GCGCUGCAUAAUCAAGAUUCUCleavage pacid=37178627 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1
460 480 GGAAUCUUGAUGAUGCUGCAG  :: :::: ::::::::::. GCGCUGCAUAAUCAAGAUUCUCleavage pacid=37178627 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1
460 480 GGAAUCUUGAUGAUGCUGCAG  :: :::: ::::::::::. GCGCUGCAUAAUCAAGAUUCUCleavage pacid=37178627 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1
460 480 GGAAUCUUGAUGAUGCUGCAG  :: :::: ::::::::::. GCGCUGCAUAAUCAAGAUUCUCleavage pacid=37178627 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1
460 480 GGAAUCUUGAUGAUGCUGCAG  :: :::: ::::::::::. GCGCUGCAUAAUCAAGAUUCUCleavage pacid=37178627 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1
460 480 GGAAUCUUGAUGAUGCUGCAG  :: :::: ::::::::::. GCGCUGCAUAAUCAAGAUUCUCleavage pacid=37178627 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1
460 480 GGAAUCUUGAUGAUGCUGCAG  :: :::: ::::::::::. GCGCUGCAUAAUCAAGAUUCUCleavage pacid=37178627 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1
460 480 GGAAUCUUGAUGAUGCUGCAG  :: :::: ::::::::::. GCGCUGCAUAAUCAAGAUUCUCleavage pacid=37178627 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1
637 658 UGGAAUCUUGAUGAUGCUGCAG   :::::::: ::: ::::::GAUCAGCAUCAGCAAAAUUCCATranslation pacid=37175788 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1
251 272 UGGAAUCUUGAUGAUGCUGCAG.: :.::.::: :.::::::::UUUCGGCGUCACCGAGAUUCCATranslation pacid=37176061 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1
446 467 UGGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::.:UUCCAGCUUCAUGAAGAUUCUATranslation pacid=37175670 locus=Phvul.002G330500 ID=Phvul.002G330500.2.v2.1 annot-version=v2.1
672 693 UGGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::.:UUCCAGCUUCAUGAAGAUUCUATranslation pacid=37175669 locus=Phvul.002G330500 ID=Phvul.002G330500.1.v2.1 annot-version=v2.1
186 207 UGGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.:.CACCAGCGUCAUCGGGGUUUCGCleavage pacid=37145610 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1
165 186 UGGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.:.CACCAGCGUCAUCGGGGUUUCGCleavage pacid=37146252 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1

1854 1874 GGAAUCUUGAUGAUGCUGCAG ::.: : ::::::::::::. AUGUAUCUUCAUCAAGAUUCUCleavage pacid=37154114 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1
1854 1874 GGAAUCUUGAUGAUGCUGCAG ::.: : ::::::::::::. AUGUAUCUUCAUCAAGAUUCUCleavage pacid=37154114 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1
1854 1874 GGAAUCUUGAUGAUGCUGCAG ::.: : ::::::::::::. AUGUAUCUUCAUCAAGAUUCUCleavage pacid=37154114 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1
1854 1874 GGAAUCUUGAUGAUGCUGCAG ::.: : ::::::::::::. AUGUAUCUUCAUCAAGAUUCUCleavage pacid=37154114 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1
1854 1874 GGAAUCUUGAUGAUGCUGCAG ::.: : ::::::::::::. AUGUAUCUUCAUCAAGAUUCUCleavage pacid=37154114 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1
1854 1874 GGAAUCUUGAUGAUGCUGCAG ::.: : ::::::::::::. AUGUAUCUUCAUCAAGAUUCUCleavage pacid=37154114 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1
1854 1874 GGAAUCUUGAUGAUGCUGCAG ::.: : ::::::::::::. AUGUAUCUUCAUCAAGAUUCUCleavage pacid=37154114 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1
1854 1874 GGAAUCUUGAUGAUGCUGCAG ::.: : ::::::::::::. AUGUAUCUUCAUCAAGAUUCUCleavage pacid=37154114 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1
1854 1874 GGAAUCUUGAUGAUGCUGCAG ::.: : ::::::::::::. AUGUAUCUUCAUCAAGAUUCUCleavage pacid=37154114 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1
1854 1874 GGAAUCUUGAUGAUGCUGCAG ::.: : ::::::::::::. AUGUAUCUUCAUCAAGAUUCUCleavage pacid=37154114 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1
1851 1874 GGAAUCUUGAUGAUGCUGCAGCAG::  ::.: : ::::::::::::.CUUAUGUAUCUUCAUCAAGAUUCUCleavage pacid=37154114 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1
1854 1875 UGGAAUCUUGAUGAUGCUGCAG ::.: : ::::::::::::.:AUGUAUCUUCAUCAAGAUUCUACleavage pacid=37154114 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1
1903 1924 UGGAAUCUUGAUGAUGCUGCAG.: .: : ::::::::::::.:UUUUAUCUUCAUCAAGAUUCUACleavage pacid=37153153 locus=Phvul.005G088700 ID=Phvul.005G088700.3.v2.1 annot-version=v2.1
2017 2038 UGGAAUCUUGAUGAUGCUGCAG.: .: : ::::::::::::.:UUUUAUCUUCAUCAAGAUUCUACleavage pacid=37153152 locus=Phvul.005G088700 ID=Phvul.005G088700.2.v2.1 annot-version=v2.1
2016 2037 UGGAAUCUUGAUGAUGCUGCAG.: .: : ::::::::::::.:UUUUAUCUUCAUCAAGAUUCUACleavage pacid=37153151 locus=Phvul.005G088700 ID=Phvul.005G088700.1.v2.1 annot-version=v2.1
1836 1857 UGGAAUCUUGAUGAUGCUGCAG:: .: : ::::::.:::::::CUCUACCUUCAUCAGGAUUCCACleavage pacid=37153816 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1

18 38 GGAAUCUUGAUGAUGCUGCAG   :: ::::.:::::.:::: CAUCAUCAUCGUCAAGGUUCCCleavage pacid=37152353 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1
18 38 GGAAUCUUGAUGAUGCUGCAG   :: ::::.:::::.:::: CAUCAUCAUCGUCAAGGUUCCCleavage pacid=37152353 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1
18 38 GGAAUCUUGAUGAUGCUGCAG   :: ::::.:::::.:::: CAUCAUCAUCGUCAAGGUUCCCleavage pacid=37152353 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1
18 38 GGAAUCUUGAUGAUGCUGCAG   :: ::::.:::::.:::: CAUCAUCAUCGUCAAGGUUCCCleavage pacid=37152353 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1
18 38 GGAAUCUUGAUGAUGCUGCAG   :: ::::.:::::.:::: CAUCAUCAUCGUCAAGGUUCCCleavage pacid=37152353 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1
18 38 GGAAUCUUGAUGAUGCUGCAG   :: ::::.:::::.:::: CAUCAUCAUCGUCAAGGUUCCCleavage pacid=37152353 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1
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18 38 GGAAUCUUGAUGAUGCUGCAG   :: ::::.:::::.:::: CAUCAUCAUCGUCAAGGUUCCCleavage pacid=37152353 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1
18 38 GGAAUCUUGAUGAUGCUGCAG   :: ::::.:::::.:::: CAUCAUCAUCGUCAAGGUUCCCleavage pacid=37152353 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1
18 38 GGAAUCUUGAUGAUGCUGCAG   :: ::::.:::::.:::: CAUCAUCAUCGUCAAGGUUCCCleavage pacid=37152353 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1
18 38 GGAAUCUUGAUGAUGCUGCAG   :: ::::.:::::.:::: CAUCAUCAUCGUCAAGGUUCCCleavage pacid=37152353 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1
15 38 GGAAUCUUGAUGAUGCUGCAGCAG  ::  :: ::::.:::::.::::UGGCAUCAUCAUCGUCAAGGUUCCCleavage pacid=37152353 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1
18 39 UGGAAUCUUGAUGAUGCUGCAG   :: ::::.:::::.:::: CAUCAUCAUCGUCAAGGUUCCUCleavage pacid=37152353 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1

764 785 UGGAAUCUUGAUGAUGCUGCAG ::.::::::::::::::::  AUGUAGCAUCAUCAAGAUUCACCleavage pacid=37153936 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1
764 785 UGGAAUCUUGAUGAUGCUGCAG ::.::::::::::::::::  AUGUAGCAUCAUCAAGAUUCACCleavage pacid=37153935 locus=Phvul.005G132300 ID=Phvul.005G132300.1.v2.1 annot-version=v2.1
604 623 GGAAUCUUGAUGAUGCUGCAG :::::. :::::::::::.: GUGCAGU-UCAUCAAGAUUUCCleavage pacid=37173088 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1
604 623 GGAAUCUUGAUGAUGCUGCAG :::::. :::::::::::.: GUGCAGU-UCAUCAAGAUUUCCleavage pacid=37173088 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1
604 623 GGAAUCUUGAUGAUGCUGCAG :::::. :::::::::::.: GUGCAGU-UCAUCAAGAUUUCCleavage pacid=37173088 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1
604 623 GGAAUCUUGAUGAUGCUGCAG :::::. :::::::::::.: GUGCAGU-UCAUCAAGAUUUCCleavage pacid=37173088 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1
604 623 GGAAUCUUGAUGAUGCUGCAG :::::. :::::::::::.: GUGCAGU-UCAUCAAGAUUUCCleavage pacid=37173088 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1
604 623 GGAAUCUUGAUGAUGCUGCAG :::::. :::::::::::.: GUGCAGU-UCAUCAAGAUUUCCleavage pacid=37173088 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1
604 623 GGAAUCUUGAUGAUGCUGCAG :::::. :::::::::::.: GUGCAGU-UCAUCAAGAUUUCCleavage pacid=37173088 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1
604 623 GGAAUCUUGAUGAUGCUGCAG :::::. :::::::::::.: GUGCAGU-UCAUCAAGAUUUCCleavage pacid=37173088 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1
604 623 GGAAUCUUGAUGAUGCUGCAG :::::. :::::::::::.: GUGCAGU-UCAUCAAGAUUUCCleavage pacid=37173088 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1
604 623 GGAAUCUUGAUGAUGCUGCAG :::::. :::::::::::.: GUGCAGU-UCAUCAAGAUUUCCleavage pacid=37173088 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1
601 623 GGAAUCUUGAUGAUGCUGCAGCAG  : :::::. :::::::::::.:AAGGUGCAGU-UCAUCAAGAUUUCCleavage pacid=37173088 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1

1503 1524 UGGAAUCUUGAUGAUGCUGCAG: ::::::::::::.:::::  CAGCAGCAUCAUCAGGAUUCGUCleavage pacid=37164176 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159768 locus=Phvul.008G033900 ID=Phvul.008G033900.2.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159769 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159767 locus=Phvul.008G033900 ID=Phvul.008G033900.1.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159768 locus=Phvul.008G033900 ID=Phvul.008G033900.2.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159769 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159767 locus=Phvul.008G033900 ID=Phvul.008G033900.1.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159768 locus=Phvul.008G033900 ID=Phvul.008G033900.2.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159769 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159767 locus=Phvul.008G033900 ID=Phvul.008G033900.1.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159768 locus=Phvul.008G033900 ID=Phvul.008G033900.2.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159769 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159767 locus=Phvul.008G033900 ID=Phvul.008G033900.1.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159768 locus=Phvul.008G033900 ID=Phvul.008G033900.2.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159769 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159767 locus=Phvul.008G033900 ID=Phvul.008G033900.1.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159768 locus=Phvul.008G033900 ID=Phvul.008G033900.2.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159769 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159767 locus=Phvul.008G033900 ID=Phvul.008G033900.1.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159768 locus=Phvul.008G033900 ID=Phvul.008G033900.2.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159769 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159767 locus=Phvul.008G033900 ID=Phvul.008G033900.1.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159768 locus=Phvul.008G033900 ID=Phvul.008G033900.2.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159769 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159767 locus=Phvul.008G033900 ID=Phvul.008G033900.1.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159768 locus=Phvul.008G033900 ID=Phvul.008G033900.2.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159769 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1
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339 359 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159767 locus=Phvul.008G033900 ID=Phvul.008G033900.1.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159768 locus=Phvul.008G033900 ID=Phvul.008G033900.2.v2.1 annot-version=v2.1
342 362 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159769 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159767 locus=Phvul.008G033900 ID=Phvul.008G033900.1.v2.1 annot-version=v2.1
339 362 GGAAUCUUGAUGAUGCUGCAGCAG : :: :. ::::::::.::::::AUCCUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159768 locus=Phvul.008G033900 ID=Phvul.008G033900.2.v2.1 annot-version=v2.1
339 362 GGAAUCUUGAUGAUGCUGCAGCAG : :: :. ::::::::.::::::AUCCUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159769 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1
336 359 GGAAUCUUGAUGAUGCUGCAGCAG : :: :. ::::::::.::::::AUCCUCCGCCAUCAUCAGGAUUCCCleavage pacid=37159767 locus=Phvul.008G033900 ID=Phvul.008G033900.1.v2.1 annot-version=v2.1
342 363 UGGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCUCleavage pacid=37159768 locus=Phvul.008G033900 ID=Phvul.008G033900.2.v2.1 annot-version=v2.1
342 363 UGGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCUCleavage pacid=37159769 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1
339 360 UGGAAUCUUGAUGAUGCUGCAG:: :. ::::::::.:::::: CUCCGCCAUCAUCAGGAUUCCUCleavage pacid=37159767 locus=Phvul.008G033900 ID=Phvul.008G033900.1.v2.1 annot-version=v2.1
467 487 GGAAUCUUGAUGAUGCUGCAG  :..::: ::::::::::.: GAGUGGCACCAUCAAGAUUUCCleavage pacid=37150692 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1
467 487 GGAAUCUUGAUGAUGCUGCAG  :..::: ::::::::::.: GAGUGGCACCAUCAAGAUUUCCleavage pacid=37150692 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1
467 487 GGAAUCUUGAUGAUGCUGCAG  :..::: ::::::::::.: GAGUGGCACCAUCAAGAUUUCCleavage pacid=37150692 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1
467 487 GGAAUCUUGAUGAUGCUGCAG  :..::: ::::::::::.: GAGUGGCACCAUCAAGAUUUCCleavage pacid=37150692 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1
467 487 GGAAUCUUGAUGAUGCUGCAG  :..::: ::::::::::.: GAGUGGCACCAUCAAGAUUUCCleavage pacid=37150692 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1
467 487 GGAAUCUUGAUGAUGCUGCAG  :..::: ::::::::::.: GAGUGGCACCAUCAAGAUUUCCleavage pacid=37150692 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1
467 487 GGAAUCUUGAUGAUGCUGCAG  :..::: ::::::::::.: GAGUGGCACCAUCAAGAUUUCCleavage pacid=37150692 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1
467 487 GGAAUCUUGAUGAUGCUGCAG  :..::: ::::::::::.: GAGUGGCACCAUCAAGAUUUCCleavage pacid=37150692 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1
467 487 GGAAUCUUGAUGAUGCUGCAG  :..::: ::::::::::.: GAGUGGCACCAUCAAGAUUUCCleavage pacid=37150692 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1
467 487 GGAAUCUUGAUGAUGCUGCAG  :..::: ::::::::::.: GAGUGGCACCAUCAAGAUUUCCleavage pacid=37150692 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1
464 487 GGAAUCUUGAUGAUGCUGCAGCAG     :..::: ::::::::::.:GCGGAGUGGCACCAUCAAGAUUUCCleavage pacid=37150692 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1
151 172 UGGAAUCUUGAUGAUGCUGCAG   :: ::::::::: :::.::CAUCAUCAUCAUCAACAUUUCACleavage pacid=37151143 locus=Phvul.009G249300 ID=Phvul.009G249300.1.v2.1 annot-version=v2.1
873 894 UGGAAUCUUGAUGAUGCUGCAG ::.::::::::::::::::  AUGUAGCAUCAUCAAGAUUCACCleavage pacid=37155958 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1

1868 1889 UGGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::.:CUUUAUCUUCAUCAAGAUUCUACleavage pacid=37155680 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1
1850 1871 UGGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::.:CUUUAUCUUCAUCAAGAUUCUACleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1850 1871 UGGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::.:CUUUAUCUUCAUCAAGAUUCUACleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1832 1853 UGGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::.:CUAUAUCUUCAUCAAGAUUCUACleavage pacid=37155634 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1
1914 1935 UGGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::.:CUAUAUCUUCAUCAAGAUUCUACleavage pacid=37155633 locus=Phvul.011G152300 ID=Phvul.011G152300.2.v2.1 annot-version=v2.1
1917 1938 UGGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::.:CUAUAUCUUCAUCAAGAUUCUACleavage pacid=37155632 locus=Phvul.011G152300 ID=Phvul.011G152300.1.v2.1 annot-version=v2.1
1935 1956 UGGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::.:CUUUAUCUUCAUCAAGAUUCUACleavage pacid=37156335 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1
1839 1860 UGGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::.:CUUUAUCUUCAUCAAGAUUCUACleavage pacid=37155901 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1

147 168 UGGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: :GUGGAGCAUCAUUAAGGUUCGACleavage pacid=37167885 locus=Phvul.001G033700 ID=Phvul.001G033700.1.v2.1 annot-version=v2.1
403 424 UGGAAUCUUGAUGAUGCUGCAG :: ::::::::.:::.::: :GUGGAGCAUCAUUAAGGUUCGACleavage pacid=37167886 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1
132 152 GGAAUCUUGAUGAUGCUGCAG ::: ::::: :::.:.:::: GUGCUGCAUCUUCAGGGUUCCTranslation pacid=37170217 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1
132 152 GGAAUCUUGAUGAUGCUGCAG ::: ::::: :::.:.:::: GUGCUGCAUCUUCAGGGUUCCTranslation pacid=37170217 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1
132 152 GGAAUCUUGAUGAUGCUGCAG ::: ::::: :::.:.:::: GUGCUGCAUCUUCAGGGUUCCTranslation pacid=37170217 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1
132 152 GGAAUCUUGAUGAUGCUGCAG ::: ::::: :::.:.:::: GUGCUGCAUCUUCAGGGUUCCTranslation pacid=37170217 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1
132 152 GGAAUCUUGAUGAUGCUGCAG ::: ::::: :::.:.:::: GUGCUGCAUCUUCAGGGUUCCTranslation pacid=37170217 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1
132 152 GGAAUCUUGAUGAUGCUGCAG ::: ::::: :::.:.:::: GUGCUGCAUCUUCAGGGUUCCTranslation pacid=37170217 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1
132 152 GGAAUCUUGAUGAUGCUGCAG ::: ::::: :::.:.:::: GUGCUGCAUCUUCAGGGUUCCTranslation pacid=37170217 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1
132 152 GGAAUCUUGAUGAUGCUGCAG ::: ::::: :::.:.:::: GUGCUGCAUCUUCAGGGUUCCTranslation pacid=37170217 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1
132 152 GGAAUCUUGAUGAUGCUGCAG ::: ::::: :::.:.:::: GUGCUGCAUCUUCAGGGUUCCTranslation pacid=37170217 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1
132 152 GGAAUCUUGAUGAUGCUGCAG ::: ::::: :::.:.:::: GUGCUGCAUCUUCAGGGUUCCTranslation pacid=37170217 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1
129 152 GGAAUCUUGAUGAUGCUGCAGCAG    ::: ::::: :::.:.::::AUCGUGCUGCAUCUUCAGGGUUCCTranslation pacid=37170217 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1
132 153 UGGAAUCUUGAUGAUGCUGCAG ::: ::::: :::.:.:::::GUGCUGCAUCUUCAGGGUUCCACleavage pacid=37170217 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1
445 466 UGGAAUCUUGAUGAUGCUGCAG :: ::::::::::::::::  GUGGAGCAUCAUCAAGAUUCACCleavage pacid=37170395 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1
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445 466 UGGAAUCUUGAUGAUGCUGCAG :: ::::::::::::::::  GUGGAGCAUCAUCAAGAUUCACCleavage pacid=37170394 locus=Phvul.001G233200 ID=Phvul.001G233200.1.v2.1 annot-version=v2.1
460 481 UGGAAUCUUGAUGAUGCUGCAG  :: :::: ::::::::::..GCGCUGCAUAAUCAAGAUUCUGCleavage pacid=37178627 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1

1391 1411 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCUGCAACAUCAAGAUUUUCleavage pacid=37174803 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1
1391 1411 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCUGCAACAUCAAGAUUUUCleavage pacid=37174803 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1
1391 1411 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCUGCAACAUCAAGAUUUUCleavage pacid=37174803 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1
1391 1411 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCUGCAACAUCAAGAUUUUCleavage pacid=37174803 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1
1391 1411 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCUGCAACAUCAAGAUUUUCleavage pacid=37174803 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1
1391 1411 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCUGCAACAUCAAGAUUUUCleavage pacid=37174803 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1
1391 1411 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCUGCAACAUCAAGAUUUUCleavage pacid=37174803 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1
1391 1411 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCUGCAACAUCAAGAUUUUCleavage pacid=37174803 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1
1391 1411 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCUGCAACAUCAAGAUUUUCleavage pacid=37174803 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1
1391 1411 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCUGCAACAUCAAGAUUUUCleavage pacid=37174803 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1
2480 2500 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176586 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1
2557 2577 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176585 locus=Phvul.002G276700 ID=Phvul.002G276700.2.v2.1 annot-version=v2.1
2662 2682 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176584 locus=Phvul.002G276700 ID=Phvul.002G276700.1.v2.1 annot-version=v2.1
2480 2500 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176586 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1
2557 2577 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176585 locus=Phvul.002G276700 ID=Phvul.002G276700.2.v2.1 annot-version=v2.1
2662 2682 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176584 locus=Phvul.002G276700 ID=Phvul.002G276700.1.v2.1 annot-version=v2.1
2480 2500 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176586 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1
2557 2577 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176585 locus=Phvul.002G276700 ID=Phvul.002G276700.2.v2.1 annot-version=v2.1
2662 2682 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176584 locus=Phvul.002G276700 ID=Phvul.002G276700.1.v2.1 annot-version=v2.1
2480 2500 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176586 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1
2557 2577 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176585 locus=Phvul.002G276700 ID=Phvul.002G276700.2.v2.1 annot-version=v2.1
2662 2682 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176584 locus=Phvul.002G276700 ID=Phvul.002G276700.1.v2.1 annot-version=v2.1
2480 2500 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176586 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1
2557 2577 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176585 locus=Phvul.002G276700 ID=Phvul.002G276700.2.v2.1 annot-version=v2.1
2662 2682 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176584 locus=Phvul.002G276700 ID=Phvul.002G276700.1.v2.1 annot-version=v2.1
2480 2500 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176586 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1
2557 2577 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176585 locus=Phvul.002G276700 ID=Phvul.002G276700.2.v2.1 annot-version=v2.1
2662 2682 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176584 locus=Phvul.002G276700 ID=Phvul.002G276700.1.v2.1 annot-version=v2.1
2480 2500 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176586 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1
2557 2577 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176585 locus=Phvul.002G276700 ID=Phvul.002G276700.2.v2.1 annot-version=v2.1
2662 2682 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176584 locus=Phvul.002G276700 ID=Phvul.002G276700.1.v2.1 annot-version=v2.1
2480 2500 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176586 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1
2557 2577 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176585 locus=Phvul.002G276700 ID=Phvul.002G276700.2.v2.1 annot-version=v2.1
2662 2682 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176584 locus=Phvul.002G276700 ID=Phvul.002G276700.1.v2.1 annot-version=v2.1
2480 2500 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176586 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1
2557 2577 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176585 locus=Phvul.002G276700 ID=Phvul.002G276700.2.v2.1 annot-version=v2.1
2662 2682 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176584 locus=Phvul.002G276700 ID=Phvul.002G276700.1.v2.1 annot-version=v2.1
2480 2500 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176586 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1
2557 2577 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176585 locus=Phvul.002G276700 ID=Phvul.002G276700.2.v2.1 annot-version=v2.1
2662 2682 GGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176584 locus=Phvul.002G276700 ID=Phvul.002G276700.1.v2.1 annot-version=v2.1
2477 2500 GGAAUCUUGAUGAUGCUGCAGCAG ::: ::.:::::::. ::.::.:GUGCGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176586 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1
2554 2577 GGAAUCUUGAUGAUGCUGCAGCAG ::: ::.:::::::. ::.::.:GUGCGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176585 locus=Phvul.002G276700 ID=Phvul.002G276700.2.v2.1 annot-version=v2.1
2659 2682 GGAAUCUUGAUGAUGCUGCAGCAG ::: ::.:::::::. ::.::.:GUGCGGCGGCAUCAUUUAGGUUUCCleavage pacid=37176584 locus=Phvul.002G276700 ID=Phvul.002G276700.1.v2.1 annot-version=v2.1

17 37 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCCGCAACAUCAAGAUUUUCleavage pacid=37178367 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1
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17 37 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCCGCAACAUCAAGAUUUUCleavage pacid=37178367 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1
17 37 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCCGCAACAUCAAGAUUUUCleavage pacid=37178367 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1
17 37 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCCGCAACAUCAAGAUUUUCleavage pacid=37178367 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1
17 37 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCCGCAACAUCAAGAUUUUCleavage pacid=37178367 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1
17 37 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCCGCAACAUCAAGAUUUUCleavage pacid=37178367 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1
17 37 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCCGCAACAUCAAGAUUUUCleavage pacid=37178367 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1
17 37 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCCGCAACAUCAAGAUUUUCleavage pacid=37178367 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1
17 37 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCCGCAACAUCAAGAUUUUCleavage pacid=37178367 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1
17 37 GGAAUCUUGAUGAUGCUGCAG: :: ::: ::::::::::.. CAGCCGCAACAUCAAGAUUUUCleavage pacid=37178367 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1

2361 2381 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::::: : GUGUGGCAUCAUCAAGAUGCACleavage pacid=37146124 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1
2361 2381 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::::: : GUGUGGCAUCAUCAAGAUGCACleavage pacid=37146124 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1
2361 2381 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::::: : GUGUGGCAUCAUCAAGAUGCACleavage pacid=37146124 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1
2361 2381 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::::: : GUGUGGCAUCAUCAAGAUGCACleavage pacid=37146124 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1
2361 2381 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::::: : GUGUGGCAUCAUCAAGAUGCACleavage pacid=37146124 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1
2361 2381 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::::: : GUGUGGCAUCAUCAAGAUGCACleavage pacid=37146124 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1
2361 2381 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::::: : GUGUGGCAUCAUCAAGAUGCACleavage pacid=37146124 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1
2361 2381 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::::: : GUGUGGCAUCAUCAAGAUGCACleavage pacid=37146124 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1
2361 2381 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::::: : GUGUGGCAUCAUCAAGAUGCACleavage pacid=37146124 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1
2361 2381 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::::: : GUGUGGCAUCAUCAAGAUGCACleavage pacid=37146124 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1
2358 2381 GGAAUCUUGAUGAUGCUGCAGCAG.:: ::..::::::::::::: : UUGGUGUGGCAUCAUCAAGAUGCACleavage pacid=37146124 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1

12225 12245 GGAAUCUUGAUGAUGCUGCAG: ::.:: ::. ::::::::: CAGCGGCUUCGGCAAGAUUCCTranslation pacid=37145452 locus=Phvul.003G119100 ID=Phvul.003G119100.2.v2.1 annot-version=v2.1
12225 12245 GGAAUCUUGAUGAUGCUGCAG: ::.:: ::. ::::::::: CAGCGGCUUCGGCAAGAUUCCTranslation pacid=37145452 locus=Phvul.003G119100 ID=Phvul.003G119100.2.v2.1 annot-version=v2.1
12225 12245 GGAAUCUUGAUGAUGCUGCAG: ::.:: ::. ::::::::: CAGCGGCUUCGGCAAGAUUCCTranslation pacid=37145452 locus=Phvul.003G119100 ID=Phvul.003G119100.2.v2.1 annot-version=v2.1
12225 12245 GGAAUCUUGAUGAUGCUGCAG: ::.:: ::. ::::::::: CAGCGGCUUCGGCAAGAUUCCTranslation pacid=37145452 locus=Phvul.003G119100 ID=Phvul.003G119100.2.v2.1 annot-version=v2.1
12225 12245 GGAAUCUUGAUGAUGCUGCAG: ::.:: ::. ::::::::: CAGCGGCUUCGGCAAGAUUCCTranslation pacid=37145452 locus=Phvul.003G119100 ID=Phvul.003G119100.2.v2.1 annot-version=v2.1
12225 12245 GGAAUCUUGAUGAUGCUGCAG: ::.:: ::. ::::::::: CAGCGGCUUCGGCAAGAUUCCTranslation pacid=37145452 locus=Phvul.003G119100 ID=Phvul.003G119100.2.v2.1 annot-version=v2.1
12225 12245 GGAAUCUUGAUGAUGCUGCAG: ::.:: ::. ::::::::: CAGCGGCUUCGGCAAGAUUCCTranslation pacid=37145452 locus=Phvul.003G119100 ID=Phvul.003G119100.2.v2.1 annot-version=v2.1
12225 12245 GGAAUCUUGAUGAUGCUGCAG: ::.:: ::. ::::::::: CAGCGGCUUCGGCAAGAUUCCTranslation pacid=37145452 locus=Phvul.003G119100 ID=Phvul.003G119100.2.v2.1 annot-version=v2.1
12225 12245 GGAAUCUUGAUGAUGCUGCAG: ::.:: ::. ::::::::: CAGCGGCUUCGGCAAGAUUCCTranslation pacid=37145452 locus=Phvul.003G119100 ID=Phvul.003G119100.2.v2.1 annot-version=v2.1
12225 12245 GGAAUCUUGAUGAUGCUGCAG: ::.:: ::. ::::::::: CAGCGGCUUCGGCAAGAUUCCTranslation pacid=37145452 locus=Phvul.003G119100 ID=Phvul.003G119100.2.v2.1 annot-version=v2.1
12222 12245 GGAAUCUUGAUGAUGCUGCAGCAG.::: ::.:: ::. :::::::::UUGCAGCGGCUUCGGCAAGAUUCCTranslation pacid=37145452 locus=Phvul.003G119100 ID=Phvul.003G119100.2.v2.1 annot-version=v2.1

539 559 GGAAUCUUGAUGAUGCUGCAG: :: :.:: ::::::::::. CCGCUGUAUAAUCAAGAUUCUCleavage pacid=37147364 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1
539 559 GGAAUCUUGAUGAUGCUGCAG: :: :.:: ::::::::::. CCGCUGUAUAAUCAAGAUUCUCleavage pacid=37147364 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1
539 559 GGAAUCUUGAUGAUGCUGCAG: :: :.:: ::::::::::. CCGCUGUAUAAUCAAGAUUCUCleavage pacid=37147364 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1
539 559 GGAAUCUUGAUGAUGCUGCAG: :: :.:: ::::::::::. CCGCUGUAUAAUCAAGAUUCUCleavage pacid=37147364 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1
539 559 GGAAUCUUGAUGAUGCUGCAG: :: :.:: ::::::::::. CCGCUGUAUAAUCAAGAUUCUCleavage pacid=37147364 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1
539 559 GGAAUCUUGAUGAUGCUGCAG: :: :.:: ::::::::::. CCGCUGUAUAAUCAAGAUUCUCleavage pacid=37147364 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1
539 559 GGAAUCUUGAUGAUGCUGCAG: :: :.:: ::::::::::. CCGCUGUAUAAUCAAGAUUCUCleavage pacid=37147364 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1
539 559 GGAAUCUUGAUGAUGCUGCAG: :: :.:: ::::::::::. CCGCUGUAUAAUCAAGAUUCUCleavage pacid=37147364 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1
539 559 GGAAUCUUGAUGAUGCUGCAG: :: :.:: ::::::::::. CCGCUGUAUAAUCAAGAUUCUCleavage pacid=37147364 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1
539 559 GGAAUCUUGAUGAUGCUGCAG: :: :.:: ::::::::::. CCGCUGUAUAAUCAAGAUUCUCleavage pacid=37147364 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1
186 206 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37145610 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1
186 206 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37145610 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1
186 206 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37145610 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1
186 206 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37145610 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1
186 206 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37145610 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1
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Do not distribute

186 206 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37145610 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1
186 206 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37145610 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1
186 206 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37145610 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1
186 206 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37145610 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1
186 206 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37145610 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1
165 185 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37146252 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1
165 185 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37146252 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1
165 185 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37146252 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1
165 185 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37146252 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1
165 185 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37146252 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1
165 185 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37146252 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1
165 185 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37146252 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1
165 185 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37146252 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1
165 185 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37146252 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1
165 185 GGAAUCUUGAUGAUGCUGCAG   ::::.:::::..:.::.: CACCAGCGUCAUCGGGGUUUCCleavage pacid=37146252 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1

1430 1450 GGAAUCUUGAUGAUGCUGCAG   :: :::::::::::: :: UCUCACCAUCAUCAAGAUACCCleavage pacid=37154472 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1
1430 1450 GGAAUCUUGAUGAUGCUGCAG   :: :::::::::::: :: UCUCACCAUCAUCAAGAUACCCleavage pacid=37154472 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1
1430 1450 GGAAUCUUGAUGAUGCUGCAG   :: :::::::::::: :: UCUCACCAUCAUCAAGAUACCCleavage pacid=37154472 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1
1430 1450 GGAAUCUUGAUGAUGCUGCAG   :: :::::::::::: :: UCUCACCAUCAUCAAGAUACCCleavage pacid=37154472 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1
1430 1450 GGAAUCUUGAUGAUGCUGCAG   :: :::::::::::: :: UCUCACCAUCAUCAAGAUACCCleavage pacid=37154472 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1
1430 1450 GGAAUCUUGAUGAUGCUGCAG   :: :::::::::::: :: UCUCACCAUCAUCAAGAUACCCleavage pacid=37154472 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1
1430 1450 GGAAUCUUGAUGAUGCUGCAG   :: :::::::::::: :: UCUCACCAUCAUCAAGAUACCCleavage pacid=37154472 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1
1430 1450 GGAAUCUUGAUGAUGCUGCAG   :: :::::::::::: :: UCUCACCAUCAUCAAGAUACCCleavage pacid=37154472 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1
1430 1450 GGAAUCUUGAUGAUGCUGCAG   :: :::::::::::: :: UCUCACCAUCAUCAAGAUACCCleavage pacid=37154472 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1
1430 1450 GGAAUCUUGAUGAUGCUGCAG   :: :::::::::::: :: UCUCACCAUCAUCAAGAUACCCleavage pacid=37154472 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1
1096 1117 UGGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.::::::.CUUCACUACCAUCAGGAUUCCGCleavage pacid=37172219 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1
1247 1268 UGGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.::::::.CUUCACUACCAUCAGGAUUCCGCleavage pacid=37172220 locus=Phvul.006G136700 ID=Phvul.006G136700.1.v2.1 annot-version=v2.1
1203 1223 GGAAUCUUGAUGAUGCUGCAG  :..:: :.:::::::::.. GGGUGGCCUUAUCAAGAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
1203 1223 GGAAUCUUGAUGAUGCUGCAG  :..:: :.:::::::::.. GGGUGGCCUUAUCAAGAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
1203 1223 GGAAUCUUGAUGAUGCUGCAG  :..:: :.:::::::::.. GGGUGGCCUUAUCAAGAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
1203 1223 GGAAUCUUGAUGAUGCUGCAG  :..:: :.:::::::::.. GGGUGGCCUUAUCAAGAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
1203 1223 GGAAUCUUGAUGAUGCUGCAG  :..:: :.:::::::::.. GGGUGGCCUUAUCAAGAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
1203 1223 GGAAUCUUGAUGAUGCUGCAG  :..:: :.:::::::::.. GGGUGGCCUUAUCAAGAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
1203 1223 GGAAUCUUGAUGAUGCUGCAG  :..:: :.:::::::::.. GGGUGGCCUUAUCAAGAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
1203 1223 GGAAUCUUGAUGAUGCUGCAG  :..:: :.:::::::::.. GGGUGGCCUUAUCAAGAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
1203 1223 GGAAUCUUGAUGAUGCUGCAG  :..:: :.:::::::::.. GGGUGGCCUUAUCAAGAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
1203 1223 GGAAUCUUGAUGAUGCUGCAG  :..:: :.:::::::::.. GGGUGGCCUUAUCAAGAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1

195 216 UGGAAUCUUGAUGAUGCUGCAG      ::::::::::::::.:UCAAGACAUCAUCAAGAUUCUACleavage pacid=37172930 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1
1892 1912 GGAAUCUUGAUGAUGCUGCAG.:: .: :::::.:::.:::: UUGGGGAAUCAUUAAGGUUCCCleavage pacid=37172907 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1
1892 1912 GGAAUCUUGAUGAUGCUGCAG.:: .: :::::.:::.:::: UUGGGGAAUCAUUAAGGUUCCCleavage pacid=37172907 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1
1892 1912 GGAAUCUUGAUGAUGCUGCAG.:: .: :::::.:::.:::: UUGGGGAAUCAUUAAGGUUCCCleavage pacid=37172907 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1
1892 1912 GGAAUCUUGAUGAUGCUGCAG.:: .: :::::.:::.:::: UUGGGGAAUCAUUAAGGUUCCCleavage pacid=37172907 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1
1892 1912 GGAAUCUUGAUGAUGCUGCAG.:: .: :::::.:::.:::: UUGGGGAAUCAUUAAGGUUCCCleavage pacid=37172907 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1
1892 1912 GGAAUCUUGAUGAUGCUGCAG.:: .: :::::.:::.:::: UUGGGGAAUCAUUAAGGUUCCCleavage pacid=37172907 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1
1892 1912 GGAAUCUUGAUGAUGCUGCAG.:: .: :::::.:::.:::: UUGGGGAAUCAUUAAGGUUCCCleavage pacid=37172907 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1
1892 1912 GGAAUCUUGAUGAUGCUGCAG.:: .: :::::.:::.:::: UUGGGGAAUCAUUAAGGUUCCCleavage pacid=37172907 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1
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1892 1912 GGAAUCUUGAUGAUGCUGCAG.:: .: :::::.:::.:::: UUGGGGAAUCAUUAAGGUUCCCleavage pacid=37172907 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1
1892 1912 GGAAUCUUGAUGAUGCUGCAG.:: .: :::::.:::.:::: UUGGGGAAUCAUUAAGGUUCCCleavage pacid=37172907 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1

564 584 GGAAUCUUGAUGAUGCUGCAG: ::::: :::::.:::: :. CCGCAGCUUCAUCGAGAUCCUCleavage pacid=37164938 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1
564 584 GGAAUCUUGAUGAUGCUGCAG: ::::: :::::.:::: :. CCGCAGCUUCAUCGAGAUCCUCleavage pacid=37164938 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1
564 584 GGAAUCUUGAUGAUGCUGCAG: ::::: :::::.:::: :. CCGCAGCUUCAUCGAGAUCCUCleavage pacid=37164938 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1
564 584 GGAAUCUUGAUGAUGCUGCAG: ::::: :::::.:::: :. CCGCAGCUUCAUCGAGAUCCUCleavage pacid=37164938 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1
564 584 GGAAUCUUGAUGAUGCUGCAG: ::::: :::::.:::: :. CCGCAGCUUCAUCGAGAUCCUCleavage pacid=37164938 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1
564 584 GGAAUCUUGAUGAUGCUGCAG: ::::: :::::.:::: :. CCGCAGCUUCAUCGAGAUCCUCleavage pacid=37164938 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1
564 584 GGAAUCUUGAUGAUGCUGCAG: ::::: :::::.:::: :. CCGCAGCUUCAUCGAGAUCCUCleavage pacid=37164938 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1
564 584 GGAAUCUUGAUGAUGCUGCAG: ::::: :::::.:::: :. CCGCAGCUUCAUCGAGAUCCUCleavage pacid=37164938 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1
564 584 GGAAUCUUGAUGAUGCUGCAG: ::::: :::::.:::: :. CCGCAGCUUCAUCGAGAUCCUCleavage pacid=37164938 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1
564 584 GGAAUCUUGAUGAUGCUGCAG: ::::: :::::.:::: :. CCGCAGCUUCAUCGAGAUCCUCleavage pacid=37164938 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1

1704 1724 GGAAUCUUGAUGAUGCUGCAG::::: :::::::: :.::.: CUGCAUCAUCAUCAUGGUUUCCleavage pacid=37166658 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1
1704 1724 GGAAUCUUGAUGAUGCUGCAG::::: :::::::: :.::.: CUGCAUCAUCAUCAUGGUUUCCleavage pacid=37166658 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1
1704 1724 GGAAUCUUGAUGAUGCUGCAG::::: :::::::: :.::.: CUGCAUCAUCAUCAUGGUUUCCleavage pacid=37166658 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1
1704 1724 GGAAUCUUGAUGAUGCUGCAG::::: :::::::: :.::.: CUGCAUCAUCAUCAUGGUUUCCleavage pacid=37166658 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1
1704 1724 GGAAUCUUGAUGAUGCUGCAG::::: :::::::: :.::.: CUGCAUCAUCAUCAUGGUUUCCleavage pacid=37166658 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1
1704 1724 GGAAUCUUGAUGAUGCUGCAG::::: :::::::: :.::.: CUGCAUCAUCAUCAUGGUUUCCleavage pacid=37166658 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1
1704 1724 GGAAUCUUGAUGAUGCUGCAG::::: :::::::: :.::.: CUGCAUCAUCAUCAUGGUUUCCleavage pacid=37166658 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1
1704 1724 GGAAUCUUGAUGAUGCUGCAG::::: :::::::: :.::.: CUGCAUCAUCAUCAUGGUUUCCleavage pacid=37166658 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1
1704 1724 GGAAUCUUGAUGAUGCUGCAG::::: :::::::: :.::.: CUGCAUCAUCAUCAUGGUUUCCleavage pacid=37166658 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1
1704 1724 GGAAUCUUGAUGAUGCUGCAG::::: :::::::: :.::.: CUGCAUCAUCAUCAUGGUUUCCleavage pacid=37166658 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1
1701 1724 GGAAUCUUGAUGAUGCUGCAGCAG   ::::: :::::::: :.::.:CCUCUGCAUCAUCAUCAUGGUUUCCleavage pacid=37166658 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1
1704 1725 UGGAAUCUUGAUGAUGCUGCAG::::: :::::::: :.::.::CUGCAUCAUCAUCAUGGUUUCACleavage pacid=37166658 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1
1399 1419 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159381 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1
1476 1496 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159380 locus=Phvul.008G058700 ID=Phvul.008G058700.1.v2.1 annot-version=v2.1
1399 1419 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159381 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1
1476 1496 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159380 locus=Phvul.008G058700 ID=Phvul.008G058700.1.v2.1 annot-version=v2.1
1399 1419 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159381 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1
1476 1496 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159380 locus=Phvul.008G058700 ID=Phvul.008G058700.1.v2.1 annot-version=v2.1
1399 1419 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159381 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1
1476 1496 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159380 locus=Phvul.008G058700 ID=Phvul.008G058700.1.v2.1 annot-version=v2.1
1399 1419 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159381 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1
1476 1496 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159380 locus=Phvul.008G058700 ID=Phvul.008G058700.1.v2.1 annot-version=v2.1
1399 1419 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159381 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1
1476 1496 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159380 locus=Phvul.008G058700 ID=Phvul.008G058700.1.v2.1 annot-version=v2.1
1399 1419 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159381 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1
1476 1496 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159380 locus=Phvul.008G058700 ID=Phvul.008G058700.1.v2.1 annot-version=v2.1
1399 1419 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159381 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1
1476 1496 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159380 locus=Phvul.008G058700 ID=Phvul.008G058700.1.v2.1 annot-version=v2.1
1399 1419 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159381 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1
1476 1496 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159380 locus=Phvul.008G058700 ID=Phvul.008G058700.1.v2.1 annot-version=v2.1
1399 1419 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159381 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1
1476 1496 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159380 locus=Phvul.008G058700 ID=Phvul.008G058700.1.v2.1 annot-version=v2.1
1396 1419 GGAAUCUUGAUGAUGCUGCAGCAG:: :: .: : :::::::::::::CUUCUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159381 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1
1473 1496 GGAAUCUUGAUGAUGCUGCAGCAG:: :: .: : :::::::::::::CUUCUUUAUCUUCAUCAAGAUUCCCleavage pacid=37159380 locus=Phvul.008G058700 ID=Phvul.008G058700.1.v2.1 annot-version=v2.1
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1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150511 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150510 locus=Phvul.009G014600 ID=Phvul.009G014600.1.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150511 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150510 locus=Phvul.009G014600 ID=Phvul.009G014600.1.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150511 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150510 locus=Phvul.009G014600 ID=Phvul.009G014600.1.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150511 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150510 locus=Phvul.009G014600 ID=Phvul.009G014600.1.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150511 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150510 locus=Phvul.009G014600 ID=Phvul.009G014600.1.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150511 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150510 locus=Phvul.009G014600 ID=Phvul.009G014600.1.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150511 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150510 locus=Phvul.009G014600 ID=Phvul.009G014600.1.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150511 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150510 locus=Phvul.009G014600 ID=Phvul.009G014600.1.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150511 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150510 locus=Phvul.009G014600 ID=Phvul.009G014600.1.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150511 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1
1154 1174 GGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCCleavage pacid=37150510 locus=Phvul.009G014600 ID=Phvul.009G014600.1.v2.1 annot-version=v2.1
1044 1064 GGAAUCUUGAUGAUGCUGCAG::::: .::..::::::::.. CUGCAAUAUUGUCAAGAUUUUCleavage pacid=37148716 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1
1044 1064 GGAAUCUUGAUGAUGCUGCAG::::: .::..::::::::.. CUGCAAUAUUGUCAAGAUUUUCleavage pacid=37148716 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1
1044 1064 GGAAUCUUGAUGAUGCUGCAG::::: .::..::::::::.. CUGCAAUAUUGUCAAGAUUUUCleavage pacid=37148716 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1
1044 1064 GGAAUCUUGAUGAUGCUGCAG::::: .::..::::::::.. CUGCAAUAUUGUCAAGAUUUUCleavage pacid=37148716 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1
1044 1064 GGAAUCUUGAUGAUGCUGCAG::::: .::..::::::::.. CUGCAAUAUUGUCAAGAUUUUCleavage pacid=37148716 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1
1044 1064 GGAAUCUUGAUGAUGCUGCAG::::: .::..::::::::.. CUGCAAUAUUGUCAAGAUUUUCleavage pacid=37148716 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1
1044 1064 GGAAUCUUGAUGAUGCUGCAG::::: .::..::::::::.. CUGCAAUAUUGUCAAGAUUUUCleavage pacid=37148716 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1
1044 1064 GGAAUCUUGAUGAUGCUGCAG::::: .::..::::::::.. CUGCAAUAUUGUCAAGAUUUUCleavage pacid=37148716 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1
1044 1064 GGAAUCUUGAUGAUGCUGCAG::::: .::..::::::::.. CUGCAAUAUUGUCAAGAUUUUCleavage pacid=37148716 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1
1044 1064 GGAAUCUUGAUGAUGCUGCAG::::: .::..::::::::.. CUGCAAUAUUGUCAAGAUUUUCleavage pacid=37148716 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1
1041 1064 GGAAUCUUGAUGAUGCUGCAGCAG   ::::: .::..::::::::..UGCCUGCAAUAUUGUCAAGAUUUUCleavage pacid=37148716 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1

467 488 UGGAAUCUUGAUGAUGCUGCAG  :..::: ::::::::::.: GAGUGGCACCAUCAAGAUUUCUCleavage pacid=37150692 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1
286 306 GGAAUCUUGAUGAUGCUGCAG :::::::::  ::::.:::: AUGCAGCAUCUCCAAGGUUCCTranslation pacid=37143326 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1
286 306 GGAAUCUUGAUGAUGCUGCAG :::::::::  ::::.:::: AUGCAGCAUCUCCAAGGUUCCTranslation pacid=37143326 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1
286 306 GGAAUCUUGAUGAUGCUGCAG :::::::::  ::::.:::: AUGCAGCAUCUCCAAGGUUCCTranslation pacid=37143326 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1
286 306 GGAAUCUUGAUGAUGCUGCAG :::::::::  ::::.:::: AUGCAGCAUCUCCAAGGUUCCTranslation pacid=37143326 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1
286 306 GGAAUCUUGAUGAUGCUGCAG :::::::::  ::::.:::: AUGCAGCAUCUCCAAGGUUCCTranslation pacid=37143326 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1
286 306 GGAAUCUUGAUGAUGCUGCAG :::::::::  ::::.:::: AUGCAGCAUCUCCAAGGUUCCTranslation pacid=37143326 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1
286 306 GGAAUCUUGAUGAUGCUGCAG :::::::::  ::::.:::: AUGCAGCAUCUCCAAGGUUCCTranslation pacid=37143326 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1
286 306 GGAAUCUUGAUGAUGCUGCAG :::::::::  ::::.:::: AUGCAGCAUCUCCAAGGUUCCTranslation pacid=37143326 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1
286 306 GGAAUCUUGAUGAUGCUGCAG :::::::::  ::::.:::: AUGCAGCAUCUCCAAGGUUCCTranslation pacid=37143326 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1
286 306 GGAAUCUUGAUGAUGCUGCAG :::::::::  ::::.:::: AUGCAGCAUCUCCAAGGUUCCTranslation pacid=37143326 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1
283 306 GGAAUCUUGAUGAUGCUGCAGCAG    :::::::::  ::::.::::AGCAUGCAGCAUCUCCAAGGUUCCTranslation pacid=37143326 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1
286 307 UGGAAUCUUGAUGAUGCUGCAG :::::::::  ::::.:::::AUGCAGCAUCUCCAAGGUUCCATranslation pacid=37143326 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1

1306 1327 UGGAAUCUUGAUGAUGCUGCAG ::::: : :: ::::::::::AUGCAGGACCAGCAAGAUUCCATranslation pacid=37157071 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1
2984 3004 GGAAUCUUGAUGAUGCUGCAG:::..:::::::::.::: :. CUGUGGCAUCAUCAGGAUGCUCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

Page 1531 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

2984 3004 GGAAUCUUGAUGAUGCUGCAG:::..:::::::::.::: :. CUGUGGCAUCAUCAGGAUGCUCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1
2984 3004 GGAAUCUUGAUGAUGCUGCAG:::..:::::::::.::: :. CUGUGGCAUCAUCAGGAUGCUCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1
2984 3004 GGAAUCUUGAUGAUGCUGCAG:::..:::::::::.::: :. CUGUGGCAUCAUCAGGAUGCUCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1
2984 3004 GGAAUCUUGAUGAUGCUGCAG:::..:::::::::.::: :. CUGUGGCAUCAUCAGGAUGCUCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1
2984 3004 GGAAUCUUGAUGAUGCUGCAG:::..:::::::::.::: :. CUGUGGCAUCAUCAGGAUGCUCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1
2984 3004 GGAAUCUUGAUGAUGCUGCAG:::..:::::::::.::: :. CUGUGGCAUCAUCAGGAUGCUCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1
2984 3004 GGAAUCUUGAUGAUGCUGCAG:::..:::::::::.::: :. CUGUGGCAUCAUCAGGAUGCUCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1
2984 3004 GGAAUCUUGAUGAUGCUGCAG:::..:::::::::.::: :. CUGUGGCAUCAUCAGGAUGCUCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1
2984 3004 GGAAUCUUGAUGAUGCUGCAG:::..:::::::::.::: :. CUGUGGCAUCAUCAGGAUGCUCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1
2981 3004 GGAAUCUUGAUGAUGCUGCAGCAG   :::..:::::::::.::: :.CAUCUGUGGCAUCAUCAGGAUGCUCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1
2984 3005 UGGAAUCUUGAUGAUGCUGCAG:::..:::::::::.::: :.:CUGUGGCAUCAUCAGGAUGCUACleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

433 453 GGAAUCUUGAUGAUGCUGCAG   :::.:::: .:::::::: UGACAGUAUCACUAAGAUUCCTranslation pacid=37155572 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1
433 453 GGAAUCUUGAUGAUGCUGCAG   :::.:::: .:::::::: UGACAGUAUCACUAAGAUUCCTranslation pacid=37155572 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1
433 453 GGAAUCUUGAUGAUGCUGCAG   :::.:::: .:::::::: UGACAGUAUCACUAAGAUUCCTranslation pacid=37155572 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1
433 453 GGAAUCUUGAUGAUGCUGCAG   :::.:::: .:::::::: UGACAGUAUCACUAAGAUUCCTranslation pacid=37155572 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1
433 453 GGAAUCUUGAUGAUGCUGCAG   :::.:::: .:::::::: UGACAGUAUCACUAAGAUUCCTranslation pacid=37155572 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1
433 453 GGAAUCUUGAUGAUGCUGCAG   :::.:::: .:::::::: UGACAGUAUCACUAAGAUUCCTranslation pacid=37155572 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1
433 453 GGAAUCUUGAUGAUGCUGCAG   :::.:::: .:::::::: UGACAGUAUCACUAAGAUUCCTranslation pacid=37155572 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1
433 453 GGAAUCUUGAUGAUGCUGCAG   :::.:::: .:::::::: UGACAGUAUCACUAAGAUUCCTranslation pacid=37155572 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1
433 453 GGAAUCUUGAUGAUGCUGCAG   :::.:::: .:::::::: UGACAGUAUCACUAAGAUUCCTranslation pacid=37155572 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1
433 453 GGAAUCUUGAUGAUGCUGCAG   :::.:::: .:::::::: UGACAGUAUCACUAAGAUUCCTranslation pacid=37155572 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1
433 454 UGGAAUCUUGAUGAUGCUGCAG   :::.:::: .:::::::: UGACAGUAUCACUAAGAUUCCCTranslation pacid=37155572 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1

1941 1961 GGAAUCUUGAUGAUGCUGCAG ::.: : :::::::::::: AUGUACCUUCAUCAAGAUUCACleavage pacid=37156823 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1
1941 1961 GGAAUCUUGAUGAUGCUGCAG ::.: : :::::::::::: AUGUACCUUCAUCAAGAUUCACleavage pacid=37156823 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1
1941 1961 GGAAUCUUGAUGAUGCUGCAG ::.: : :::::::::::: AUGUACCUUCAUCAAGAUUCACleavage pacid=37156823 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1
1941 1961 GGAAUCUUGAUGAUGCUGCAG ::.: : :::::::::::: AUGUACCUUCAUCAAGAUUCACleavage pacid=37156823 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1
1941 1961 GGAAUCUUGAUGAUGCUGCAG ::.: : :::::::::::: AUGUACCUUCAUCAAGAUUCACleavage pacid=37156823 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1
1941 1961 GGAAUCUUGAUGAUGCUGCAG ::.: : :::::::::::: AUGUACCUUCAUCAAGAUUCACleavage pacid=37156823 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1
1941 1961 GGAAUCUUGAUGAUGCUGCAG ::.: : :::::::::::: AUGUACCUUCAUCAAGAUUCACleavage pacid=37156823 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1
1941 1961 GGAAUCUUGAUGAUGCUGCAG ::.: : :::::::::::: AUGUACCUUCAUCAAGAUUCACleavage pacid=37156823 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1
1941 1961 GGAAUCUUGAUGAUGCUGCAG ::.: : :::::::::::: AUGUACCUUCAUCAAGAUUCACleavage pacid=37156823 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1
1941 1961 GGAAUCUUGAUGAUGCUGCAG ::.: : :::::::::::: AUGUACCUUCAUCAAGAUUCACleavage pacid=37156823 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1
1690 1710 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37156493 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1
1690 1710 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37156493 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1
1690 1710 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37156493 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1
1690 1710 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37156493 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1
1690 1710 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37156493 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1
1690 1710 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37156493 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1
1690 1710 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37156493 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1
1690 1710 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37156493 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1
1690 1710 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37156493 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1
1690 1710 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::: CUUUAUCUUCAUCAAGAUUCCCleavage pacid=37156493 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1
1687 1710 GGAAUCUUGAUGAUGCUGCAGCAG:: :: .: : :::::::::::::CUUCUUUAUCUUCAUCAAGAUUCCCleavage pacid=37156493 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1
1876 1897 UGGAAUCUUGAUGAUGCUGCAG:: .: : ::::::.:::::.:CUUUAUCUUCAUCAGGAUUCUACleavage pacid=37155807 locus=Phvul.011G152200 ID=Phvul.011G152200.3.v2.1 annot-version=v2.1
1876 1897 UGGAAUCUUGAUGAUGCUGCAG:: .: : ::::::.:::::.:CUUUAUCUUCAUCAGGAUUCUACleavage pacid=37155806 locus=Phvul.011G152200 ID=Phvul.011G152200.1.v2.1 annot-version=v2.1
1397 1417 GGAAUCUUGAUGAUGCUGCAG.:::: :.:..::::::::.. UUGCACCGUUGUCAAGAUUUUCleavage pacid=37148519 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1
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1397 1417 GGAAUCUUGAUGAUGCUGCAG.:::: :.:..::::::::.. UUGCACCGUUGUCAAGAUUUUCleavage pacid=37148519 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1
1397 1417 GGAAUCUUGAUGAUGCUGCAG.:::: :.:..::::::::.. UUGCACCGUUGUCAAGAUUUUCleavage pacid=37148519 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1
1397 1417 GGAAUCUUGAUGAUGCUGCAG.:::: :.:..::::::::.. UUGCACCGUUGUCAAGAUUUUCleavage pacid=37148519 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1
1397 1417 GGAAUCUUGAUGAUGCUGCAG.:::: :.:..::::::::.. UUGCACCGUUGUCAAGAUUUUCleavage pacid=37148519 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1
1397 1417 GGAAUCUUGAUGAUGCUGCAG.:::: :.:..::::::::.. UUGCACCGUUGUCAAGAUUUUCleavage pacid=37148519 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1
1397 1417 GGAAUCUUGAUGAUGCUGCAG.:::: :.:..::::::::.. UUGCACCGUUGUCAAGAUUUUCleavage pacid=37148519 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1
1397 1417 GGAAUCUUGAUGAUGCUGCAG.:::: :.:..::::::::.. UUGCACCGUUGUCAAGAUUUUCleavage pacid=37148519 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1
1397 1417 GGAAUCUUGAUGAUGCUGCAG.:::: :.:..::::::::.. UUGCACCGUUGUCAAGAUUUUCleavage pacid=37148519 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1
1397 1417 GGAAUCUUGAUGAUGCUGCAG.:::: :.:..::::::::.. UUGCACCGUUGUCAAGAUUUUCleavage pacid=37148519 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1
1394 1417 GGAAUCUUGAUGAUGCUGCAGCAG.: .:::: :.:..::::::::..UUAUUGCACCGUUGUCAAGAUUUUCleavage pacid=37148519 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1

249 271 GGAAUCUUG--AUGAUGCUGCAG  ::::::::::  :::::::::AAGCAGCAUCAUAUCAAGAUUCCCleavage pacid=37144659 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1
249 271 GGAAUCUUG--AUGAUGCUGCAG  ::::::::::  :::::::::AAGCAGCAUCAUAUCAAGAUUCCCleavage pacid=37144659 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1
249 271 GGAAUCUUG--AUGAUGCUGCAG  ::::::::::  :::::::::AAGCAGCAUCAUAUCAAGAUUCCCleavage pacid=37144659 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1
249 271 GGAAUCUUG--AUGAUGCUGCAG  ::::::::::  :::::::::AAGCAGCAUCAUAUCAAGAUUCCCleavage pacid=37144659 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1
249 271 GGAAUCUUG--AUGAUGCUGCAG  ::::::::::  :::::::::AAGCAGCAUCAUAUCAAGAUUCCCleavage pacid=37144659 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1
249 271 GGAAUCUUG--AUGAUGCUGCAG  ::::::::::  :::::::::AAGCAGCAUCAUAUCAAGAUUCCCleavage pacid=37144659 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1
249 271 GGAAUCUUG--AUGAUGCUGCAG  ::::::::::  :::::::::AAGCAGCAUCAUAUCAAGAUUCCCleavage pacid=37144659 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1
249 271 GGAAUCUUG--AUGAUGCUGCAG  ::::::::::  :::::::::AAGCAGCAUCAUAUCAAGAUUCCCleavage pacid=37144659 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1
249 271 GGAAUCUUG--AUGAUGCUGCAG  ::::::::::  :::::::::AAGCAGCAUCAUAUCAAGAUUCCCleavage pacid=37144659 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1
249 271 GGAAUCUUG--AUGAUGCUGCAG  ::::::::::  :::::::::AAGCAGCAUCAUAUCAAGAUUCCCleavage pacid=37144659 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1
246 271 GGAAUCUUG--AUGAUGCUGCAGCAG     ::::::::::  :::::::::AGAAAGCAGCAUCAUAUCAAGAUUCCCleavage pacid=37144659 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1
249 272 UGGAAUCUUG--AUGAUGCUGCAG  ::::::::::  ::::::::::AAGCAGCAUCAUAUCAAGAUUCCATranslation pacid=37144659 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1

1104 1125 UGGAAUCUUGAUGAUGCUGCAG     :.:::::..:::::.::AUUUUGUAUCAUUGAGAUUUCACleavage pacid=37168555 locus=Phvul.001G147500 ID=Phvul.001G147500.1.v2.1 annot-version=v2.1
311 331 GGAAUCUUGAUGAUGCUGCAG  ::.:..:: ::::::::.. UCGCGGUGUCCUCAAGAUUUUTranslation pacid=37171228 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1
311 331 GGAAUCUUGAUGAUGCUGCAG  ::.:..:: ::::::::.. UCGCGGUGUCCUCAAGAUUUUTranslation pacid=37171228 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1
311 331 GGAAUCUUGAUGAUGCUGCAG  ::.:..:: ::::::::.. UCGCGGUGUCCUCAAGAUUUUTranslation pacid=37171228 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1
311 331 GGAAUCUUGAUGAUGCUGCAG  ::.:..:: ::::::::.. UCGCGGUGUCCUCAAGAUUUUTranslation pacid=37171228 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1
311 331 GGAAUCUUGAUGAUGCUGCAG  ::.:..:: ::::::::.. UCGCGGUGUCCUCAAGAUUUUTranslation pacid=37171228 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1
311 331 GGAAUCUUGAUGAUGCUGCAG  ::.:..:: ::::::::.. UCGCGGUGUCCUCAAGAUUUUTranslation pacid=37171228 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1
311 331 GGAAUCUUGAUGAUGCUGCAG  ::.:..:: ::::::::.. UCGCGGUGUCCUCAAGAUUUUTranslation pacid=37171228 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1
311 331 GGAAUCUUGAUGAUGCUGCAG  ::.:..:: ::::::::.. UCGCGGUGUCCUCAAGAUUUUTranslation pacid=37171228 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1
311 331 GGAAUCUUGAUGAUGCUGCAG  ::.:..:: ::::::::.. UCGCGGUGUCCUCAAGAUUUUTranslation pacid=37171228 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1
311 331 GGAAUCUUGAUGAUGCUGCAG  ::.:..:: ::::::::.. UCGCGGUGUCCUCAAGAUUUUTranslation pacid=37171228 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1
154 174 GGAAUCUUGAUGAUGCUGCAG   ::::::::::.: .::.: CCUCAGCAUCAUCGACGUUUCCleavage pacid=37170301 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1
154 174 GGAAUCUUGAUGAUGCUGCAG   ::::::::::.: .::.: CCUCAGCAUCAUCGACGUUUCCleavage pacid=37170301 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1
154 174 GGAAUCUUGAUGAUGCUGCAG   ::::::::::.: .::.: CCUCAGCAUCAUCGACGUUUCCleavage pacid=37170301 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1
154 174 GGAAUCUUGAUGAUGCUGCAG   ::::::::::.: .::.: CCUCAGCAUCAUCGACGUUUCCleavage pacid=37170301 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1
154 174 GGAAUCUUGAUGAUGCUGCAG   ::::::::::.: .::.: CCUCAGCAUCAUCGACGUUUCCleavage pacid=37170301 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1
154 174 GGAAUCUUGAUGAUGCUGCAG   ::::::::::.: .::.: CCUCAGCAUCAUCGACGUUUCCleavage pacid=37170301 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1
154 174 GGAAUCUUGAUGAUGCUGCAG   ::::::::::.: .::.: CCUCAGCAUCAUCGACGUUUCCleavage pacid=37170301 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1
154 174 GGAAUCUUGAUGAUGCUGCAG   ::::::::::.: .::.: CCUCAGCAUCAUCGACGUUUCCleavage pacid=37170301 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1
154 174 GGAAUCUUGAUGAUGCUGCAG   ::::::::::.: .::.: CCUCAGCAUCAUCGACGUUUCCleavage pacid=37170301 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1
154 174 GGAAUCUUGAUGAUGCUGCAG   ::::::::::.: .::.: CCUCAGCAUCAUCGACGUUUCCleavage pacid=37170301 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1
657 677 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167833 locus=Phvul.001G212400 ID=Phvul.001G212400.1.v2.1 annot-version=v2.1
725 745 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167834 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1
657 677 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167833 locus=Phvul.001G212400 ID=Phvul.001G212400.1.v2.1 annot-version=v2.1
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725 745 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167834 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1
657 677 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167833 locus=Phvul.001G212400 ID=Phvul.001G212400.1.v2.1 annot-version=v2.1
725 745 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167834 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1
657 677 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167833 locus=Phvul.001G212400 ID=Phvul.001G212400.1.v2.1 annot-version=v2.1
725 745 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167834 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1
657 677 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167833 locus=Phvul.001G212400 ID=Phvul.001G212400.1.v2.1 annot-version=v2.1
725 745 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167834 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1
657 677 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167833 locus=Phvul.001G212400 ID=Phvul.001G212400.1.v2.1 annot-version=v2.1
725 745 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167834 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1
657 677 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167833 locus=Phvul.001G212400 ID=Phvul.001G212400.1.v2.1 annot-version=v2.1
725 745 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167834 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1
657 677 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167833 locus=Phvul.001G212400 ID=Phvul.001G212400.1.v2.1 annot-version=v2.1
725 745 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167834 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1
657 677 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167833 locus=Phvul.001G212400 ID=Phvul.001G212400.1.v2.1 annot-version=v2.1
725 745 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167834 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1
657 677 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167833 locus=Phvul.001G212400 ID=Phvul.001G212400.1.v2.1 annot-version=v2.1
725 745 GGAAUCUUGAUGAUGCUGCAG   ::::: .::::.:::::. AGUCAGCAGUAUCAGGAUUCUCleavage pacid=37167834 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1

1546 1566 GGAAUCUUGAUGAUGCUGCAG::: :::::: ::::::: :: CUGAAGCAUCUUCAAGAUACCTranslation pacid=37168654 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1
1546 1566 GGAAUCUUGAUGAUGCUGCAG::: :::::: ::::::: :: CUGAAGCAUCUUCAAGAUACCTranslation pacid=37168654 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1
1546 1566 GGAAUCUUGAUGAUGCUGCAG::: :::::: ::::::: :: CUGAAGCAUCUUCAAGAUACCTranslation pacid=37168654 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1
1546 1566 GGAAUCUUGAUGAUGCUGCAG::: :::::: ::::::: :: CUGAAGCAUCUUCAAGAUACCTranslation pacid=37168654 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1
1546 1566 GGAAUCUUGAUGAUGCUGCAG::: :::::: ::::::: :: CUGAAGCAUCUUCAAGAUACCTranslation pacid=37168654 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1
1546 1566 GGAAUCUUGAUGAUGCUGCAG::: :::::: ::::::: :: CUGAAGCAUCUUCAAGAUACCTranslation pacid=37168654 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1
1546 1566 GGAAUCUUGAUGAUGCUGCAG::: :::::: ::::::: :: CUGAAGCAUCUUCAAGAUACCTranslation pacid=37168654 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1
1546 1566 GGAAUCUUGAUGAUGCUGCAG::: :::::: ::::::: :: CUGAAGCAUCUUCAAGAUACCTranslation pacid=37168654 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1
1546 1566 GGAAUCUUGAUGAUGCUGCAG::: :::::: ::::::: :: CUGAAGCAUCUUCAAGAUACCTranslation pacid=37168654 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1
1546 1566 GGAAUCUUGAUGAUGCUGCAG::: :::::: ::::::: :: CUGAAGCAUCUUCAAGAUACCTranslation pacid=37168654 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1
1543 1566 GGAAUCUUGAUGAUGCUGCAGCAG : ::: :::::: ::::::: ::GUUCUGAAGCAUCUUCAAGAUACCTranslation pacid=37168654 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1
1163 1183 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168984 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1
1521 1541 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168983 locus=Phvul.001G232300 ID=Phvul.001G232300.1.v2.1 annot-version=v2.1
1163 1183 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168984 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1
1521 1541 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168983 locus=Phvul.001G232300 ID=Phvul.001G232300.1.v2.1 annot-version=v2.1
1163 1183 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168984 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1
1521 1541 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168983 locus=Phvul.001G232300 ID=Phvul.001G232300.1.v2.1 annot-version=v2.1
1163 1183 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168984 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1
1521 1541 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168983 locus=Phvul.001G232300 ID=Phvul.001G232300.1.v2.1 annot-version=v2.1
1163 1183 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168984 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1
1521 1541 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168983 locus=Phvul.001G232300 ID=Phvul.001G232300.1.v2.1 annot-version=v2.1
1163 1183 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168984 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1
1521 1541 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168983 locus=Phvul.001G232300 ID=Phvul.001G232300.1.v2.1 annot-version=v2.1
1163 1183 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168984 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1
1521 1541 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168983 locus=Phvul.001G232300 ID=Phvul.001G232300.1.v2.1 annot-version=v2.1
1163 1183 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168984 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1
1521 1541 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168983 locus=Phvul.001G232300 ID=Phvul.001G232300.1.v2.1 annot-version=v2.1
1163 1183 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168984 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1
1521 1541 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168983 locus=Phvul.001G232300 ID=Phvul.001G232300.1.v2.1 annot-version=v2.1
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1163 1183 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168984 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1
1521 1541 GGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::: UUGGAACAUCUUCAGGAUUCCTranslation pacid=37168983 locus=Phvul.001G232300 ID=Phvul.001G232300.1.v2.1 annot-version=v2.1
1163 1184 UGGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::::UUGGAACAUCUUCAGGAUUCCACleavage pacid=37168984 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1
1521 1542 UGGAAUCUUGAUGAUGCUGCAG.:: : :::: :::.:::::::UUGGAACAUCUUCAGGAUUCCACleavage pacid=37168983 locus=Phvul.001G232300 ID=Phvul.001G232300.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37170741 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37170741 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37170741 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37170741 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37170741 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37170741 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37170741 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37170741 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37170741 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37170741 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1
1599 1622 GGAAUCUUGAUGAUGCUGCAGCAG   .:::.:::::.:::::. :..UCUUUGCGGCAUCGUCAAGGAUUUCleavage pacid=37170741 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37168554 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37168554 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37168554 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37168554 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37168554 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37168554 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37168554 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37168554 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37168554 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1
1602 1622 GGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :.. UUGCGGCAUCGUCAAGGAUUUCleavage pacid=37168554 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1
1599 1622 GGAAUCUUGAUGAUGCUGCAGCAG   .:::.:::::.:::::. :..UCUUUGCGGCAUCGUCAAGGAUUUCleavage pacid=37168554 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1

637 657 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::: ::::: GAUCAGCAUCAGCAAAAUUCCTranslation pacid=37175788 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1
637 657 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::: ::::: GAUCAGCAUCAGCAAAAUUCCTranslation pacid=37175788 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1
637 657 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::: ::::: GAUCAGCAUCAGCAAAAUUCCTranslation pacid=37175788 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1
637 657 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::: ::::: GAUCAGCAUCAGCAAAAUUCCTranslation pacid=37175788 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1
637 657 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::: ::::: GAUCAGCAUCAGCAAAAUUCCTranslation pacid=37175788 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1
637 657 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::: ::::: GAUCAGCAUCAGCAAAAUUCCTranslation pacid=37175788 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1
637 657 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::: ::::: GAUCAGCAUCAGCAAAAUUCCTranslation pacid=37175788 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1
637 657 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::: ::::: GAUCAGCAUCAGCAAAAUUCCTranslation pacid=37175788 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1
637 657 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::: ::::: GAUCAGCAUCAGCAAAAUUCCTranslation pacid=37175788 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1
637 657 GGAAUCUUGAUGAUGCUGCAG   :::::::: ::: ::::: GAUCAGCAUCAGCAAAAUUCCTranslation pacid=37175788 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1
251 271 GGAAUCUUGAUGAUGCUGCAG.: :.::.::: :.::::::: UUUCGGCGUCACCGAGAUUCCTranslation pacid=37176061 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1
251 271 GGAAUCUUGAUGAUGCUGCAG.: :.::.::: :.::::::: UUUCGGCGUCACCGAGAUUCCTranslation pacid=37176061 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1
251 271 GGAAUCUUGAUGAUGCUGCAG.: :.::.::: :.::::::: UUUCGGCGUCACCGAGAUUCCTranslation pacid=37176061 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1
251 271 GGAAUCUUGAUGAUGCUGCAG.: :.::.::: :.::::::: UUUCGGCGUCACCGAGAUUCCTranslation pacid=37176061 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1
251 271 GGAAUCUUGAUGAUGCUGCAG.: :.::.::: :.::::::: UUUCGGCGUCACCGAGAUUCCTranslation pacid=37176061 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1
251 271 GGAAUCUUGAUGAUGCUGCAG.: :.::.::: :.::::::: UUUCGGCGUCACCGAGAUUCCTranslation pacid=37176061 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1
251 271 GGAAUCUUGAUGAUGCUGCAG.: :.::.::: :.::::::: UUUCGGCGUCACCGAGAUUCCTranslation pacid=37176061 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1
251 271 GGAAUCUUGAUGAUGCUGCAG.: :.::.::: :.::::::: UUUCGGCGUCACCGAGAUUCCTranslation pacid=37176061 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1
251 271 GGAAUCUUGAUGAUGCUGCAG.: :.::.::: :.::::::: UUUCGGCGUCACCGAGAUUCCTranslation pacid=37176061 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1
251 271 GGAAUCUUGAUGAUGCUGCAG.: :.::.::: :.::::::: UUUCGGCGUCACCGAGAUUCCTranslation pacid=37176061 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1
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248 271 GGAAUCUUGAUGAUGCUGCAGCAG  :.: :.::.::: :.:::::::UCGUUUCGGCGUCACCGAGAUUCCTranslation pacid=37176061 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1
1999 2020 UGGAAUCUUGAUGAUGCUGCAG:: .:: .:..:.::::::::.CUCUAGAGUUGUUAAGAUUCCGCleavage pacid=37178758 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1

446 466 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175670 locus=Phvul.002G330500 ID=Phvul.002G330500.2.v2.1 annot-version=v2.1
672 692 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175669 locus=Phvul.002G330500 ID=Phvul.002G330500.1.v2.1 annot-version=v2.1
446 466 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175670 locus=Phvul.002G330500 ID=Phvul.002G330500.2.v2.1 annot-version=v2.1
672 692 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175669 locus=Phvul.002G330500 ID=Phvul.002G330500.1.v2.1 annot-version=v2.1
446 466 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175670 locus=Phvul.002G330500 ID=Phvul.002G330500.2.v2.1 annot-version=v2.1
672 692 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175669 locus=Phvul.002G330500 ID=Phvul.002G330500.1.v2.1 annot-version=v2.1
446 466 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175670 locus=Phvul.002G330500 ID=Phvul.002G330500.2.v2.1 annot-version=v2.1
672 692 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175669 locus=Phvul.002G330500 ID=Phvul.002G330500.1.v2.1 annot-version=v2.1
446 466 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175670 locus=Phvul.002G330500 ID=Phvul.002G330500.2.v2.1 annot-version=v2.1
672 692 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175669 locus=Phvul.002G330500 ID=Phvul.002G330500.1.v2.1 annot-version=v2.1
446 466 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175670 locus=Phvul.002G330500 ID=Phvul.002G330500.2.v2.1 annot-version=v2.1
672 692 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175669 locus=Phvul.002G330500 ID=Phvul.002G330500.1.v2.1 annot-version=v2.1
446 466 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175670 locus=Phvul.002G330500 ID=Phvul.002G330500.2.v2.1 annot-version=v2.1
672 692 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175669 locus=Phvul.002G330500 ID=Phvul.002G330500.1.v2.1 annot-version=v2.1
446 466 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175670 locus=Phvul.002G330500 ID=Phvul.002G330500.2.v2.1 annot-version=v2.1
672 692 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175669 locus=Phvul.002G330500 ID=Phvul.002G330500.1.v2.1 annot-version=v2.1
446 466 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175670 locus=Phvul.002G330500 ID=Phvul.002G330500.2.v2.1 annot-version=v2.1
672 692 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175669 locus=Phvul.002G330500 ID=Phvul.002G330500.1.v2.1 annot-version=v2.1
446 466 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175670 locus=Phvul.002G330500 ID=Phvul.002G330500.2.v2.1 annot-version=v2.1
672 692 GGAAUCUUGAUGAUGCUGCAG.: :::: :::: :::::::. UUCCAGCUUCAUGAAGAUUCUCleavage pacid=37175669 locus=Phvul.002G330500 ID=Phvul.002G330500.1.v2.1 annot-version=v2.1
261 281 GGAAUCUUGAUGAUGCUGCAG    :::: :::::::::::. CAAAAGCAGCAUCAAGAUUCUCleavage pacid=37144852 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1
261 281 GGAAUCUUGAUGAUGCUGCAG    :::: :::::::::::. CAAAAGCAGCAUCAAGAUUCUCleavage pacid=37144852 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1
261 281 GGAAUCUUGAUGAUGCUGCAG    :::: :::::::::::. CAAAAGCAGCAUCAAGAUUCUCleavage pacid=37144852 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1
261 281 GGAAUCUUGAUGAUGCUGCAG    :::: :::::::::::. CAAAAGCAGCAUCAAGAUUCUCleavage pacid=37144852 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1
261 281 GGAAUCUUGAUGAUGCUGCAG    :::: :::::::::::. CAAAAGCAGCAUCAAGAUUCUCleavage pacid=37144852 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1
261 281 GGAAUCUUGAUGAUGCUGCAG    :::: :::::::::::. CAAAAGCAGCAUCAAGAUUCUCleavage pacid=37144852 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1
261 281 GGAAUCUUGAUGAUGCUGCAG    :::: :::::::::::. CAAAAGCAGCAUCAAGAUUCUCleavage pacid=37144852 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1
261 281 GGAAUCUUGAUGAUGCUGCAG    :::: :::::::::::. CAAAAGCAGCAUCAAGAUUCUCleavage pacid=37144852 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1
261 281 GGAAUCUUGAUGAUGCUGCAG    :::: :::::::::::. CAAAAGCAGCAUCAAGAUUCUCleavage pacid=37144852 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1
261 281 GGAAUCUUGAUGAUGCUGCAG    :::: :::::::::::. CAAAAGCAGCAUCAAGAUUCUCleavage pacid=37144852 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1

12225 12246 UGGAAUCUUGAUGAUGCUGCAG: ::.:: ::. :::::::::.CAGCGGCUUCGGCAAGAUUCCGTranslation pacid=37145452 locus=Phvul.003G119100 ID=Phvul.003G119100.2.v2.1 annot-version=v2.1
2133 2153 GGAAUCUUGAUGAUGCUGCAG: :::::::.. ::: ::::: CGGCAGCAUUGGCAACAUUCCTranslation pacid=37144508 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1
2133 2153 GGAAUCUUGAUGAUGCUGCAG: :::::::.. ::: ::::: CGGCAGCAUUGGCAACAUUCCTranslation pacid=37144508 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1
2133 2153 GGAAUCUUGAUGAUGCUGCAG: :::::::.. ::: ::::: CGGCAGCAUUGGCAACAUUCCTranslation pacid=37144508 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1
2133 2153 GGAAUCUUGAUGAUGCUGCAG: :::::::.. ::: ::::: CGGCAGCAUUGGCAACAUUCCTranslation pacid=37144508 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1
2133 2153 GGAAUCUUGAUGAUGCUGCAG: :::::::.. ::: ::::: CGGCAGCAUUGGCAACAUUCCTranslation pacid=37144508 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1
2133 2153 GGAAUCUUGAUGAUGCUGCAG: :::::::.. ::: ::::: CGGCAGCAUUGGCAACAUUCCTranslation pacid=37144508 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1
2133 2153 GGAAUCUUGAUGAUGCUGCAG: :::::::.. ::: ::::: CGGCAGCAUUGGCAACAUUCCTranslation pacid=37144508 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1
2133 2153 GGAAUCUUGAUGAUGCUGCAG: :::::::.. ::: ::::: CGGCAGCAUUGGCAACAUUCCTranslation pacid=37144508 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1
2133 2153 GGAAUCUUGAUGAUGCUGCAG: :::::::.. ::: ::::: CGGCAGCAUUGGCAACAUUCCTranslation pacid=37144508 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1
2133 2153 GGAAUCUUGAUGAUGCUGCAG: :::::::.. ::: ::::: CGGCAGCAUUGGCAACAUUCCTranslation pacid=37144508 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1
2130 2153 GGAAUCUUGAUGAUGCUGCAGCAG   : :::::::.. ::: :::::CCCCGGCAGCAUUGGCAACAUUCCTranslation pacid=37144508 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1
1083 1103 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147699 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1
1216 1236 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147698 locus=Phvul.003G229600 ID=Phvul.003G229600.1.v2.1 annot-version=v2.1
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1083 1103 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147699 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1
1216 1236 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147698 locus=Phvul.003G229600 ID=Phvul.003G229600.1.v2.1 annot-version=v2.1
1083 1103 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147699 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1
1216 1236 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147698 locus=Phvul.003G229600 ID=Phvul.003G229600.1.v2.1 annot-version=v2.1
1083 1103 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147699 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1
1216 1236 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147698 locus=Phvul.003G229600 ID=Phvul.003G229600.1.v2.1 annot-version=v2.1
1083 1103 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147699 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1
1216 1236 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147698 locus=Phvul.003G229600 ID=Phvul.003G229600.1.v2.1 annot-version=v2.1
1083 1103 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147699 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1
1216 1236 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147698 locus=Phvul.003G229600 ID=Phvul.003G229600.1.v2.1 annot-version=v2.1
1083 1103 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147699 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1
1216 1236 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147698 locus=Phvul.003G229600 ID=Phvul.003G229600.1.v2.1 annot-version=v2.1
1083 1103 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147699 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1
1216 1236 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147698 locus=Phvul.003G229600 ID=Phvul.003G229600.1.v2.1 annot-version=v2.1
1083 1103 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147699 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1
1216 1236 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147698 locus=Phvul.003G229600 ID=Phvul.003G229600.1.v2.1 annot-version=v2.1
1083 1103 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147699 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1
1216 1236 GGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::. GUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147698 locus=Phvul.003G229600 ID=Phvul.003G229600.1.v2.1 annot-version=v2.1
1080 1103 GGAAUCUUGAUGAUGCUGCAGCAG.:: ::..::::.:: :.:::::.UUGGUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147699 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1
1213 1236 GGAAUCUUGAUGAUGCUGCAGCAG.:: ::..::::.:: :.:::::.UUGGUGUGGCAUUAUAAGGAUUCUCleavage pacid=37147698 locus=Phvul.003G229600 ID=Phvul.003G229600.1.v2.1 annot-version=v2.1

485 506 UGGAAUCUUGAUGAUGCUGCAG     :.:::::.:::::::..GAAAUGUAUCAUUAAGAUUCUGCleavage pacid=37148165 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1
532 552 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::.:: ::: CGCCAGUAUUAUCAGGAGUCCCleavage pacid=37147633 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1
532 552 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::.:: ::: CGCCAGUAUUAUCAGGAGUCCCleavage pacid=37147633 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1
532 552 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::.:: ::: CGCCAGUAUUAUCAGGAGUCCCleavage pacid=37147633 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1
532 552 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::.:: ::: CGCCAGUAUUAUCAGGAGUCCCleavage pacid=37147633 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1
532 552 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::.:: ::: CGCCAGUAUUAUCAGGAGUCCCleavage pacid=37147633 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1
532 552 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::.:: ::: CGCCAGUAUUAUCAGGAGUCCCleavage pacid=37147633 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1
532 552 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::.:: ::: CGCCAGUAUUAUCAGGAGUCCCleavage pacid=37147633 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1
532 552 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::.:: ::: CGCCAGUAUUAUCAGGAGUCCCleavage pacid=37147633 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1
532 552 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::.:: ::: CGCCAGUAUUAUCAGGAGUCCCleavage pacid=37147633 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1
532 552 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::.:: ::: CGCCAGUAUUAUCAGGAGUCCCleavage pacid=37147633 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1
401 421 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144581 locus=Phvul.003G260000 ID=Phvul.003G260000.2.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144580 locus=Phvul.003G260000 ID=Phvul.003G260000.1.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144582 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1
401 421 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144581 locus=Phvul.003G260000 ID=Phvul.003G260000.2.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144580 locus=Phvul.003G260000 ID=Phvul.003G260000.1.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144582 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1
401 421 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144581 locus=Phvul.003G260000 ID=Phvul.003G260000.2.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144580 locus=Phvul.003G260000 ID=Phvul.003G260000.1.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144582 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1
401 421 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144581 locus=Phvul.003G260000 ID=Phvul.003G260000.2.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144580 locus=Phvul.003G260000 ID=Phvul.003G260000.1.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144582 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1
401 421 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144581 locus=Phvul.003G260000 ID=Phvul.003G260000.2.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144580 locus=Phvul.003G260000 ID=Phvul.003G260000.1.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144582 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1

Page 1537 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

401 421 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144581 locus=Phvul.003G260000 ID=Phvul.003G260000.2.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144580 locus=Phvul.003G260000 ID=Phvul.003G260000.1.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144582 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1
401 421 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144581 locus=Phvul.003G260000 ID=Phvul.003G260000.2.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144580 locus=Phvul.003G260000 ID=Phvul.003G260000.1.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144582 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1
401 421 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144581 locus=Phvul.003G260000 ID=Phvul.003G260000.2.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144580 locus=Phvul.003G260000 ID=Phvul.003G260000.1.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144582 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1
401 421 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144581 locus=Phvul.003G260000 ID=Phvul.003G260000.2.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144580 locus=Phvul.003G260000 ID=Phvul.003G260000.1.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144582 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1
401 421 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144581 locus=Phvul.003G260000 ID=Phvul.003G260000.2.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144580 locus=Phvul.003G260000 ID=Phvul.003G260000.1.v2.1 annot-version=v2.1
512 532 GGAAUCUUGAUGAUGCUGCAG   :::.::.::::. ::::: CGUCAGUAUUAUCAGAAUUCCCleavage pacid=37144582 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1
276 296 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.  ::.: CAGCAGCAUCAUCAGCCUUUCCleavage pacid=37144496 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1
276 296 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.  ::.: CAGCAGCAUCAUCAGCCUUUCCleavage pacid=37144496 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1
276 296 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.  ::.: CAGCAGCAUCAUCAGCCUUUCCleavage pacid=37144496 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1
276 296 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.  ::.: CAGCAGCAUCAUCAGCCUUUCCleavage pacid=37144496 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1
276 296 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.  ::.: CAGCAGCAUCAUCAGCCUUUCCleavage pacid=37144496 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1
276 296 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.  ::.: CAGCAGCAUCAUCAGCCUUUCCleavage pacid=37144496 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1
276 296 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.  ::.: CAGCAGCAUCAUCAGCCUUUCCleavage pacid=37144496 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1
276 296 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.  ::.: CAGCAGCAUCAUCAGCCUUUCCleavage pacid=37144496 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1
276 296 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.  ::.: CAGCAGCAUCAUCAGCCUUUCCleavage pacid=37144496 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1
276 296 GGAAUCUUGAUGAUGCUGCAG: ::::::::::::.  ::.: CAGCAGCAUCAUCAGCCUUUCCleavage pacid=37144496 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1

3082 3102 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145021 locus=Phvul.003G291200 ID=Phvul.003G291200.1.v2.1 annot-version=v2.1
4114 4134 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145020 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1
3082 3102 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145021 locus=Phvul.003G291200 ID=Phvul.003G291200.1.v2.1 annot-version=v2.1
4114 4134 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145020 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1
3082 3102 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145021 locus=Phvul.003G291200 ID=Phvul.003G291200.1.v2.1 annot-version=v2.1
4114 4134 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145020 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1
3082 3102 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145021 locus=Phvul.003G291200 ID=Phvul.003G291200.1.v2.1 annot-version=v2.1
4114 4134 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145020 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1
3082 3102 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145021 locus=Phvul.003G291200 ID=Phvul.003G291200.1.v2.1 annot-version=v2.1
4114 4134 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145020 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1
3082 3102 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145021 locus=Phvul.003G291200 ID=Phvul.003G291200.1.v2.1 annot-version=v2.1
4114 4134 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145020 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1
3082 3102 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145021 locus=Phvul.003G291200 ID=Phvul.003G291200.1.v2.1 annot-version=v2.1
4114 4134 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145020 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1
3082 3102 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145021 locus=Phvul.003G291200 ID=Phvul.003G291200.1.v2.1 annot-version=v2.1
4114 4134 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145020 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1
3082 3102 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145021 locus=Phvul.003G291200 ID=Phvul.003G291200.1.v2.1 annot-version=v2.1
4114 4134 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145020 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1
3082 3102 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145021 locus=Phvul.003G291200 ID=Phvul.003G291200.1.v2.1 annot-version=v2.1
4114 4134 GGAAUCUUGAUGAUGCUGCAG   ..:.:::::.:::.::.: AGAUGGUAUCAUUAAGGUUUCCleavage pacid=37145020 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1

381 401 GGAAUCUUGAUGAUGCUGCAG.:::  ::::: ::.:::::: UUGCUUCAUCACCAGGAUUCCTranslation pacid=37163311 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1
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381 401 GGAAUCUUGAUGAUGCUGCAG.:::  ::::: ::.:::::: UUGCUUCAUCACCAGGAUUCCTranslation pacid=37163311 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1
381 401 GGAAUCUUGAUGAUGCUGCAG.:::  ::::: ::.:::::: UUGCUUCAUCACCAGGAUUCCTranslation pacid=37163311 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1
381 401 GGAAUCUUGAUGAUGCUGCAG.:::  ::::: ::.:::::: UUGCUUCAUCACCAGGAUUCCTranslation pacid=37163311 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1
381 401 GGAAUCUUGAUGAUGCUGCAG.:::  ::::: ::.:::::: UUGCUUCAUCACCAGGAUUCCTranslation pacid=37163311 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1
381 401 GGAAUCUUGAUGAUGCUGCAG.:::  ::::: ::.:::::: UUGCUUCAUCACCAGGAUUCCTranslation pacid=37163311 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1
381 401 GGAAUCUUGAUGAUGCUGCAG.:::  ::::: ::.:::::: UUGCUUCAUCACCAGGAUUCCTranslation pacid=37163311 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1
381 401 GGAAUCUUGAUGAUGCUGCAG.:::  ::::: ::.:::::: UUGCUUCAUCACCAGGAUUCCTranslation pacid=37163311 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1
381 401 GGAAUCUUGAUGAUGCUGCAG.:::  ::::: ::.:::::: UUGCUUCAUCACCAGGAUUCCTranslation pacid=37163311 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1
381 401 GGAAUCUUGAUGAUGCUGCAG.:::  ::::: ::.:::::: UUGCUUCAUCACCAGGAUUCCTranslation pacid=37163311 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1
378 401 GGAAUCUUGAUGAUGCUGCAGCAG:: .:::  ::::: ::.::::::CUUUUGCUUCAUCACCAGGAUUCCTranslation pacid=37163311 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1

1146 1167 UGGAAUCUUGAUGAUGCUGCAG.: :::.: : :.:::::::.:UUCCAGUACCCUUAAGAUUCUACleavage pacid=37163202 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1
1151 1172 UGGAAUCUUGAUGAUGCUGCAG.: :::.: : :.:::::::.:UUCCAGUACCCUUAAGAUUCUACleavage pacid=37163199 locus=Phvul.004G118500 ID=Phvul.004G118500.2.v2.1 annot-version=v2.1
1181 1201 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152944 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1
1262 1282 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152943 locus=Phvul.005G068800 ID=Phvul.005G068800.1.v2.1 annot-version=v2.1
1181 1201 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152944 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1
1262 1282 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152943 locus=Phvul.005G068800 ID=Phvul.005G068800.1.v2.1 annot-version=v2.1
1181 1201 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152944 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1
1262 1282 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152943 locus=Phvul.005G068800 ID=Phvul.005G068800.1.v2.1 annot-version=v2.1
1181 1201 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152944 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1
1262 1282 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152943 locus=Phvul.005G068800 ID=Phvul.005G068800.1.v2.1 annot-version=v2.1
1181 1201 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152944 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1
1262 1282 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152943 locus=Phvul.005G068800 ID=Phvul.005G068800.1.v2.1 annot-version=v2.1
1181 1201 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152944 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1
1262 1282 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152943 locus=Phvul.005G068800 ID=Phvul.005G068800.1.v2.1 annot-version=v2.1
1181 1201 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152944 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1
1262 1282 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152943 locus=Phvul.005G068800 ID=Phvul.005G068800.1.v2.1 annot-version=v2.1
1181 1201 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152944 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1
1262 1282 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152943 locus=Phvul.005G068800 ID=Phvul.005G068800.1.v2.1 annot-version=v2.1
1181 1201 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152944 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1
1262 1282 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152943 locus=Phvul.005G068800 ID=Phvul.005G068800.1.v2.1 annot-version=v2.1
1181 1201 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152944 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1
1262 1282 GGAAUCUUGAUGAUGCUGCAG :::::::::::. ::: :.: GUGCAGCAUCAUUUAGAGUUCCleavage pacid=37152943 locus=Phvul.005G068800 ID=Phvul.005G068800.1.v2.1 annot-version=v2.1
1836 1856 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::.:::::: CUCUACCUUCAUCAGGAUUCCCleavage pacid=37153816 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1
1836 1856 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::.:::::: CUCUACCUUCAUCAGGAUUCCCleavage pacid=37153816 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1
1836 1856 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::.:::::: CUCUACCUUCAUCAGGAUUCCCleavage pacid=37153816 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1
1836 1856 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::.:::::: CUCUACCUUCAUCAGGAUUCCCleavage pacid=37153816 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1
1836 1856 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::.:::::: CUCUACCUUCAUCAGGAUUCCCleavage pacid=37153816 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1
1836 1856 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::.:::::: CUCUACCUUCAUCAGGAUUCCCleavage pacid=37153816 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1
1836 1856 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::.:::::: CUCUACCUUCAUCAGGAUUCCCleavage pacid=37153816 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1
1836 1856 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::.:::::: CUCUACCUUCAUCAGGAUUCCCleavage pacid=37153816 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1
1836 1856 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::.:::::: CUCUACCUUCAUCAGGAUUCCCleavage pacid=37153816 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1
1836 1856 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::.:::::: CUCUACCUUCAUCAGGAUUCCCleavage pacid=37153816 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1
1833 1856 GGAAUCUUGAUGAUGCUGCAGCAG:: :: .: : ::::::.::::::CUUCUCUACCUUCAUCAGGAUUCCCleavage pacid=37153816 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1

888 908 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154031 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1
899 919 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154030 locus=Phvul.005G171900 ID=Phvul.005G171900.1.v2.1 annot-version=v2.1
888 908 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154031 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1
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899 919 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154030 locus=Phvul.005G171900 ID=Phvul.005G171900.1.v2.1 annot-version=v2.1
888 908 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154031 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1
899 919 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154030 locus=Phvul.005G171900 ID=Phvul.005G171900.1.v2.1 annot-version=v2.1
888 908 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154031 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1
899 919 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154030 locus=Phvul.005G171900 ID=Phvul.005G171900.1.v2.1 annot-version=v2.1
888 908 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154031 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1
899 919 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154030 locus=Phvul.005G171900 ID=Phvul.005G171900.1.v2.1 annot-version=v2.1
888 908 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154031 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1
899 919 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154030 locus=Phvul.005G171900 ID=Phvul.005G171900.1.v2.1 annot-version=v2.1
888 908 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154031 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1
899 919 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154030 locus=Phvul.005G171900 ID=Phvul.005G171900.1.v2.1 annot-version=v2.1
888 908 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154031 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1
899 919 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154030 locus=Phvul.005G171900 ID=Phvul.005G171900.1.v2.1 annot-version=v2.1
888 908 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154031 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1
899 919 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154030 locus=Phvul.005G171900 ID=Phvul.005G171900.1.v2.1 annot-version=v2.1
888 908 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154031 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1
899 919 GGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154030 locus=Phvul.005G171900 ID=Phvul.005G171900.1.v2.1 annot-version=v2.1
885 908 GGAAUCUUGAUGAUGCUGCAGCAG  ::: :. :::..::::::::.:AGGCUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154031 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1
896 919 GGAAUCUUGAUGAUGCUGCAGCAG  ::: :. :::..::::::::.:AGGCUUCGUCAUUGUCAAGAUUUCCleavage pacid=37154030 locus=Phvul.005G171900 ID=Phvul.005G171900.1.v2.1 annot-version=v2.1
888 909 UGGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCUCleavage pacid=37154031 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1
899 920 UGGAAUCUUGAUGAUGCUGCAG:: :. :::..::::::::.: CUUCGUCAUUGUCAAGAUUUCUCleavage pacid=37154030 locus=Phvul.005G171900 ID=Phvul.005G171900.1.v2.1 annot-version=v2.1

2636 2659 GGAAUCUUGAUGAUGCUGCAGCAG ::: ::::: ::::::: :::. AUGCGGCAGCUUCAUCAAUAUUUGCleavage pacid=37172252 locus=Phvul.006G022400 ID=Phvul.006G022400.1.v2.1 annot-version=v2.1
2132 2152 GGAAUCUUGAUGAUGCUGCAG :::::.:::: ::::.:: : AUGCAGUAUCAGCAAGGUUACTranslation pacid=37173223 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1
2132 2152 GGAAUCUUGAUGAUGCUGCAG :::::.:::: ::::.:: : AUGCAGUAUCAGCAAGGUUACTranslation pacid=37173223 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1
2132 2152 GGAAUCUUGAUGAUGCUGCAG :::::.:::: ::::.:: : AUGCAGUAUCAGCAAGGUUACTranslation pacid=37173223 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1
2132 2152 GGAAUCUUGAUGAUGCUGCAG :::::.:::: ::::.:: : AUGCAGUAUCAGCAAGGUUACTranslation pacid=37173223 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1
2132 2152 GGAAUCUUGAUGAUGCUGCAG :::::.:::: ::::.:: : AUGCAGUAUCAGCAAGGUUACTranslation pacid=37173223 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1
2132 2152 GGAAUCUUGAUGAUGCUGCAG :::::.:::: ::::.:: : AUGCAGUAUCAGCAAGGUUACTranslation pacid=37173223 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1
2132 2152 GGAAUCUUGAUGAUGCUGCAG :::::.:::: ::::.:: : AUGCAGUAUCAGCAAGGUUACTranslation pacid=37173223 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1
2132 2152 GGAAUCUUGAUGAUGCUGCAG :::::.:::: ::::.:: : AUGCAGUAUCAGCAAGGUUACTranslation pacid=37173223 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1
2132 2152 GGAAUCUUGAUGAUGCUGCAG :::::.:::: ::::.:: : AUGCAGUAUCAGCAAGGUUACTranslation pacid=37173223 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1
2132 2152 GGAAUCUUGAUGAUGCUGCAG :::::.:::: ::::.:: : AUGCAGUAUCAGCAAGGUUACTranslation pacid=37173223 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1
2132 2153 UGGAAUCUUGAUGAUGCUGCAG :::::.:::: ::::.:: ::AUGCAGUAUCAGCAAGGUUACATranslation pacid=37173223 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1

604 624 UGGAAUCUUGAUGAUGCUGCAG :::::. :::::::::::.: GUGCAGU-UCAUCAAGAUUUCCCleavage pacid=37173088 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1
1892 1913 UGGAAUCUUGAUGAUGCUGCAG.:: .: :::::.:::.::::.UUGGGGAAUCAUUAAGGUUCCGCleavage pacid=37172907 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1

803 823 GGAAUCUUGAUGAUGCUGCAG    :::::.:::::: :::: CCAAAGCAUUAUCAAGUUUCCCleavage pacid=37166830 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1
803 823 GGAAUCUUGAUGAUGCUGCAG    :::::.:::::: :::: CCAAAGCAUUAUCAAGUUUCCCleavage pacid=37166830 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1
803 823 GGAAUCUUGAUGAUGCUGCAG    :::::.:::::: :::: CCAAAGCAUUAUCAAGUUUCCCleavage pacid=37166830 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1
803 823 GGAAUCUUGAUGAUGCUGCAG    :::::.:::::: :::: CCAAAGCAUUAUCAAGUUUCCCleavage pacid=37166830 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1
803 823 GGAAUCUUGAUGAUGCUGCAG    :::::.:::::: :::: CCAAAGCAUUAUCAAGUUUCCCleavage pacid=37166830 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1
803 823 GGAAUCUUGAUGAUGCUGCAG    :::::.:::::: :::: CCAAAGCAUUAUCAAGUUUCCCleavage pacid=37166830 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1
803 823 GGAAUCUUGAUGAUGCUGCAG    :::::.:::::: :::: CCAAAGCAUUAUCAAGUUUCCCleavage pacid=37166830 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1
803 823 GGAAUCUUGAUGAUGCUGCAG    :::::.:::::: :::: CCAAAGCAUUAUCAAGUUUCCCleavage pacid=37166830 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1
803 823 GGAAUCUUGAUGAUGCUGCAG    :::::.:::::: :::: CCAAAGCAUUAUCAAGUUUCCCleavage pacid=37166830 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1
803 823 GGAAUCUUGAUGAUGCUGCAG    :::::.:::::: :::: CCAAAGCAUUAUCAAGUUUCCCleavage pacid=37166830 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1
910 931 UGGAAUCUUGAUGAUGCUGCAG      ::::::::.::::.::CCCUCUCAUCAUCAGGAUUUCACleavage pacid=37165281 locus=Phvul.007G046900 ID=Phvul.007G046900.2.v2.1 annot-version=v2.1
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249 270 GGAAU-CUUGAUGAUGCUGCAG:::: ::::::::::: :::::CUGCUGCAUCAUCAAGUAUUCCCleavage pacid=37164524 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1
249 270 GGAAU-CUUGAUGAUGCUGCAG:::: ::::::::::: :::::CUGCUGCAUCAUCAAGUAUUCCCleavage pacid=37164524 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1
249 270 GGAAU-CUUGAUGAUGCUGCAG:::: ::::::::::: :::::CUGCUGCAUCAUCAAGUAUUCCCleavage pacid=37164524 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1
249 270 GGAAU-CUUGAUGAUGCUGCAG:::: ::::::::::: :::::CUGCUGCAUCAUCAAGUAUUCCCleavage pacid=37164524 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1
249 270 GGAAU-CUUGAUGAUGCUGCAG:::: ::::::::::: :::::CUGCUGCAUCAUCAAGUAUUCCCleavage pacid=37164524 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1
249 270 GGAAU-CUUGAUGAUGCUGCAG:::: ::::::::::: :::::CUGCUGCAUCAUCAAGUAUUCCCleavage pacid=37164524 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1
249 270 GGAAU-CUUGAUGAUGCUGCAG:::: ::::::::::: :::::CUGCUGCAUCAUCAAGUAUUCCCleavage pacid=37164524 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1
249 270 GGAAU-CUUGAUGAUGCUGCAG:::: ::::::::::: :::::CUGCUGCAUCAUCAAGUAUUCCCleavage pacid=37164524 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1
249 270 GGAAU-CUUGAUGAUGCUGCAG:::: ::::::::::: :::::CUGCUGCAUCAUCAAGUAUUCCCleavage pacid=37164524 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1
249 270 GGAAU-CUUGAUGAUGCUGCAG:::: ::::::::::: :::::CUGCUGCAUCAUCAAGUAUUCCCleavage pacid=37164524 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1
246 270 GGAAU-CUUGAUGAUGCUGCAGCAG.:::::: ::::::::::: :::::UUGCUGCUGCAUCAUCAAGUAUUCCCleavage pacid=37164524 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1
249 271 UGGAAU-CUUGAUGAUGCUGCAG:::: ::::::::::: ::::::CUGCUGCAUCAUCAAGUAUUCCACleavage pacid=37164524 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1
143 163 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166614 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1
204 224 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166613 locus=Phvul.007G199800 ID=Phvul.007G199800.1.v2.1 annot-version=v2.1
143 163 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166614 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1
204 224 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166613 locus=Phvul.007G199800 ID=Phvul.007G199800.1.v2.1 annot-version=v2.1
143 163 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166614 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1
204 224 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166613 locus=Phvul.007G199800 ID=Phvul.007G199800.1.v2.1 annot-version=v2.1
143 163 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166614 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1
204 224 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166613 locus=Phvul.007G199800 ID=Phvul.007G199800.1.v2.1 annot-version=v2.1
143 163 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166614 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1
204 224 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166613 locus=Phvul.007G199800 ID=Phvul.007G199800.1.v2.1 annot-version=v2.1
143 163 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166614 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1
204 224 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166613 locus=Phvul.007G199800 ID=Phvul.007G199800.1.v2.1 annot-version=v2.1
143 163 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166614 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1
204 224 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166613 locus=Phvul.007G199800 ID=Phvul.007G199800.1.v2.1 annot-version=v2.1
143 163 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166614 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1
204 224 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166613 locus=Phvul.007G199800 ID=Phvul.007G199800.1.v2.1 annot-version=v2.1
143 163 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166614 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1
204 224 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166613 locus=Phvul.007G199800 ID=Phvul.007G199800.1.v2.1 annot-version=v2.1
143 163 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166614 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1
204 224 GGAAUCUUGAUGAUGCUGCAG ::.::. :.:::::::::. AUGUAGUUUUAUCAAGAUUUACleavage pacid=37166613 locus=Phvul.007G199800 ID=Phvul.007G199800.1.v2.1 annot-version=v2.1
230 250 GGAAUCUUGAUGAUGCUGCAG:::::: :::  ::::::::: CUGCAGAAUCUCCAAGAUUCCTranslation pacid=37157729 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1
230 250 GGAAUCUUGAUGAUGCUGCAG:::::: :::  ::::::::: CUGCAGAAUCUCCAAGAUUCCTranslation pacid=37157729 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1
230 250 GGAAUCUUGAUGAUGCUGCAG:::::: :::  ::::::::: CUGCAGAAUCUCCAAGAUUCCTranslation pacid=37157729 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1
230 250 GGAAUCUUGAUGAUGCUGCAG:::::: :::  ::::::::: CUGCAGAAUCUCCAAGAUUCCTranslation pacid=37157729 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1
230 250 GGAAUCUUGAUGAUGCUGCAG:::::: :::  ::::::::: CUGCAGAAUCUCCAAGAUUCCTranslation pacid=37157729 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1
230 250 GGAAUCUUGAUGAUGCUGCAG:::::: :::  ::::::::: CUGCAGAAUCUCCAAGAUUCCTranslation pacid=37157729 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1
230 250 GGAAUCUUGAUGAUGCUGCAG:::::: :::  ::::::::: CUGCAGAAUCUCCAAGAUUCCTranslation pacid=37157729 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1
230 250 GGAAUCUUGAUGAUGCUGCAG:::::: :::  ::::::::: CUGCAGAAUCUCCAAGAUUCCTranslation pacid=37157729 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1
230 250 GGAAUCUUGAUGAUGCUGCAG:::::: :::  ::::::::: CUGCAGAAUCUCCAAGAUUCCTranslation pacid=37157729 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1
230 250 GGAAUCUUGAUGAUGCUGCAG:::::: :::  ::::::::: CUGCAGAAUCUCCAAGAUUCCTranslation pacid=37157729 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1
227 250 GGAAUCUUGAUGAUGCUGCAGCAG: ::::::: :::  :::::::::CAGCUGCAGAAUCUCCAAGAUUCCTranslation pacid=37157729 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160404 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160403 locus=Phvul.008G089600 ID=Phvul.008G089600.3.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160404 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1
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Do not distribute

741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160403 locus=Phvul.008G089600 ID=Phvul.008G089600.3.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160404 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160403 locus=Phvul.008G089600 ID=Phvul.008G089600.3.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160404 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160403 locus=Phvul.008G089600 ID=Phvul.008G089600.3.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160404 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160403 locus=Phvul.008G089600 ID=Phvul.008G089600.3.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160404 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160403 locus=Phvul.008G089600 ID=Phvul.008G089600.3.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160404 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160403 locus=Phvul.008G089600 ID=Phvul.008G089600.3.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160404 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160403 locus=Phvul.008G089600 ID=Phvul.008G089600.3.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160404 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160403 locus=Phvul.008G089600 ID=Phvul.008G089600.3.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160404 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1
741 761 GGAAUCUUGAUGAUGCUGCAG.:: :::.:.::::.::::. UUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160403 locus=Phvul.008G089600 ID=Phvul.008G089600.3.v2.1 annot-version=v2.1
738 761 GGAAUCUUGAUGAUGCUGCAGCAG   .:: :::.:.::::.::::. UCUUUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160404 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1
738 761 GGAAUCUUGAUGAUGCUGCAGCAG   .:: :::.:.::::.::::. UCUUUGGAGCGUUAUCAGGAUUUGCleavage pacid=37160403 locus=Phvul.008G089600 ID=Phvul.008G089600.3.v2.1 annot-version=v2.1

2486 2506 GGAAUCUUGAUGAUGCUGCAG :: ::::::: :: :::::: AUGGAGCAUCAACAUGAUUCCTranslation pacid=37159336 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1
2486 2506 GGAAUCUUGAUGAUGCUGCAG :: ::::::: :: :::::: AUGGAGCAUCAACAUGAUUCCTranslation pacid=37159336 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1
2486 2506 GGAAUCUUGAUGAUGCUGCAG :: ::::::: :: :::::: AUGGAGCAUCAACAUGAUUCCTranslation pacid=37159336 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1
2486 2506 GGAAUCUUGAUGAUGCUGCAG :: ::::::: :: :::::: AUGGAGCAUCAACAUGAUUCCTranslation pacid=37159336 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1
2486 2506 GGAAUCUUGAUGAUGCUGCAG :: ::::::: :: :::::: AUGGAGCAUCAACAUGAUUCCTranslation pacid=37159336 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1
2486 2506 GGAAUCUUGAUGAUGCUGCAG :: ::::::: :: :::::: AUGGAGCAUCAACAUGAUUCCTranslation pacid=37159336 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1
2486 2506 GGAAUCUUGAUGAUGCUGCAG :: ::::::: :: :::::: AUGGAGCAUCAACAUGAUUCCTranslation pacid=37159336 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1
2486 2506 GGAAUCUUGAUGAUGCUGCAG :: ::::::: :: :::::: AUGGAGCAUCAACAUGAUUCCTranslation pacid=37159336 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1
2486 2506 GGAAUCUUGAUGAUGCUGCAG :: ::::::: :: :::::: AUGGAGCAUCAACAUGAUUCCTranslation pacid=37159336 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1
2486 2506 GGAAUCUUGAUGAUGCUGCAG :: ::::::: :: :::::: AUGGAGCAUCAACAUGAUUCCTranslation pacid=37159336 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1
2486 2507 UGGAAUCUUGAUGAUGCUGCAG :: ::::::: :: :::::::AUGGAGCAUCAACAUGAUUCCATranslation pacid=37159336 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1

556 576 GGAAUCUUGAUGAUGCUGCAG: ::.::::.: ::.:.:::. CGGCGGCAUUAGCAGGGUUCUTranslation pacid=37159396 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1
556 576 GGAAUCUUGAUGAUGCUGCAG: ::.::::.: ::.:.:::. CGGCGGCAUUAGCAGGGUUCUTranslation pacid=37159396 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1
556 576 GGAAUCUUGAUGAUGCUGCAG: ::.::::.: ::.:.:::. CGGCGGCAUUAGCAGGGUUCUTranslation pacid=37159396 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1
556 576 GGAAUCUUGAUGAUGCUGCAG: ::.::::.: ::.:.:::. CGGCGGCAUUAGCAGGGUUCUTranslation pacid=37159396 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1
556 576 GGAAUCUUGAUGAUGCUGCAG: ::.::::.: ::.:.:::. CGGCGGCAUUAGCAGGGUUCUTranslation pacid=37159396 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1
556 576 GGAAUCUUGAUGAUGCUGCAG: ::.::::.: ::.:.:::. CGGCGGCAUUAGCAGGGUUCUTranslation pacid=37159396 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1
556 576 GGAAUCUUGAUGAUGCUGCAG: ::.::::.: ::.:.:::. CGGCGGCAUUAGCAGGGUUCUTranslation pacid=37159396 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1
556 576 GGAAUCUUGAUGAUGCUGCAG: ::.::::.: ::.:.:::. CGGCGGCAUUAGCAGGGUUCUTranslation pacid=37159396 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1
556 576 GGAAUCUUGAUGAUGCUGCAG: ::.::::.: ::.:.:::. CGGCGGCAUUAGCAGGGUUCUTranslation pacid=37159396 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1
556 576 GGAAUCUUGAUGAUGCUGCAG: ::.::::.: ::.:.:::. CGGCGGCAUUAGCAGGGUUCUTranslation pacid=37159396 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1
553 576 GGAAUCUUGAUGAUGCUGCAGCAG: :: ::.::::.: ::.:.:::.CGGCGGCGGCAUUAGCAGGGUUCUTranslation pacid=37159396 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1

1448 1469 GGAAUCUUGAUGAUGC-UGCAG.::.: :.::.::::::::::.UUGUAUGUAUUAUCAAGAUUCUCleavage pacid=37161400 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1
1448 1469 GGAAUCUUGAUGAUGC-UGCAG.::.: :.::.::::::::::.UUGUAUGUAUUAUCAAGAUUCUCleavage pacid=37161400 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1
1448 1469 GGAAUCUUGAUGAUGC-UGCAG.::.: :.::.::::::::::.UUGUAUGUAUUAUCAAGAUUCUCleavage pacid=37161400 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1
1448 1469 GGAAUCUUGAUGAUGC-UGCAG.::.: :.::.::::::::::.UUGUAUGUAUUAUCAAGAUUCUCleavage pacid=37161400 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1
1448 1469 GGAAUCUUGAUGAUGC-UGCAG.::.: :.::.::::::::::.UUGUAUGUAUUAUCAAGAUUCUCleavage pacid=37161400 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1
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1448 1469 GGAAUCUUGAUGAUGC-UGCAG.::.: :.::.::::::::::.UUGUAUGUAUUAUCAAGAUUCUCleavage pacid=37161400 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1
1448 1469 GGAAUCUUGAUGAUGC-UGCAG.::.: :.::.::::::::::.UUGUAUGUAUUAUCAAGAUUCUCleavage pacid=37161400 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1
1448 1469 GGAAUCUUGAUGAUGC-UGCAG.::.: :.::.::::::::::.UUGUAUGUAUUAUCAAGAUUCUCleavage pacid=37161400 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1
1448 1469 GGAAUCUUGAUGAUGC-UGCAG.::.: :.::.::::::::::.UUGUAUGUAUUAUCAAGAUUCUCleavage pacid=37161400 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1
1448 1469 GGAAUCUUGAUGAUGC-UGCAG.::.: :.::.::::::::::.UUGUAUGUAUUAUCAAGAUUCUCleavage pacid=37161400 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1
1445 1469 GGAAUCUUGAUGAUGC-UGCAGCAG   .::.: :.::.::::::::::.UACUUGUAUGUAUUAUCAAGAUUCUCleavage pacid=37161400 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1
1044 1065 UGGAAUCUUGAUGAUGCUGCAG::::: .::..::::::::...CUGCAAUAUUGUCAAGAUUUUGCleavage pacid=37148716 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1

65 85 GGAAUCUUGAUGAUGCUGCAG   .:::::::::::::: : UGAUAGCAUCAUCAAGAUACGCleavage pacid=37142336 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1
65 85 GGAAUCUUGAUGAUGCUGCAG   .:::::::::::::: : UGAUAGCAUCAUCAAGAUACGCleavage pacid=37142336 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1
65 85 GGAAUCUUGAUGAUGCUGCAG   .:::::::::::::: : UGAUAGCAUCAUCAAGAUACGCleavage pacid=37142336 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1
65 85 GGAAUCUUGAUGAUGCUGCAG   .:::::::::::::: : UGAUAGCAUCAUCAAGAUACGCleavage pacid=37142336 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1
65 85 GGAAUCUUGAUGAUGCUGCAG   .:::::::::::::: : UGAUAGCAUCAUCAAGAUACGCleavage pacid=37142336 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1
65 85 GGAAUCUUGAUGAUGCUGCAG   .:::::::::::::: : UGAUAGCAUCAUCAAGAUACGCleavage pacid=37142336 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1
65 85 GGAAUCUUGAUGAUGCUGCAG   .:::::::::::::: : UGAUAGCAUCAUCAAGAUACGCleavage pacid=37142336 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1
65 85 GGAAUCUUGAUGAUGCUGCAG   .:::::::::::::: : UGAUAGCAUCAUCAAGAUACGCleavage pacid=37142336 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1
65 85 GGAAUCUUGAUGAUGCUGCAG   .:::::::::::::: : UGAUAGCAUCAUCAAGAUACGCleavage pacid=37142336 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1
65 85 GGAAUCUUGAUGAUGCUGCAG   .:::::::::::::: : UGAUAGCAUCAUCAAGAUACGCleavage pacid=37142336 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1

329 350 UGGAAUCUUGAUGAUGCUGCAG.::::::: ::  :::::::::UUGCAGCAGCAAAAAGAUUCCATranslation pacid=37143692 locus=Phvul.010G158100 ID=Phvul.010G158100.1.v2.1 annot-version=v2.1
102 122 GGAAUCUUGAUGAUGCUGCAG: :::::: ::::::::: : CAGCAGCAGCAUCAAGAUCCACleavage pacid=37156815 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1
102 122 GGAAUCUUGAUGAUGCUGCAG: :::::: ::::::::: : CAGCAGCAGCAUCAAGAUCCACleavage pacid=37156815 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1
102 122 GGAAUCUUGAUGAUGCUGCAG: :::::: ::::::::: : CAGCAGCAGCAUCAAGAUCCACleavage pacid=37156815 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1
102 122 GGAAUCUUGAUGAUGCUGCAG: :::::: ::::::::: : CAGCAGCAGCAUCAAGAUCCACleavage pacid=37156815 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1
102 122 GGAAUCUUGAUGAUGCUGCAG: :::::: ::::::::: : CAGCAGCAGCAUCAAGAUCCACleavage pacid=37156815 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1
102 122 GGAAUCUUGAUGAUGCUGCAG: :::::: ::::::::: : CAGCAGCAGCAUCAAGAUCCACleavage pacid=37156815 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1
102 122 GGAAUCUUGAUGAUGCUGCAG: :::::: ::::::::: : CAGCAGCAGCAUCAAGAUCCACleavage pacid=37156815 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1
102 122 GGAAUCUUGAUGAUGCUGCAG: :::::: ::::::::: : CAGCAGCAGCAUCAAGAUCCACleavage pacid=37156815 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1
102 122 GGAAUCUUGAUGAUGCUGCAG: :::::: ::::::::: : CAGCAGCAGCAUCAAGAUCCACleavage pacid=37156815 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1
102 122 GGAAUCUUGAUGAUGCUGCAG: :::::: ::::::::: : CAGCAGCAGCAUCAAGAUCCACleavage pacid=37156815 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1
102 123 UGGAAUCUUGAUGAUGCUGCAG: :::::: ::::::::: : :CAGCAGCAGCAUCAAGAUCCAACleavage pacid=37156815 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1
695 716 UGGAAUCUUGAUGAUGCUGCAG      ::::::::::.::.::ACUCCCCAUCAUCAAGGUUUCACleavage pacid=37154723 locus=Phvul.011G047800 ID=Phvul.011G047800.2.v2.1 annot-version=v2.1
695 716 UGGAAUCUUGAUGAUGCUGCAG      ::::::::::.::.::ACUCCCCAUCAUCAAGGUUUCACleavage pacid=37154722 locus=Phvul.011G047800 ID=Phvul.011G047800.1.v2.1 annot-version=v2.1

1306 1326 GGAAUCUUGAUGAUGCUGCAG ::::: : :: ::::::::: AUGCAGGACCAGCAAGAUUCCTranslation pacid=37157071 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1
1306 1326 GGAAUCUUGAUGAUGCUGCAG ::::: : :: ::::::::: AUGCAGGACCAGCAAGAUUCCTranslation pacid=37157071 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1
1306 1326 GGAAUCUUGAUGAUGCUGCAG ::::: : :: ::::::::: AUGCAGGACCAGCAAGAUUCCTranslation pacid=37157071 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1
1306 1326 GGAAUCUUGAUGAUGCUGCAG ::::: : :: ::::::::: AUGCAGGACCAGCAAGAUUCCTranslation pacid=37157071 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1
1306 1326 GGAAUCUUGAUGAUGCUGCAG ::::: : :: ::::::::: AUGCAGGACCAGCAAGAUUCCTranslation pacid=37157071 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1
1306 1326 GGAAUCUUGAUGAUGCUGCAG ::::: : :: ::::::::: AUGCAGGACCAGCAAGAUUCCTranslation pacid=37157071 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1
1306 1326 GGAAUCUUGAUGAUGCUGCAG ::::: : :: ::::::::: AUGCAGGACCAGCAAGAUUCCTranslation pacid=37157071 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1
1306 1326 GGAAUCUUGAUGAUGCUGCAG ::::: : :: ::::::::: AUGCAGGACCAGCAAGAUUCCTranslation pacid=37157071 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1
1306 1326 GGAAUCUUGAUGAUGCUGCAG ::::: : :: ::::::::: AUGCAGGACCAGCAAGAUUCCTranslation pacid=37157071 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1
1306 1326 GGAAUCUUGAUGAUGCUGCAG ::::: : :: ::::::::: AUGCAGGACCAGCAAGAUUCCTranslation pacid=37157071 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1

426 446 GGAAUCUUGAUGAUGCUGCAG   :::..::: .:::::::: UGACAGUGUCACUAAGAUUCCTranslation pacid=37155382 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1
426 446 GGAAUCUUGAUGAUGCUGCAG   :::..::: .:::::::: UGACAGUGUCACUAAGAUUCCTranslation pacid=37155382 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1
426 446 GGAAUCUUGAUGAUGCUGCAG   :::..::: .:::::::: UGACAGUGUCACUAAGAUUCCTranslation pacid=37155382 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1
426 446 GGAAUCUUGAUGAUGCUGCAG   :::..::: .:::::::: UGACAGUGUCACUAAGAUUCCTranslation pacid=37155382 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1
426 446 GGAAUCUUGAUGAUGCUGCAG   :::..::: .:::::::: UGACAGUGUCACUAAGAUUCCTranslation pacid=37155382 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1
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426 446 GGAAUCUUGAUGAUGCUGCAG   :::..::: .:::::::: UGACAGUGUCACUAAGAUUCCTranslation pacid=37155382 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1
426 446 GGAAUCUUGAUGAUGCUGCAG   :::..::: .:::::::: UGACAGUGUCACUAAGAUUCCTranslation pacid=37155382 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1
426 446 GGAAUCUUGAUGAUGCUGCAG   :::..::: .:::::::: UGACAGUGUCACUAAGAUUCCTranslation pacid=37155382 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1
426 446 GGAAUCUUGAUGAUGCUGCAG   :::..::: .:::::::: UGACAGUGUCACUAAGAUUCCTranslation pacid=37155382 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1
426 446 GGAAUCUUGAUGAUGCUGCAG   :::..::: .:::::::: UGACAGUGUCACUAAGAUUCCTranslation pacid=37155382 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1

1868 1888 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155680 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1
1868 1888 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155680 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1
1868 1888 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155680 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1
1868 1888 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155680 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1
1868 1888 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155680 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1
1868 1888 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155680 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1
1868 1888 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155680 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1
1868 1888 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155680 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1
1868 1888 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155680 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1
1868 1888 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155680 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1
1865 1888 GGAAUCUUGAUGAUGCUGCAGCAG:: :: .: : ::::::::::::.CUUCUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155680 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1850 1870 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1847 1870 GGAAUCUUGAUGAUGCUGCAGCAG:: :: .: : ::::::::::::.CUUCUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1847 1870 GGAAUCUUGAUGAUGCUGCAGCAG:: :: .: : ::::::::::::.CUUCUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1832 1852 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155634 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1
1914 1934 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155633 locus=Phvul.011G152300 ID=Phvul.011G152300.2.v2.1 annot-version=v2.1
1917 1937 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155632 locus=Phvul.011G152300 ID=Phvul.011G152300.1.v2.1 annot-version=v2.1
1832 1852 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155634 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1
1914 1934 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155633 locus=Phvul.011G152300 ID=Phvul.011G152300.2.v2.1 annot-version=v2.1
1917 1937 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155632 locus=Phvul.011G152300 ID=Phvul.011G152300.1.v2.1 annot-version=v2.1
1832 1852 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155634 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1
1914 1934 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155633 locus=Phvul.011G152300 ID=Phvul.011G152300.2.v2.1 annot-version=v2.1
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1917 1937 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155632 locus=Phvul.011G152300 ID=Phvul.011G152300.1.v2.1 annot-version=v2.1
1832 1852 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155634 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1
1914 1934 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155633 locus=Phvul.011G152300 ID=Phvul.011G152300.2.v2.1 annot-version=v2.1
1917 1937 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155632 locus=Phvul.011G152300 ID=Phvul.011G152300.1.v2.1 annot-version=v2.1
1832 1852 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155634 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1
1914 1934 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155633 locus=Phvul.011G152300 ID=Phvul.011G152300.2.v2.1 annot-version=v2.1
1917 1937 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155632 locus=Phvul.011G152300 ID=Phvul.011G152300.1.v2.1 annot-version=v2.1
1832 1852 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155634 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1
1914 1934 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155633 locus=Phvul.011G152300 ID=Phvul.011G152300.2.v2.1 annot-version=v2.1
1917 1937 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155632 locus=Phvul.011G152300 ID=Phvul.011G152300.1.v2.1 annot-version=v2.1
1832 1852 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155634 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1
1914 1934 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155633 locus=Phvul.011G152300 ID=Phvul.011G152300.2.v2.1 annot-version=v2.1
1917 1937 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155632 locus=Phvul.011G152300 ID=Phvul.011G152300.1.v2.1 annot-version=v2.1
1832 1852 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155634 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1
1914 1934 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155633 locus=Phvul.011G152300 ID=Phvul.011G152300.2.v2.1 annot-version=v2.1
1917 1937 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155632 locus=Phvul.011G152300 ID=Phvul.011G152300.1.v2.1 annot-version=v2.1
1832 1852 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155634 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1
1914 1934 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155633 locus=Phvul.011G152300 ID=Phvul.011G152300.2.v2.1 annot-version=v2.1
1917 1937 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155632 locus=Phvul.011G152300 ID=Phvul.011G152300.1.v2.1 annot-version=v2.1
1832 1852 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155634 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1
1914 1934 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155633 locus=Phvul.011G152300 ID=Phvul.011G152300.2.v2.1 annot-version=v2.1
1917 1937 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155632 locus=Phvul.011G152300 ID=Phvul.011G152300.1.v2.1 annot-version=v2.1
1829 1852 GGAAUCUUGAUGAUGCUGCAGCAG:: :: .: : ::::::::::::.CUACUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155634 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1
1911 1934 GGAAUCUUGAUGAUGCUGCAGCAG:: :: .: : ::::::::::::.CUACUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155633 locus=Phvul.011G152300 ID=Phvul.011G152300.2.v2.1 annot-version=v2.1
1914 1937 GGAAUCUUGAUGAUGCUGCAGCAG:: :: .: : ::::::::::::.CUACUAUAUCUUCAUCAAGAUUCUCleavage pacid=37155632 locus=Phvul.011G152300 ID=Phvul.011G152300.1.v2.1 annot-version=v2.1
1935 1955 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156335 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1
1935 1955 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156335 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1
1935 1955 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156335 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1
1935 1955 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156335 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1
1935 1955 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156335 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1
1935 1955 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156335 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1
1935 1955 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156335 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1
1935 1955 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156335 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1
1935 1955 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156335 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1
1935 1955 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156335 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1
1932 1955 GGAAUCUUGAUGAUGCUGCAGCAG:: :: .: : ::::::::::::.CUUCUUUAUCUUCAUCAAGAUUCUCleavage pacid=37156335 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1
1756 1777 UGGAAUCUUGAUGAUGCUGCAG.::.: :  :::::::::::.:UUGUAUCUCCAUCAAGAUUCUACleavage pacid=37155579 locus=Phvul.011G156200 ID=Phvul.011G156200.1.v2.1 annot-version=v2.1
1839 1859 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155901 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1
1839 1859 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155901 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1
1839 1859 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155901 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1
1839 1859 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155901 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1
1839 1859 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155901 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1
1839 1859 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155901 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1
1839 1859 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155901 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1
1839 1859 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155901 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1
1839 1859 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155901 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1
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1839 1859 GGAAUCUUGAUGAUGCUGCAG:: .: : ::::::::::::. CUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155901 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1
1836 1859 GGAAUCUUGAUGAUGCUGCAGCAG:: :: .: : ::::::::::::.CUUCUUUAUCUUCAUCAAGAUUCUCleavage pacid=37155901 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1
1756 1776 GGAAUCUUGAUGAUGCUGCAG.::.: :  :::::::::::: UUGUAUCUACAUCAAGAUUCCCleavage pacid=37154936 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1
1756 1776 GGAAUCUUGAUGAUGCUGCAG.::.: :  :::::::::::: UUGUAUCUACAUCAAGAUUCCCleavage pacid=37154936 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1
1756 1776 GGAAUCUUGAUGAUGCUGCAG.::.: :  :::::::::::: UUGUAUCUACAUCAAGAUUCCCleavage pacid=37154936 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1
1756 1776 GGAAUCUUGAUGAUGCUGCAG.::.: :  :::::::::::: UUGUAUCUACAUCAAGAUUCCCleavage pacid=37154936 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1
1756 1776 GGAAUCUUGAUGAUGCUGCAG.::.: :  :::::::::::: UUGUAUCUACAUCAAGAUUCCCleavage pacid=37154936 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1
1756 1776 GGAAUCUUGAUGAUGCUGCAG.::.: :  :::::::::::: UUGUAUCUACAUCAAGAUUCCCleavage pacid=37154936 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1
1756 1776 GGAAUCUUGAUGAUGCUGCAG.::.: :  :::::::::::: UUGUAUCUACAUCAAGAUUCCCleavage pacid=37154936 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1
1756 1776 GGAAUCUUGAUGAUGCUGCAG.::.: :  :::::::::::: UUGUAUCUACAUCAAGAUUCCCleavage pacid=37154936 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1
1756 1776 GGAAUCUUGAUGAUGCUGCAG.::.: :  :::::::::::: UUGUAUCUACAUCAAGAUUCCCleavage pacid=37154936 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1
1756 1776 GGAAUCUUGAUGAUGCUGCAG.::.: :  :::::::::::: UUGUAUCUACAUCAAGAUUCCCleavage pacid=37154936 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1
1753 1776 GGAAUCUUGAUGAUGCUGCAGCAG:: .::.: :  ::::::::::::CUUUUGUAUCUACAUCAAGAUUCCCleavage pacid=37154936 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1

839 859 GGAAUCUUGAUGAUGCUGCAG ::::::::..:::. :: :: GUGCAGCAUUGUCAGCAUGCCCleavage pacid=37167678 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1
839 859 GGAAUCUUGAUGAUGCUGCAG ::::::::..:::. :: :: GUGCAGCAUUGUCAGCAUGCCCleavage pacid=37167678 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1
839 859 GGAAUCUUGAUGAUGCUGCAG ::::::::..:::. :: :: GUGCAGCAUUGUCAGCAUGCCCleavage pacid=37167678 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1
839 859 GGAAUCUUGAUGAUGCUGCAG ::::::::..:::. :: :: GUGCAGCAUUGUCAGCAUGCCCleavage pacid=37167678 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1
839 859 GGAAUCUUGAUGAUGCUGCAG ::::::::..:::. :: :: GUGCAGCAUUGUCAGCAUGCCCleavage pacid=37167678 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1
839 859 GGAAUCUUGAUGAUGCUGCAG ::::::::..:::. :: :: GUGCAGCAUUGUCAGCAUGCCCleavage pacid=37167678 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1
839 859 GGAAUCUUGAUGAUGCUGCAG ::::::::..:::. :: :: GUGCAGCAUUGUCAGCAUGCCCleavage pacid=37167678 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1
839 859 GGAAUCUUGAUGAUGCUGCAG ::::::::..:::. :: :: GUGCAGCAUUGUCAGCAUGCCCleavage pacid=37167678 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1
839 859 GGAAUCUUGAUGAUGCUGCAG ::::::::..:::. :: :: GUGCAGCAUUGUCAGCAUGCCCleavage pacid=37167678 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1
839 859 GGAAUCUUGAUGAUGCUGCAG ::::::::..:::. :: :: GUGCAGCAUUGUCAGCAUGCCCleavage pacid=37167678 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1
836 859 GGAAUCUUGAUGAUGCUGCAGCAG.:: ::::::::..:::. :: ::UUGGUGCAGCAUUGUCAGCAUGCCCleavage pacid=37167678 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1

1024 1043 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::: :::. AUGUGGCAUCAUCAAG-UUCUCleavage pacid=37168739 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1
1024 1043 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::: :::. AUGUGGCAUCAUCAAG-UUCUCleavage pacid=37168739 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1
1024 1043 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::: :::. AUGUGGCAUCAUCAAG-UUCUCleavage pacid=37168739 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1
1024 1043 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::: :::. AUGUGGCAUCAUCAAG-UUCUCleavage pacid=37168739 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1
1024 1043 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::: :::. AUGUGGCAUCAUCAAG-UUCUCleavage pacid=37168739 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1
1024 1043 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::: :::. AUGUGGCAUCAUCAAG-UUCUCleavage pacid=37168739 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1
1024 1043 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::: :::. AUGUGGCAUCAUCAAG-UUCUCleavage pacid=37168739 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1
1024 1043 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::: :::. AUGUGGCAUCAUCAAG-UUCUCleavage pacid=37168739 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1
1024 1043 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::: :::. AUGUGGCAUCAUCAAG-UUCUCleavage pacid=37168739 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1
1024 1043 GGAAUCUUGAUGAUGCUGCAG ::..::::::::::: :::. AUGUGGCAUCAUCAAG-UUCUCleavage pacid=37168739 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1
1021 1043 GGAAUCUUGAUGAUGCUGCAGCAG.:: ::..::::::::::: :::.UUGAUGUGGCAUCAUCAAG-UUCUCleavage pacid=37168739 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1
1602 1623 UGGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :...UUGCGGCAUCGUCAAGGAUUUGCleavage pacid=37170741 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1
1602 1623 UGGAAUCUUGAUGAUGCUGCAG.:::.:::::.:::::. :...UUGCGGCAUCGUCAAGGAUUUGCleavage pacid=37168554 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1
2180 2200 GGAAUCUUGAUGAUGCUGCAG.::: ::::..:::. :::.: UUGCUGCAUUGUCAGAAUUUCCleavage pacid=37174378 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1
2180 2200 GGAAUCUUGAUGAUGCUGCAG.::: ::::..:::. :::.: UUGCUGCAUUGUCAGAAUUUCCleavage pacid=37174378 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1
2180 2200 GGAAUCUUGAUGAUGCUGCAG.::: ::::..:::. :::.: UUGCUGCAUUGUCAGAAUUUCCleavage pacid=37174378 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1
2180 2200 GGAAUCUUGAUGAUGCUGCAG.::: ::::..:::. :::.: UUGCUGCAUUGUCAGAAUUUCCleavage pacid=37174378 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1
2180 2200 GGAAUCUUGAUGAUGCUGCAG.::: ::::..:::. :::.: UUGCUGCAUUGUCAGAAUUUCCleavage pacid=37174378 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1
2180 2200 GGAAUCUUGAUGAUGCUGCAG.::: ::::..:::. :::.: UUGCUGCAUUGUCAGAAUUUCCleavage pacid=37174378 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1
2180 2200 GGAAUCUUGAUGAUGCUGCAG.::: ::::..:::. :::.: UUGCUGCAUUGUCAGAAUUUCCleavage pacid=37174378 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1
2180 2200 GGAAUCUUGAUGAUGCUGCAG.::: ::::..:::. :::.: UUGCUGCAUUGUCAGAAUUUCCleavage pacid=37174378 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1
2180 2200 GGAAUCUUGAUGAUGCUGCAG.::: ::::..:::. :::.: UUGCUGCAUUGUCAGAAUUUCCleavage pacid=37174378 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1
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2180 2200 GGAAUCUUGAUGAUGCUGCAG.::: ::::..:::. :::.: UUGCUGCAUUGUCAGAAUUUCCleavage pacid=37174378 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1
2177 2200 GGAAUCUUGAUGAUGCUGCAGCAG: :.::: ::::..:::. :::.:CCGUUGCUGCAUUGUCAGAAUUUCCleavage pacid=37174378 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1
2180 2201 UGGAAUCUUGAUGAUGCUGCAG.::: ::::..:::. :::.::UUGCUGCAUUGUCAGAAUUUCACleavage pacid=37174378 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1
1718 1739 GGAAUCUUGAUG-AUGCUGCAG :::::::: :::::: :::::AUGCAGCAUUCAUCAAUAUUCCCleavage pacid=37175030 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1
1718 1739 GGAAUCUUGAUG-AUGCUGCAG :::::::: :::::: :::::AUGCAGCAUUCAUCAAUAUUCCCleavage pacid=37175030 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1
1718 1739 GGAAUCUUGAUG-AUGCUGCAG :::::::: :::::: :::::AUGCAGCAUUCAUCAAUAUUCCCleavage pacid=37175030 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1
1718 1739 GGAAUCUUGAUG-AUGCUGCAG :::::::: :::::: :::::AUGCAGCAUUCAUCAAUAUUCCCleavage pacid=37175030 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1
1718 1739 GGAAUCUUGAUG-AUGCUGCAG :::::::: :::::: :::::AUGCAGCAUUCAUCAAUAUUCCCleavage pacid=37175030 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1
1718 1739 GGAAUCUUGAUG-AUGCUGCAG :::::::: :::::: :::::AUGCAGCAUUCAUCAAUAUUCCCleavage pacid=37175030 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1
1718 1739 GGAAUCUUGAUG-AUGCUGCAG :::::::: :::::: :::::AUGCAGCAUUCAUCAAUAUUCCCleavage pacid=37175030 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1
1718 1739 GGAAUCUUGAUG-AUGCUGCAG :::::::: :::::: :::::AUGCAGCAUUCAUCAAUAUUCCCleavage pacid=37175030 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1
1718 1739 GGAAUCUUGAUG-AUGCUGCAG :::::::: :::::: :::::AUGCAGCAUUCAUCAAUAUUCCCleavage pacid=37175030 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1
1718 1739 GGAAUCUUGAUG-AUGCUGCAG :::::::: :::::: :::::AUGCAGCAUUCAUCAAUAUUCCCleavage pacid=37175030 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1
1715 1739 GGAAUCUUGAUG-AUGCUGCAGCAG    :::::::: :::::: :::::AAAAUGCAGCAUUCAUCAAUAUUCCCleavage pacid=37175030 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1

134 154 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176614 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1
134 154 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176614 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1
134 154 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176614 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1
134 154 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176614 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1
134 154 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176614 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1
134 154 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176614 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1
134 154 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176614 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1
134 154 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176614 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1
134 154 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176614 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1
134 154 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176614 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1
113 133 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176821 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1
113 133 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176821 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1
113 133 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176821 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1
113 133 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176821 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1
113 133 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176821 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1
113 133 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176821 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1
113 133 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176821 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1
113 133 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176821 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1
113 133 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176821 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1
113 133 GGAAUCUUGAUGAUGCUGCAG :::::: ::::.:. :::: AUGCAGCUUCAUUAGAAUUCACleavage pacid=37176821 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1

1999 2019 GGAAUCUUGAUGAUGCUGCAG:: .:: .:..:.:::::::: CUCUAGAGUUGUUAAGAUUCCCleavage pacid=37178758 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1
1999 2019 GGAAUCUUGAUGAUGCUGCAG:: .:: .:..:.:::::::: CUCUAGAGUUGUUAAGAUUCCCleavage pacid=37178758 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1
1999 2019 GGAAUCUUGAUGAUGCUGCAG:: .:: .:..:.:::::::: CUCUAGAGUUGUUAAGAUUCCCleavage pacid=37178758 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1
1999 2019 GGAAUCUUGAUGAUGCUGCAG:: .:: .:..:.:::::::: CUCUAGAGUUGUUAAGAUUCCCleavage pacid=37178758 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1
1999 2019 GGAAUCUUGAUGAUGCUGCAG:: .:: .:..:.:::::::: CUCUAGAGUUGUUAAGAUUCCCleavage pacid=37178758 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1
1999 2019 GGAAUCUUGAUGAUGCUGCAG:: .:: .:..:.:::::::: CUCUAGAGUUGUUAAGAUUCCCleavage pacid=37178758 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1
1999 2019 GGAAUCUUGAUGAUGCUGCAG:: .:: .:..:.:::::::: CUCUAGAGUUGUUAAGAUUCCCleavage pacid=37178758 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1
1999 2019 GGAAUCUUGAUGAUGCUGCAG:: .:: .:..:.:::::::: CUCUAGAGUUGUUAAGAUUCCCleavage pacid=37178758 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1
1999 2019 GGAAUCUUGAUGAUGCUGCAG:: .:: .:..:.:::::::: CUCUAGAGUUGUUAAGAUUCCCleavage pacid=37178758 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1
1999 2019 GGAAUCUUGAUGAUGCUGCAG:: .:: .:..:.:::::::: CUCUAGAGUUGUUAAGAUUCCCleavage pacid=37178758 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1
1996 2019 GGAAUCUUGAUGAUGCUGCAGCAG :::: .:: .:..:.::::::::AUGCUCUAGAGUUGUUAAGAUUCCCleavage pacid=37178758 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1
2480 2501 UGGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCCleavage pacid=37176586 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1
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2557 2578 UGGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCCleavage pacid=37176585 locus=Phvul.002G276700 ID=Phvul.002G276700.2.v2.1 annot-version=v2.1
2662 2683 UGGAAUCUUGAUGAUGCUGCAG: ::.:::::::. ::.::.: CGGCGGCAUCAUUUAGGUUUCCCleavage pacid=37176584 locus=Phvul.002G276700 ID=Phvul.002G276700.1.v2.1 annot-version=v2.1

965 986 UGGAAUCUUGAUGAUGCUGCAG:::::  . .::::.:::::::CUGCAUAGCUAUCAGGAUUCCACleavage pacid=37178117 locus=Phvul.002G308800 ID=Phvul.002G308800.1.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
339 359 GGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::: UUGCGCCAUCUUCCAGAUUCCTranslation pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
339 360 UGGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::::UUGCGCCAUCUUCCAGAUUCCACleavage pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
339 360 UGGAAUCUUGAUGAUGCUGCAG.:::. :::: :: ::::::::UUGCGCCAUCUUCCAGAUUCCACleavage pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1

1433 1453 GGAAUCUUGAUGAUGCUGCAG ::::::::.::  .::::.: AUGCAGCAUUAUAUGGAUUUCCleavage pacid=37145410 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1
1433 1453 GGAAUCUUGAUGAUGCUGCAG ::::::::.::  .::::.: AUGCAGCAUUAUAUGGAUUUCCleavage pacid=37145410 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1
1433 1453 GGAAUCUUGAUGAUGCUGCAG ::::::::.::  .::::.: AUGCAGCAUUAUAUGGAUUUCCleavage pacid=37145410 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1
1433 1453 GGAAUCUUGAUGAUGCUGCAG ::::::::.::  .::::.: AUGCAGCAUUAUAUGGAUUUCCleavage pacid=37145410 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1
1433 1453 GGAAUCUUGAUGAUGCUGCAG ::::::::.::  .::::.: AUGCAGCAUUAUAUGGAUUUCCleavage pacid=37145410 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1
1433 1453 GGAAUCUUGAUGAUGCUGCAG ::::::::.::  .::::.: AUGCAGCAUUAUAUGGAUUUCCleavage pacid=37145410 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1
1433 1453 GGAAUCUUGAUGAUGCUGCAG ::::::::.::  .::::.: AUGCAGCAUUAUAUGGAUUUCCleavage pacid=37145410 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1
1433 1453 GGAAUCUUGAUGAUGCUGCAG ::::::::.::  .::::.: AUGCAGCAUUAUAUGGAUUUCCleavage pacid=37145410 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1
1433 1453 GGAAUCUUGAUGAUGCUGCAG ::::::::.::  .::::.: AUGCAGCAUUAUAUGGAUUUCCleavage pacid=37145410 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1
1433 1453 GGAAUCUUGAUGAUGCUGCAG ::::::::.::  .::::.: AUGCAGCAUUAUAUGGAUUUCCleavage pacid=37145410 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1
1542 1562 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146862 locus=Phvul.003G189300 ID=Phvul.003G189300.1.v2.1 annot-version=v2.1
1731 1751 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146863 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1
1542 1562 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146862 locus=Phvul.003G189300 ID=Phvul.003G189300.1.v2.1 annot-version=v2.1
1731 1751 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146863 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1
1542 1562 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146862 locus=Phvul.003G189300 ID=Phvul.003G189300.1.v2.1 annot-version=v2.1
1731 1751 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146863 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1
1542 1562 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146862 locus=Phvul.003G189300 ID=Phvul.003G189300.1.v2.1 annot-version=v2.1
1731 1751 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146863 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1
1542 1562 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146862 locus=Phvul.003G189300 ID=Phvul.003G189300.1.v2.1 annot-version=v2.1
1731 1751 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146863 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1
1542 1562 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146862 locus=Phvul.003G189300 ID=Phvul.003G189300.1.v2.1 annot-version=v2.1
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1731 1751 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146863 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1
1542 1562 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146862 locus=Phvul.003G189300 ID=Phvul.003G189300.1.v2.1 annot-version=v2.1
1731 1751 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146863 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1
1542 1562 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146862 locus=Phvul.003G189300 ID=Phvul.003G189300.1.v2.1 annot-version=v2.1
1731 1751 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146863 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1
1542 1562 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146862 locus=Phvul.003G189300 ID=Phvul.003G189300.1.v2.1 annot-version=v2.1
1731 1751 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146863 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1
1542 1562 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146862 locus=Phvul.003G189300 ID=Phvul.003G189300.1.v2.1 annot-version=v2.1
1731 1751 GGAAUCUUGAUGAUGCUGCAG::::::: :.::: :::: :: CUGCAGCUUUAUCUAGAUCCCCleavage pacid=37146863 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1
2495 2515 GGAAUCUUGAUGAUGCUGCAG:: :: :::. :::.:::::: CUCCAACAUUUUCAGGAUUCCTranslation pacid=37147649 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1
2495 2515 GGAAUCUUGAUGAUGCUGCAG:: :: :::. :::.:::::: CUCCAACAUUUUCAGGAUUCCTranslation pacid=37147649 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1
2495 2515 GGAAUCUUGAUGAUGCUGCAG:: :: :::. :::.:::::: CUCCAACAUUUUCAGGAUUCCTranslation pacid=37147649 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1
2495 2515 GGAAUCUUGAUGAUGCUGCAG:: :: :::. :::.:::::: CUCCAACAUUUUCAGGAUUCCTranslation pacid=37147649 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1
2495 2515 GGAAUCUUGAUGAUGCUGCAG:: :: :::. :::.:::::: CUCCAACAUUUUCAGGAUUCCTranslation pacid=37147649 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1
2495 2515 GGAAUCUUGAUGAUGCUGCAG:: :: :::. :::.:::::: CUCCAACAUUUUCAGGAUUCCTranslation pacid=37147649 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1
2495 2515 GGAAUCUUGAUGAUGCUGCAG:: :: :::. :::.:::::: CUCCAACAUUUUCAGGAUUCCTranslation pacid=37147649 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1
2495 2515 GGAAUCUUGAUGAUGCUGCAG:: :: :::. :::.:::::: CUCCAACAUUUUCAGGAUUCCTranslation pacid=37147649 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1
2495 2515 GGAAUCUUGAUGAUGCUGCAG:: :: :::. :::.:::::: CUCCAACAUUUUCAGGAUUCCTranslation pacid=37147649 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1
2495 2515 GGAAUCUUGAUGAUGCUGCAG:: :: :::. :::.:::::: CUCCAACAUUUUCAGGAUUCCTranslation pacid=37147649 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1

128 148 GGAAUCUUGAUGAUGCUGCAG.::::::::..  ::::::.: UUGCAGCAUUGAGAAGAUUUCTranslation pacid=37145436 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1
128 148 GGAAUCUUGAUGAUGCUGCAG.::::::::..  ::::::.: UUGCAGCAUUGAGAAGAUUUCTranslation pacid=37145436 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1
128 148 GGAAUCUUGAUGAUGCUGCAG.::::::::..  ::::::.: UUGCAGCAUUGAGAAGAUUUCTranslation pacid=37145436 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1
128 148 GGAAUCUUGAUGAUGCUGCAG.::::::::..  ::::::.: UUGCAGCAUUGAGAAGAUUUCTranslation pacid=37145436 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1
128 148 GGAAUCUUGAUGAUGCUGCAG.::::::::..  ::::::.: UUGCAGCAUUGAGAAGAUUUCTranslation pacid=37145436 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1
128 148 GGAAUCUUGAUGAUGCUGCAG.::::::::..  ::::::.: UUGCAGCAUUGAGAAGAUUUCTranslation pacid=37145436 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1
128 148 GGAAUCUUGAUGAUGCUGCAG.::::::::..  ::::::.: UUGCAGCAUUGAGAAGAUUUCTranslation pacid=37145436 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1
128 148 GGAAUCUUGAUGAUGCUGCAG.::::::::..  ::::::.: UUGCAGCAUUGAGAAGAUUUCTranslation pacid=37145436 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1
128 148 GGAAUCUUGAUGAUGCUGCAG.::::::::..  ::::::.: UUGCAGCAUUGAGAAGAUUUCTranslation pacid=37145436 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1
128 148 GGAAUCUUGAUGAUGCUGCAG.::::::::..  ::::::.: UUGCAGCAUUGAGAAGAUUUCTranslation pacid=37145436 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1
125 148 GGAAUCUUGAUGAUGCUGCAGCAG ::.::::::::..  ::::::.:GUGUUGCAGCAUUGAGAAGAUUUCTranslation pacid=37145436 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1

1083 1104 UGGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::..GUGUGGCAUUAUAAGGAUUCUGTranslation pacid=37147699 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1
1216 1237 UGGAAUCUUGAUGAUGCUGCAG ::..::::.:: :.:::::..GUGUGGCAUUAUAAGGAUUCUGTranslation pacid=37147698 locus=Phvul.003G229600 ID=Phvul.003G229600.1.v2.1 annot-version=v2.1

485 505 GGAAUCUUGAUGAUGCUGCAG     :.:::::.:::::::. GAAAUGUAUCAUUAAGAUUCUCleavage pacid=37148165 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1
485 505 GGAAUCUUGAUGAUGCUGCAG     :.:::::.:::::::. GAAAUGUAUCAUUAAGAUUCUCleavage pacid=37148165 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1
485 505 GGAAUCUUGAUGAUGCUGCAG     :.:::::.:::::::. GAAAUGUAUCAUUAAGAUUCUCleavage pacid=37148165 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1
485 505 GGAAUCUUGAUGAUGCUGCAG     :.:::::.:::::::. GAAAUGUAUCAUUAAGAUUCUCleavage pacid=37148165 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1
485 505 GGAAUCUUGAUGAUGCUGCAG     :.:::::.:::::::. GAAAUGUAUCAUUAAGAUUCUCleavage pacid=37148165 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1
485 505 GGAAUCUUGAUGAUGCUGCAG     :.:::::.:::::::. GAAAUGUAUCAUUAAGAUUCUCleavage pacid=37148165 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1
485 505 GGAAUCUUGAUGAUGCUGCAG     :.:::::.:::::::. GAAAUGUAUCAUUAAGAUUCUCleavage pacid=37148165 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1
485 505 GGAAUCUUGAUGAUGCUGCAG     :.:::::.:::::::. GAAAUGUAUCAUUAAGAUUCUCleavage pacid=37148165 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1
485 505 GGAAUCUUGAUGAUGCUGCAG     :.:::::.:::::::. GAAAUGUAUCAUUAAGAUUCUCleavage pacid=37148165 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1
485 505 GGAAUCUUGAUGAUGCUGCAG     :.:::::.:::::::. GAAAUGUAUCAUUAAGAUUCUCleavage pacid=37148165 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1
718 738 GGAAUCUUGAUGAUGCUGCAG.: ..::::. :::::.:::: UUUUGGCAUUUUCAAGGUUCCTranslation pacid=37162120 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1
718 738 GGAAUCUUGAUGAUGCUGCAG.: ..::::. :::::.:::: UUUUGGCAUUUUCAAGGUUCCTranslation pacid=37162120 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1
718 738 GGAAUCUUGAUGAUGCUGCAG.: ..::::. :::::.:::: UUUUGGCAUUUUCAAGGUUCCTranslation pacid=37162120 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1
718 738 GGAAUCUUGAUGAUGCUGCAG.: ..::::. :::::.:::: UUUUGGCAUUUUCAAGGUUCCTranslation pacid=37162120 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1
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718 738 GGAAUCUUGAUGAUGCUGCAG.: ..::::. :::::.:::: UUUUGGCAUUUUCAAGGUUCCTranslation pacid=37162120 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1
718 738 GGAAUCUUGAUGAUGCUGCAG.: ..::::. :::::.:::: UUUUGGCAUUUUCAAGGUUCCTranslation pacid=37162120 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1
718 738 GGAAUCUUGAUGAUGCUGCAG.: ..::::. :::::.:::: UUUUGGCAUUUUCAAGGUUCCTranslation pacid=37162120 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1
718 738 GGAAUCUUGAUGAUGCUGCAG.: ..::::. :::::.:::: UUUUGGCAUUUUCAAGGUUCCTranslation pacid=37162120 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1
718 738 GGAAUCUUGAUGAUGCUGCAG.: ..::::. :::::.:::: UUUUGGCAUUUUCAAGGUUCCTranslation pacid=37162120 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1
718 738 GGAAUCUUGAUGAUGCUGCAG.: ..::::. :::::.:::: UUUUGGCAUUUUCAAGGUUCCTranslation pacid=37162120 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1
715 738 GGAAUCUUGAUGAUGCUGCAGCAG:: .: ..::::. :::::.::::CUUUUUUGGCAUUUUCAAGGUUCCTranslation pacid=37162120 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1

1703 1723 GGAAUCUUGAUGAUGCUGCAG::: .:. :.:::::::::.. CUGAGGUUUUAUCAAGAUUUUCleavage pacid=37152641 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1
1703 1723 GGAAUCUUGAUGAUGCUGCAG::: .:. :.:::::::::.. CUGAGGUUUUAUCAAGAUUUUCleavage pacid=37152641 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1
1703 1723 GGAAUCUUGAUGAUGCUGCAG::: .:. :.:::::::::.. CUGAGGUUUUAUCAAGAUUUUCleavage pacid=37152641 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1
1703 1723 GGAAUCUUGAUGAUGCUGCAG::: .:. :.:::::::::.. CUGAGGUUUUAUCAAGAUUUUCleavage pacid=37152641 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1
1703 1723 GGAAUCUUGAUGAUGCUGCAG::: .:. :.:::::::::.. CUGAGGUUUUAUCAAGAUUUUCleavage pacid=37152641 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1
1703 1723 GGAAUCUUGAUGAUGCUGCAG::: .:. :.:::::::::.. CUGAGGUUUUAUCAAGAUUUUCleavage pacid=37152641 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1
1703 1723 GGAAUCUUGAUGAUGCUGCAG::: .:. :.:::::::::.. CUGAGGUUUUAUCAAGAUUUUCleavage pacid=37152641 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1
1703 1723 GGAAUCUUGAUGAUGCUGCAG::: .:. :.:::::::::.. CUGAGGUUUUAUCAAGAUUUUCleavage pacid=37152641 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1
1703 1723 GGAAUCUUGAUGAUGCUGCAG::: .:. :.:::::::::.. CUGAGGUUUUAUCAAGAUUUUCleavage pacid=37152641 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1
1703 1723 GGAAUCUUGAUGAUGCUGCAG::: .:. :.:::::::::.. CUGAGGUUUUAUCAAGAUUUUCleavage pacid=37152641 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1

338 359 UGGAAUCUUGAUGAUGCUGCAG :::::: :::::::::  .::GUGCAGCCUCAUCAAGAAGUCACleavage pacid=37153146 locus=Phvul.005G168700 ID=Phvul.005G168700.1.v2.1 annot-version=v2.1
2329 2349 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37173607 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1
2329 2349 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37173607 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1
2329 2349 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37173607 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1
2329 2349 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37173607 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1
2329 2349 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37173607 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1
2329 2349 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37173607 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1
2329 2349 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37173607 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1
2329 2349 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37173607 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1
2329 2349 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37173607 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1
2329 2349 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37173607 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1
2135 2155 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171618 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1
2296 2316 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171617 locus=Phvul.006G106400 ID=Phvul.006G106400.1.v2.1 annot-version=v2.1
2135 2155 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171618 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1
2296 2316 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171617 locus=Phvul.006G106400 ID=Phvul.006G106400.1.v2.1 annot-version=v2.1
2135 2155 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171618 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1
2296 2316 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171617 locus=Phvul.006G106400 ID=Phvul.006G106400.1.v2.1 annot-version=v2.1
2135 2155 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171618 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1
2296 2316 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171617 locus=Phvul.006G106400 ID=Phvul.006G106400.1.v2.1 annot-version=v2.1
2135 2155 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171618 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1
2296 2316 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171617 locus=Phvul.006G106400 ID=Phvul.006G106400.1.v2.1 annot-version=v2.1
2135 2155 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171618 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1
2296 2316 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171617 locus=Phvul.006G106400 ID=Phvul.006G106400.1.v2.1 annot-version=v2.1
2135 2155 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171618 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1
2296 2316 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171617 locus=Phvul.006G106400 ID=Phvul.006G106400.1.v2.1 annot-version=v2.1
2135 2155 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171618 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1
2296 2316 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171617 locus=Phvul.006G106400 ID=Phvul.006G106400.1.v2.1 annot-version=v2.1
2135 2155 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171618 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1
2296 2316 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171617 locus=Phvul.006G106400 ID=Phvul.006G106400.1.v2.1 annot-version=v2.1
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2135 2155 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171618 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1
2296 2316 GGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. CUGCUGUUUCAUCAGGAUUUGCleavage pacid=37171617 locus=Phvul.006G106400 ID=Phvul.006G106400.1.v2.1 annot-version=v2.1

177 198 UGGAAUCUUGAUGAUGCUGCAG.:::::.. .::::::: ::.:UUGCAGUGGUAUCAAGAGUCUACleavage pacid=37172023 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1
1372 1392 GGAAUCUUGAUGAUGCUGCAG:::.: . :::::::::: :: CUGUAAUCUCAUCAAGAUGCCCleavage pacid=37171772 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1
1372 1392 GGAAUCUUGAUGAUGCUGCAG:::.: . :::::::::: :: CUGUAAUCUCAUCAAGAUGCCCleavage pacid=37171772 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1
1372 1392 GGAAUCUUGAUGAUGCUGCAG:::.: . :::::::::: :: CUGUAAUCUCAUCAAGAUGCCCleavage pacid=37171772 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1
1372 1392 GGAAUCUUGAUGAUGCUGCAG:::.: . :::::::::: :: CUGUAAUCUCAUCAAGAUGCCCleavage pacid=37171772 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1
1372 1392 GGAAUCUUGAUGAUGCUGCAG:::.: . :::::::::: :: CUGUAAUCUCAUCAAGAUGCCCleavage pacid=37171772 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1
1372 1392 GGAAUCUUGAUGAUGCUGCAG:::.: . :::::::::: :: CUGUAAUCUCAUCAAGAUGCCCleavage pacid=37171772 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1
1372 1392 GGAAUCUUGAUGAUGCUGCAG:::.: . :::::::::: :: CUGUAAUCUCAUCAAGAUGCCCleavage pacid=37171772 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1
1372 1392 GGAAUCUUGAUGAUGCUGCAG:::.: . :::::::::: :: CUGUAAUCUCAUCAAGAUGCCCleavage pacid=37171772 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1
1372 1392 GGAAUCUUGAUGAUGCUGCAG:::.: . :::::::::: :: CUGUAAUCUCAUCAAGAUGCCCleavage pacid=37171772 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1
1372 1392 GGAAUCUUGAUGAUGCUGCAG:::.: . :::::::::: :: CUGUAAUCUCAUCAAGAUGCCCleavage pacid=37171772 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1
1096 1116 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172219 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1
1247 1267 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172220 locus=Phvul.006G136700 ID=Phvul.006G136700.1.v2.1 annot-version=v2.1
1096 1116 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172219 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1
1247 1267 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172220 locus=Phvul.006G136700 ID=Phvul.006G136700.1.v2.1 annot-version=v2.1
1096 1116 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172219 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1
1247 1267 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172220 locus=Phvul.006G136700 ID=Phvul.006G136700.1.v2.1 annot-version=v2.1
1096 1116 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172219 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1
1247 1267 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172220 locus=Phvul.006G136700 ID=Phvul.006G136700.1.v2.1 annot-version=v2.1
1096 1116 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172219 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1
1247 1267 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172220 locus=Phvul.006G136700 ID=Phvul.006G136700.1.v2.1 annot-version=v2.1
1096 1116 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172219 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1
1247 1267 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172220 locus=Phvul.006G136700 ID=Phvul.006G136700.1.v2.1 annot-version=v2.1
1096 1116 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172219 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1
1247 1267 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172220 locus=Phvul.006G136700 ID=Phvul.006G136700.1.v2.1 annot-version=v2.1
1096 1116 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172219 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1
1247 1267 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172220 locus=Phvul.006G136700 ID=Phvul.006G136700.1.v2.1 annot-version=v2.1
1096 1116 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172219 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1
1247 1267 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172220 locus=Phvul.006G136700 ID=Phvul.006G136700.1.v2.1 annot-version=v2.1
1096 1116 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172219 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1
1247 1267 GGAAUCUUGAUGAUGCUGCAG:: :: .: :::::.:::::: CUUCACUACCAUCAGGAUUCCCleavage pacid=37172220 locus=Phvul.006G136700 ID=Phvul.006G136700.1.v2.1 annot-version=v2.1

308 328 GGAAUCUUGAUGAUGCUGCAG::::: : ::::::::. ::. CUGCACCCUCAUCAAGGAUCUCleavage pacid=37171733 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1
308 328 GGAAUCUUGAUGAUGCUGCAG::::: : ::::::::. ::. CUGCACCCUCAUCAAGGAUCUCleavage pacid=37171733 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1
308 328 GGAAUCUUGAUGAUGCUGCAG::::: : ::::::::. ::. CUGCACCCUCAUCAAGGAUCUCleavage pacid=37171733 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1
308 328 GGAAUCUUGAUGAUGCUGCAG::::: : ::::::::. ::. CUGCACCCUCAUCAAGGAUCUCleavage pacid=37171733 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1
308 328 GGAAUCUUGAUGAUGCUGCAG::::: : ::::::::. ::. CUGCACCCUCAUCAAGGAUCUCleavage pacid=37171733 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1
308 328 GGAAUCUUGAUGAUGCUGCAG::::: : ::::::::. ::. CUGCACCCUCAUCAAGGAUCUCleavage pacid=37171733 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1
308 328 GGAAUCUUGAUGAUGCUGCAG::::: : ::::::::. ::. CUGCACCCUCAUCAAGGAUCUCleavage pacid=37171733 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1
308 328 GGAAUCUUGAUGAUGCUGCAG::::: : ::::::::. ::. CUGCACCCUCAUCAAGGAUCUCleavage pacid=37171733 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1
308 328 GGAAUCUUGAUGAUGCUGCAG::::: : ::::::::. ::. CUGCACCCUCAUCAAGGAUCUCleavage pacid=37171733 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1
308 328 GGAAUCUUGAUGAUGCUGCAG::::: : ::::::::. ::. CUGCACCCUCAUCAAGGAUCUCleavage pacid=37171733 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1
305 328 GGAAUCUUGAUGAUGCUGCAGCAG ::::::: : ::::::::. ::.AUGCUGCACCCUCAUCAAGGAUCUCleavage pacid=37171733 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1

2106 2126 GGAAUCUUGAUGAUGCUGCAG   :: ::::::::: :::.. AAUCAACAUCAUCAAUAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
2106 2126 GGAAUCUUGAUGAUGCUGCAG   :: ::::::::: :::.. AAUCAACAUCAUCAAUAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
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2106 2126 GGAAUCUUGAUGAUGCUGCAG   :: ::::::::: :::.. AAUCAACAUCAUCAAUAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
2106 2126 GGAAUCUUGAUGAUGCUGCAG   :: ::::::::: :::.. AAUCAACAUCAUCAAUAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
2106 2126 GGAAUCUUGAUGAUGCUGCAG   :: ::::::::: :::.. AAUCAACAUCAUCAAUAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
2106 2126 GGAAUCUUGAUGAUGCUGCAG   :: ::::::::: :::.. AAUCAACAUCAUCAAUAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
2106 2126 GGAAUCUUGAUGAUGCUGCAG   :: ::::::::: :::.. AAUCAACAUCAUCAAUAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
2106 2126 GGAAUCUUGAUGAUGCUGCAG   :: ::::::::: :::.. AAUCAACAUCAUCAAUAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
2106 2126 GGAAUCUUGAUGAUGCUGCAG   :: ::::::::: :::.. AAUCAACAUCAUCAAUAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1
2106 2126 GGAAUCUUGAUGAUGCUGCAG   :: ::::::::: :::.. AAUCAACAUCAUCAAUAUUUUCleavage pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1

195 215 GGAAUCUUGAUGAUGCUGCAG      ::::::::::::::. UCAAGACAUCAUCAAGAUUCUCleavage pacid=37172930 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1
195 215 GGAAUCUUGAUGAUGCUGCAG      ::::::::::::::. UCAAGACAUCAUCAAGAUUCUCleavage pacid=37172930 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1
195 215 GGAAUCUUGAUGAUGCUGCAG      ::::::::::::::. UCAAGACAUCAUCAAGAUUCUCleavage pacid=37172930 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1
195 215 GGAAUCUUGAUGAUGCUGCAG      ::::::::::::::. UCAAGACAUCAUCAAGAUUCUCleavage pacid=37172930 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1
195 215 GGAAUCUUGAUGAUGCUGCAG      ::::::::::::::. UCAAGACAUCAUCAAGAUUCUCleavage pacid=37172930 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1
195 215 GGAAUCUUGAUGAUGCUGCAG      ::::::::::::::. UCAAGACAUCAUCAAGAUUCUCleavage pacid=37172930 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1
195 215 GGAAUCUUGAUGAUGCUGCAG      ::::::::::::::. UCAAGACAUCAUCAAGAUUCUCleavage pacid=37172930 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1
195 215 GGAAUCUUGAUGAUGCUGCAG      ::::::::::::::. UCAAGACAUCAUCAAGAUUCUCleavage pacid=37172930 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1
195 215 GGAAUCUUGAUGAUGCUGCAG      ::::::::::::::. UCAAGACAUCAUCAAGAUUCUCleavage pacid=37172930 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1
195 215 GGAAUCUUGAUGAUGCUGCAG      ::::::::::::::. UCAAGACAUCAUCAAGAUUCUCleavage pacid=37172930 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1
494 515 UGGAAUCUUGAUGAUGCUGCAG   : : :::::..::::: ::GGACCGGAUCAUUGAGAUUGCACleavage pacid=37166614 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1
555 576 UGGAAUCUUGAUGAUGCUGCAG   : : :::::..::::: ::GGACCGGAUCAUUGAGAUUGCACleavage pacid=37166613 locus=Phvul.007G199800 ID=Phvul.007G199800.1.v2.1 annot-version=v2.1
188 209 UGGAAUCUUGAUGAUGCUGCAG:: ::::.:.:::::: : .::CUCCAGCGUUAUCAAGCUAUCACleavage pacid=37165505 locus=Phvul.007G280600 ID=Phvul.007G280600.1.v2.1 annot-version=v2.1
833 853 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161001 locus=Phvul.008G048600 ID=Phvul.008G048600.3.v2.1 annot-version=v2.1
836 856 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161002 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1
938 958 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161000 locus=Phvul.008G048600 ID=Phvul.008G048600.2.v2.1 annot-version=v2.1
941 961 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37160999 locus=Phvul.008G048600 ID=Phvul.008G048600.1.v2.1 annot-version=v2.1
833 853 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161001 locus=Phvul.008G048600 ID=Phvul.008G048600.3.v2.1 annot-version=v2.1
836 856 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161002 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1
938 958 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161000 locus=Phvul.008G048600 ID=Phvul.008G048600.2.v2.1 annot-version=v2.1
941 961 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37160999 locus=Phvul.008G048600 ID=Phvul.008G048600.1.v2.1 annot-version=v2.1
833 853 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161001 locus=Phvul.008G048600 ID=Phvul.008G048600.3.v2.1 annot-version=v2.1
836 856 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161002 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1
938 958 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161000 locus=Phvul.008G048600 ID=Phvul.008G048600.2.v2.1 annot-version=v2.1
941 961 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37160999 locus=Phvul.008G048600 ID=Phvul.008G048600.1.v2.1 annot-version=v2.1
833 853 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161001 locus=Phvul.008G048600 ID=Phvul.008G048600.3.v2.1 annot-version=v2.1
836 856 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161002 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1
938 958 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161000 locus=Phvul.008G048600 ID=Phvul.008G048600.2.v2.1 annot-version=v2.1
941 961 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37160999 locus=Phvul.008G048600 ID=Phvul.008G048600.1.v2.1 annot-version=v2.1
833 853 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161001 locus=Phvul.008G048600 ID=Phvul.008G048600.3.v2.1 annot-version=v2.1
836 856 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161002 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1
938 958 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161000 locus=Phvul.008G048600 ID=Phvul.008G048600.2.v2.1 annot-version=v2.1
941 961 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37160999 locus=Phvul.008G048600 ID=Phvul.008G048600.1.v2.1 annot-version=v2.1
833 853 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161001 locus=Phvul.008G048600 ID=Phvul.008G048600.3.v2.1 annot-version=v2.1
836 856 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161002 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1
938 958 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161000 locus=Phvul.008G048600 ID=Phvul.008G048600.2.v2.1 annot-version=v2.1
941 961 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37160999 locus=Phvul.008G048600 ID=Phvul.008G048600.1.v2.1 annot-version=v2.1
833 853 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161001 locus=Phvul.008G048600 ID=Phvul.008G048600.3.v2.1 annot-version=v2.1
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836 856 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161002 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1
938 958 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161000 locus=Phvul.008G048600 ID=Phvul.008G048600.2.v2.1 annot-version=v2.1
941 961 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37160999 locus=Phvul.008G048600 ID=Phvul.008G048600.1.v2.1 annot-version=v2.1
833 853 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161001 locus=Phvul.008G048600 ID=Phvul.008G048600.3.v2.1 annot-version=v2.1
836 856 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161002 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1
938 958 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161000 locus=Phvul.008G048600 ID=Phvul.008G048600.2.v2.1 annot-version=v2.1
941 961 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37160999 locus=Phvul.008G048600 ID=Phvul.008G048600.1.v2.1 annot-version=v2.1
833 853 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161001 locus=Phvul.008G048600 ID=Phvul.008G048600.3.v2.1 annot-version=v2.1
836 856 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161002 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1
938 958 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161000 locus=Phvul.008G048600 ID=Phvul.008G048600.2.v2.1 annot-version=v2.1
941 961 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37160999 locus=Phvul.008G048600 ID=Phvul.008G048600.1.v2.1 annot-version=v2.1
833 853 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161001 locus=Phvul.008G048600 ID=Phvul.008G048600.3.v2.1 annot-version=v2.1
836 856 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161002 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1
938 958 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37161000 locus=Phvul.008G048600 ID=Phvul.008G048600.2.v2.1 annot-version=v2.1
941 961 GGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. UUGCUGCAGCAUCAGGAUUUACleavage pacid=37160999 locus=Phvul.008G048600 ID=Phvul.008G048600.1.v2.1 annot-version=v2.1
830 853 GGAAUCUUGAUGAUGCUGCAGCAG  :.::: ::: :::::.::::. UGGUUGCUGCAGCAUCAGGAUUUACleavage pacid=37161001 locus=Phvul.008G048600 ID=Phvul.008G048600.3.v2.1 annot-version=v2.1
833 856 GGAAUCUUGAUGAUGCUGCAGCAG  :.::: ::: :::::.::::. UGGUUGCUGCAGCAUCAGGAUUUACleavage pacid=37161002 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1
935 958 GGAAUCUUGAUGAUGCUGCAGCAG  :.::: ::: :::::.::::. UGGUUGCUGCAGCAUCAGGAUUUACleavage pacid=37161000 locus=Phvul.008G048600 ID=Phvul.008G048600.2.v2.1 annot-version=v2.1
938 961 GGAAUCUUGAUGAUGCUGCAGCAG  :.::: ::: :::::.::::. UGGUUGCUGCAGCAUCAGGAUUUACleavage pacid=37160999 locus=Phvul.008G048600 ID=Phvul.008G048600.1.v2.1 annot-version=v2.1
833 854 UGGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. :UUGCUGCAGCAUCAGGAUUUAACleavage pacid=37161001 locus=Phvul.008G048600 ID=Phvul.008G048600.3.v2.1 annot-version=v2.1
836 857 UGGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. :UUGCUGCAGCAUCAGGAUUUAACleavage pacid=37161002 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1
938 959 UGGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. :UUGCUGCAGCAUCAGGAUUUAACleavage pacid=37161000 locus=Phvul.008G048600 ID=Phvul.008G048600.2.v2.1 annot-version=v2.1
941 962 UGGAAUCUUGAUGAUGCUGCAG.::: ::: :::::.::::. :UUGCUGCAGCAUCAGGAUUUAACleavage pacid=37160999 locus=Phvul.008G048600 ID=Phvul.008G048600.1.v2.1 annot-version=v2.1
504 525 GGAAUCUUGAUGAUG-CUGCAG.::::: .:::::. :::::::UUGCAGAUAUCAUUCAGAUUCCCleavage pacid=37161420 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1
504 525 GGAAUCUUGAUGAUG-CUGCAG.::::: .:::::. :::::::UUGCAGAUAUCAUUCAGAUUCCCleavage pacid=37161420 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1
504 525 GGAAUCUUGAUGAUG-CUGCAG.::::: .:::::. :::::::UUGCAGAUAUCAUUCAGAUUCCCleavage pacid=37161420 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1
504 525 GGAAUCUUGAUGAUG-CUGCAG.::::: .:::::. :::::::UUGCAGAUAUCAUUCAGAUUCCCleavage pacid=37161420 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1
504 525 GGAAUCUUGAUGAUG-CUGCAG.::::: .:::::. :::::::UUGCAGAUAUCAUUCAGAUUCCCleavage pacid=37161420 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1
504 525 GGAAUCUUGAUGAUG-CUGCAG.::::: .:::::. :::::::UUGCAGAUAUCAUUCAGAUUCCCleavage pacid=37161420 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1
504 525 GGAAUCUUGAUGAUG-CUGCAG.::::: .:::::. :::::::UUGCAGAUAUCAUUCAGAUUCCCleavage pacid=37161420 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1
504 525 GGAAUCUUGAUGAUG-CUGCAG.::::: .:::::. :::::::UUGCAGAUAUCAUUCAGAUUCCCleavage pacid=37161420 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1
504 525 GGAAUCUUGAUGAUG-CUGCAG.::::: .:::::. :::::::UUGCAGAUAUCAUUCAGAUUCCCleavage pacid=37161420 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1
504 525 GGAAUCUUGAUGAUG-CUGCAG.::::: .:::::. :::::::UUGCAGAUAUCAUUCAGAUUCCCleavage pacid=37161420 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1
501 525 GGAAUCUUGAUGAUG-CUGCAGCAG  :.::::: .:::::. :::::::GAGUUGCAGAUAUCAUUCAGAUUCCCleavage pacid=37161420 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1
746 766 GGAAUCUUGAUGAUGCUGCAG.::..::::. ::::: :::: UUGUGGCAUUUUCAAGCUUCCTranslation pacid=37157873 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1
746 766 GGAAUCUUGAUGAUGCUGCAG.::..::::. ::::: :::: UUGUGGCAUUUUCAAGCUUCCTranslation pacid=37157873 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1
746 766 GGAAUCUUGAUGAUGCUGCAG.::..::::. ::::: :::: UUGUGGCAUUUUCAAGCUUCCTranslation pacid=37157873 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1
746 766 GGAAUCUUGAUGAUGCUGCAG.::..::::. ::::: :::: UUGUGGCAUUUUCAAGCUUCCTranslation pacid=37157873 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1
746 766 GGAAUCUUGAUGAUGCUGCAG.::..::::. ::::: :::: UUGUGGCAUUUUCAAGCUUCCTranslation pacid=37157873 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1
746 766 GGAAUCUUGAUGAUGCUGCAG.::..::::. ::::: :::: UUGUGGCAUUUUCAAGCUUCCTranslation pacid=37157873 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1
746 766 GGAAUCUUGAUGAUGCUGCAG.::..::::. ::::: :::: UUGUGGCAUUUUCAAGCUUCCTranslation pacid=37157873 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1
746 766 GGAAUCUUGAUGAUGCUGCAG.::..::::. ::::: :::: UUGUGGCAUUUUCAAGCUUCCTranslation pacid=37157873 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1
746 766 GGAAUCUUGAUGAUGCUGCAG.::..::::. ::::: :::: UUGUGGCAUUUUCAAGCUUCCTranslation pacid=37157873 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1
746 766 GGAAUCUUGAUGAUGCUGCAG.::..::::. ::::: :::: UUGUGGCAUUUUCAAGCUUCCTranslation pacid=37157873 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1

20 40 GGAAUCUUGAUGAUGCUGCAG:::::::: : :::::.::.. CUGCAGCAACUUCAAGGUUUUTranslation pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1
20 40 GGAAUCUUGAUGAUGCUGCAG:::::::: : :::::.::.. CUGCAGCAACUUCAAGGUUUUTranslation pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1
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20 40 GGAAUCUUGAUGAUGCUGCAG:::::::: : :::::.::.. CUGCAGCAACUUCAAGGUUUUTranslation pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1
20 40 GGAAUCUUGAUGAUGCUGCAG:::::::: : :::::.::.. CUGCAGCAACUUCAAGGUUUUTranslation pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1
20 40 GGAAUCUUGAUGAUGCUGCAG:::::::: : :::::.::.. CUGCAGCAACUUCAAGGUUUUTranslation pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1
20 40 GGAAUCUUGAUGAUGCUGCAG:::::::: : :::::.::.. CUGCAGCAACUUCAAGGUUUUTranslation pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1
20 40 GGAAUCUUGAUGAUGCUGCAG:::::::: : :::::.::.. CUGCAGCAACUUCAAGGUUUUTranslation pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1
20 40 GGAAUCUUGAUGAUGCUGCAG:::::::: : :::::.::.. CUGCAGCAACUUCAAGGUUUUTranslation pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1
20 40 GGAAUCUUGAUGAUGCUGCAG:::::::: : :::::.::.. CUGCAGCAACUUCAAGGUUUUTranslation pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1
20 40 GGAAUCUUGAUGAUGCUGCAG:::::::: : :::::.::.. CUGCAGCAACUUCAAGGUUUUTranslation pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1
17 40 GGAAUCUUGAUGAUGCUGCAGCAG.: :::::::: : :::::.::..UUUCUGCAGCAACUUCAAGGUUUUTranslation pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1

567 587 GGAAUCUUGAUGAUGCUGCAG::: :::::..:.:: ::::. CUGGAGCAUUGUUAACAUUCUCleavage pacid=37159888 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1
567 587 GGAAUCUUGAUGAUGCUGCAG::: :::::..:.:: ::::. CUGGAGCAUUGUUAACAUUCUCleavage pacid=37159888 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1
567 587 GGAAUCUUGAUGAUGCUGCAG::: :::::..:.:: ::::. CUGGAGCAUUGUUAACAUUCUCleavage pacid=37159888 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1
567 587 GGAAUCUUGAUGAUGCUGCAG::: :::::..:.:: ::::. CUGGAGCAUUGUUAACAUUCUCleavage pacid=37159888 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1
567 587 GGAAUCUUGAUGAUGCUGCAG::: :::::..:.:: ::::. CUGGAGCAUUGUUAACAUUCUCleavage pacid=37159888 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1
567 587 GGAAUCUUGAUGAUGCUGCAG::: :::::..:.:: ::::. CUGGAGCAUUGUUAACAUUCUCleavage pacid=37159888 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1
567 587 GGAAUCUUGAUGAUGCUGCAG::: :::::..:.:: ::::. CUGGAGCAUUGUUAACAUUCUCleavage pacid=37159888 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1
567 587 GGAAUCUUGAUGAUGCUGCAG::: :::::..:.:: ::::. CUGGAGCAUUGUUAACAUUCUCleavage pacid=37159888 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1
567 587 GGAAUCUUGAUGAUGCUGCAG::: :::::..:.:: ::::. CUGGAGCAUUGUUAACAUUCUCleavage pacid=37159888 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1
567 587 GGAAUCUUGAUGAUGCUGCAG::: :::::..:.:: ::::. CUGGAGCAUUGUUAACAUUCUCleavage pacid=37159888 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1
564 587 GGAAUCUUGAUGAUGCUGCAGCAG  :::: :::::..:.:: ::::.AGGCUGGAGCAUUGUUAACAUUCUCleavage pacid=37159888 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1
567 588 UGGAAUCUUGAUGAUGCUGCAG::: :::::..:.:: ::::.:CUGGAGCAUUGUUAACAUUCUACleavage pacid=37159888 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1
627 646 GGAAUCUUGAUGAUGCUGCAG.:: :::::::::::: :::. UUGAAGCAUCAUCAAG-UUCUCleavage pacid=37160400 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1
627 646 GGAAUCUUGAUGAUGCUGCAG.:: :::::::::::: :::. UUGAAGCAUCAUCAAG-UUCUCleavage pacid=37160400 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1
627 646 GGAAUCUUGAUGAUGCUGCAG.:: :::::::::::: :::. UUGAAGCAUCAUCAAG-UUCUCleavage pacid=37160400 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1
627 646 GGAAUCUUGAUGAUGCUGCAG.:: :::::::::::: :::. UUGAAGCAUCAUCAAG-UUCUCleavage pacid=37160400 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1
627 646 GGAAUCUUGAUGAUGCUGCAG.:: :::::::::::: :::. UUGAAGCAUCAUCAAG-UUCUCleavage pacid=37160400 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1
627 646 GGAAUCUUGAUGAUGCUGCAG.:: :::::::::::: :::. UUGAAGCAUCAUCAAG-UUCUCleavage pacid=37160400 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1
627 646 GGAAUCUUGAUGAUGCUGCAG.:: :::::::::::: :::. UUGAAGCAUCAUCAAG-UUCUCleavage pacid=37160400 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1
627 646 GGAAUCUUGAUGAUGCUGCAG.:: :::::::::::: :::. UUGAAGCAUCAUCAAG-UUCUCleavage pacid=37160400 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1
627 646 GGAAUCUUGAUGAUGCUGCAG.:: :::::::::::: :::. UUGAAGCAUCAUCAAG-UUCUCleavage pacid=37160400 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1
627 646 GGAAUCUUGAUGAUGCUGCAG.:: :::::::::::: :::. UUGAAGCAUCAUCAAG-UUCUCleavage pacid=37160400 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1

1448 1470 UGGAAUCUUGAUGAUGC-UGCAG.::.: :.::.::::::::::..UUGUAUGUAUUAUCAAGAUUCUGCleavage pacid=37161400 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1
1154 1175 UGGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCUCleavage pacid=37150511 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1
1154 1175 UGGAAUCUUGAUGAUGCUGCAG :::.  :::::::.:.:::: AUGCGAAAUCAUCAGGGUUCCUCleavage pacid=37150510 locus=Phvul.009G014600 ID=Phvul.009G014600.1.v2.1 annot-version=v2.1

94 114 UGGAAUCUUGAUGAUGCUGCAG: ::::::::: ::: ::::::CAGCAGCAUCACCAA-AUUCCATranslation pacid=37151166 locus=Phvul.009G149200 ID=Phvul.009G149200.1.v2.1 annot-version=v2.1
1001 1021 GGAAUCUUGAUGAUGCUGCAG.: ::::::.::. .::::.: UUACAGCAUUAUUUGGAUUUCCleavage pacid=37150292 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1
1001 1021 GGAAUCUUGAUGAUGCUGCAG.: ::::::.::. .::::.: UUACAGCAUUAUUUGGAUUUCCleavage pacid=37150292 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1
1001 1021 GGAAUCUUGAUGAUGCUGCAG.: ::::::.::. .::::.: UUACAGCAUUAUUUGGAUUUCCleavage pacid=37150292 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1
1001 1021 GGAAUCUUGAUGAUGCUGCAG.: ::::::.::. .::::.: UUACAGCAUUAUUUGGAUUUCCleavage pacid=37150292 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1
1001 1021 GGAAUCUUGAUGAUGCUGCAG.: ::::::.::. .::::.: UUACAGCAUUAUUUGGAUUUCCleavage pacid=37150292 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1
1001 1021 GGAAUCUUGAUGAUGCUGCAG.: ::::::.::. .::::.: UUACAGCAUUAUUUGGAUUUCCleavage pacid=37150292 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1
1001 1021 GGAAUCUUGAUGAUGCUGCAG.: ::::::.::. .::::.: UUACAGCAUUAUUUGGAUUUCCleavage pacid=37150292 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1
1001 1021 GGAAUCUUGAUGAUGCUGCAG.: ::::::.::. .::::.: UUACAGCAUUAUUUGGAUUUCCleavage pacid=37150292 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1
1001 1021 GGAAUCUUGAUGAUGCUGCAG.: ::::::.::. .::::.: UUACAGCAUUAUUUGGAUUUCCleavage pacid=37150292 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1
1001 1021 GGAAUCUUGAUGAUGCUGCAG.: ::::::.::. .::::.: UUACAGCAUUAUUUGGAUUUCCleavage pacid=37150292 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1

65 86 UGGAAUCUUGAUGAUGCUGCAG   .:::::::::::::: :  UGAUAGCAUCAUCAAGAUACGUCleavage pacid=37142336 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1
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441 462 UGGAAUCUUGAUGAUGCUGCAG :::: :::..:::: .:::.:GUGCAACAUUGUCAAAGUUCUACleavage pacid=37156515 locus=Phvul.011G053200 ID=Phvul.011G053200.1.v2.1 annot-version=v2.1
1075 1096 UGGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCTranslation pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1075 1096 UGGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCTranslation pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1397 1418 UGGAAUCUUGAUGAUGCUGCAG.:::: :.:..::::::::.. UUGCACCGUUGUCAAGAUUUUUCleavage pacid=37148519 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1

119 141 UGGAAUCUUGAUGA-UGCUGCAG ::::::: :. :..::::::::GUGCAGCAGUUUUUGAGAUUCCACleavage pacid=37169408 locus=Phvul.001G013800 ID=Phvul.001G013800.1.v2.1 annot-version=v2.1
1408 1428 GGAAUCUUGAUGAUGCUGCAG.:::: :::.::..:::::  UUGCACCAUUAUUGAGAUUGACleavage pacid=37168813 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1
1408 1428 GGAAUCUUGAUGAUGCUGCAG.:::: :::.::..:::::  UUGCACCAUUAUUGAGAUUGACleavage pacid=37168813 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1
1408 1428 GGAAUCUUGAUGAUGCUGCAG.:::: :::.::..:::::  UUGCACCAUUAUUGAGAUUGACleavage pacid=37168813 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1
1408 1428 GGAAUCUUGAUGAUGCUGCAG.:::: :::.::..:::::  UUGCACCAUUAUUGAGAUUGACleavage pacid=37168813 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1
1408 1428 GGAAUCUUGAUGAUGCUGCAG.:::: :::.::..:::::  UUGCACCAUUAUUGAGAUUGACleavage pacid=37168813 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1
1408 1428 GGAAUCUUGAUGAUGCUGCAG.:::: :::.::..:::::  UUGCACCAUUAUUGAGAUUGACleavage pacid=37168813 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1
1408 1428 GGAAUCUUGAUGAUGCUGCAG.:::: :::.::..:::::  UUGCACCAUUAUUGAGAUUGACleavage pacid=37168813 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1
1408 1428 GGAAUCUUGAUGAUGCUGCAG.:::: :::.::..:::::  UUGCACCAUUAUUGAGAUUGACleavage pacid=37168813 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1
1408 1428 GGAAUCUUGAUGAUGCUGCAG.:::: :::.::..:::::  UUGCACCAUUAUUGAGAUUGACleavage pacid=37168813 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1
1408 1428 GGAAUCUUGAUGAUGCUGCAG.:::: :::.::..:::::  UUGCACCAUUAUUGAGAUUGACleavage pacid=37168813 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1
1981 2001 UGGAAUCUUGAUGAUGCUGCAG.:::::::::.:..: ::::.:UUGCAGCAUCGUUGA-AUUCUACleavage pacid=37168325 locus=Phvul.001G131700 ID=Phvul.001G131700.3.v2.1 annot-version=v2.1
1989 2009 UGGAAUCUUGAUGAUGCUGCAG.:::::::::.:..: ::::.:UUGCAGCAUCGUUGA-AUUCUACleavage pacid=37168324 locus=Phvul.001G131700 ID=Phvul.001G131700.2.v2.1 annot-version=v2.1
1996 2016 UGGAAUCUUGAUGAUGCUGCAG.:::::::::.:..: ::::.:UUGCAGCAUCGUUGA-AUUCUACleavage pacid=37168323 locus=Phvul.001G131700 ID=Phvul.001G131700.1.v2.1 annot-version=v2.1
1546 1567 UGGAAUCUUGAUGAUGCUGCAG::: :::::: ::::::: :: CUGAAGCAUCUUCAAGAUACCUCleavage pacid=37168654 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1
1061 1080 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177749 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1
1061 1080 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177749 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1
1061 1080 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177749 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1
1061 1080 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177749 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1
1061 1080 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177749 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1
1061 1080 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177749 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1
1061 1080 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177749 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1
1061 1080 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177749 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1
1061 1080 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177749 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1
1061 1080 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177749 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1
1061 1081 UGGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::.:CUGCGGCAUUGUCAAG-UUCUACleavage pacid=37177749 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1
1230 1249 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177944 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1
1230 1249 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177944 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1
1230 1249 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177944 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1
1230 1249 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177944 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1
1230 1249 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177944 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1
1230 1249 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177944 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1
1230 1249 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177944 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1
1230 1249 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177944 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1
1230 1249 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177944 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1
1230 1249 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37177944 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1
1230 1250 UGGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::.:CUGCGGCAUUGUCAAG-UUCUACleavage pacid=37177944 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1
1216 1235 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37176534 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1
1216 1235 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37176534 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1
1216 1235 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37176534 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1
1216 1235 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37176534 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1
1216 1235 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37176534 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1
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1216 1235 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37176534 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1
1216 1235 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37176534 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1
1216 1235 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37176534 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1
1216 1235 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37176534 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1
1216 1235 GGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::. CUGCGGCAUUGUCAAG-UUCUCleavage pacid=37176534 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1
1213 1235 GGAAUCUUGAUGAUGCUGCAGCAG ::::::.::::..::::: :::.AUGCUGCGGCAUUGUCAAG-UUCUCleavage pacid=37176534 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1
1216 1236 UGGAAUCUUGAUGAUGCUGCAG::::.::::..::::: :::.:CUGCGGCAUUGUCAAG-UUCUACleavage pacid=37176534 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1
1402 1425 GGAAUCUUGAUGAUGCUGCAGCAG: :: :::::: :::::.:.::  CAGCAGCAGCAGCAUCAGGGUUGUCleavage pacid=37177136 locus=Phvul.002G166200 ID=Phvul.002G166200.3.v2.1 annot-version=v2.1
1490 1513 GGAAUCUUGAUGAUGCUGCAGCAG: :: :::::: :::::.:.::  CAGCAGCAGCAGCAUCAGGGUUGUCleavage pacid=37177135 locus=Phvul.002G166200 ID=Phvul.002G166200.2.v2.1 annot-version=v2.1
1603 1626 GGAAUCUUGAUGAUGCUGCAGCAG: :: :::::: :::::.:.::  CAGCAGCAGCAGCAUCAGGGUUGUCleavage pacid=37177134 locus=Phvul.002G166200 ID=Phvul.002G166200.1.v2.1 annot-version=v2.1

976 996 GGAAUCUUGAUGAUGCUGCAG::: ::::::: :::::::  CUGAAGCAUCAGCAAGAUUAGTranslation pacid=37178374 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1
976 996 GGAAUCUUGAUGAUGCUGCAG::: ::::::: :::::::  CUGAAGCAUCAGCAAGAUUAGTranslation pacid=37178374 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1
976 996 GGAAUCUUGAUGAUGCUGCAG::: ::::::: :::::::  CUGAAGCAUCAGCAAGAUUAGTranslation pacid=37178374 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1
976 996 GGAAUCUUGAUGAUGCUGCAG::: ::::::: :::::::  CUGAAGCAUCAGCAAGAUUAGTranslation pacid=37178374 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1
976 996 GGAAUCUUGAUGAUGCUGCAG::: ::::::: :::::::  CUGAAGCAUCAGCAAGAUUAGTranslation pacid=37178374 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1
976 996 GGAAUCUUGAUGAUGCUGCAG::: ::::::: :::::::  CUGAAGCAUCAGCAAGAUUAGTranslation pacid=37178374 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1
976 996 GGAAUCUUGAUGAUGCUGCAG::: ::::::: :::::::  CUGAAGCAUCAGCAAGAUUAGTranslation pacid=37178374 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1
976 996 GGAAUCUUGAUGAUGCUGCAG::: ::::::: :::::::  CUGAAGCAUCAGCAAGAUUAGTranslation pacid=37178374 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1
976 996 GGAAUCUUGAUGAUGCUGCAG::: ::::::: :::::::  CUGAAGCAUCAGCAAGAUUAGTranslation pacid=37178374 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1
976 996 GGAAUCUUGAUGAUGCUGCAG::: ::::::: :::::::  CUGAAGCAUCAGCAAGAUUAGTranslation pacid=37178374 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1
973 996 GGAAUCUUGAUGAUGCUGCAGCAG   ::: ::::::: :::::::  UAACUGAAGCAUCAGCAAGAUUAGTranslation pacid=37178374 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1

2361 2382 UGGAAUCUUGAUGAUGCUGCAG ::..::::::::::::: :  GUGUGGCAUCAUCAAGAUGCAGCleavage pacid=37146124 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1
2388 2408 GGAAUCUUGAUGAUGCUGCAG:::: :.:::. ::::.::: CUGCCGUAUCGGCAAGGUUCGTranslation pacid=37148323 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1
2388 2408 GGAAUCUUGAUGAUGCUGCAG:::: :.:::. ::::.::: CUGCCGUAUCGGCAAGGUUCGTranslation pacid=37148323 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1
2388 2408 GGAAUCUUGAUGAUGCUGCAG:::: :.:::. ::::.::: CUGCCGUAUCGGCAAGGUUCGTranslation pacid=37148323 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1
2388 2408 GGAAUCUUGAUGAUGCUGCAG:::: :.:::. ::::.::: CUGCCGUAUCGGCAAGGUUCGTranslation pacid=37148323 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1
2388 2408 GGAAUCUUGAUGAUGCUGCAG:::: :.:::. ::::.::: CUGCCGUAUCGGCAAGGUUCGTranslation pacid=37148323 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1
2388 2408 GGAAUCUUGAUGAUGCUGCAG:::: :.:::. ::::.::: CUGCCGUAUCGGCAAGGUUCGTranslation pacid=37148323 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1
2388 2408 GGAAUCUUGAUGAUGCUGCAG:::: :.:::. ::::.::: CUGCCGUAUCGGCAAGGUUCGTranslation pacid=37148323 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1
2388 2408 GGAAUCUUGAUGAUGCUGCAG:::: :.:::. ::::.::: CUGCCGUAUCGGCAAGGUUCGTranslation pacid=37148323 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1
2388 2408 GGAAUCUUGAUGAUGCUGCAG:::: :.:::. ::::.::: CUGCCGUAUCGGCAAGGUUCGTranslation pacid=37148323 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1
2388 2408 GGAAUCUUGAUGAUGCUGCAG:::: :.:::. ::::.::: CUGCCGUAUCGGCAAGGUUCGTranslation pacid=37148323 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1
2271 2291 GGAAUCUUGAUGAUGCUGCAG::::::: ::  .::::::.: CUGCAGCUUCUAUAAGAUUUCTranslation pacid=37145047 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1
2271 2291 GGAAUCUUGAUGAUGCUGCAG::::::: ::  .::::::.: CUGCAGCUUCUAUAAGAUUUCTranslation pacid=37145047 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1
2271 2291 GGAAUCUUGAUGAUGCUGCAG::::::: ::  .::::::.: CUGCAGCUUCUAUAAGAUUUCTranslation pacid=37145047 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1
2271 2291 GGAAUCUUGAUGAUGCUGCAG::::::: ::  .::::::.: CUGCAGCUUCUAUAAGAUUUCTranslation pacid=37145047 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1
2271 2291 GGAAUCUUGAUGAUGCUGCAG::::::: ::  .::::::.: CUGCAGCUUCUAUAAGAUUUCTranslation pacid=37145047 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1
2271 2291 GGAAUCUUGAUGAUGCUGCAG::::::: ::  .::::::.: CUGCAGCUUCUAUAAGAUUUCTranslation pacid=37145047 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1
2271 2291 GGAAUCUUGAUGAUGCUGCAG::::::: ::  .::::::.: CUGCAGCUUCUAUAAGAUUUCTranslation pacid=37145047 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1
2271 2291 GGAAUCUUGAUGAUGCUGCAG::::::: ::  .::::::.: CUGCAGCUUCUAUAAGAUUUCTranslation pacid=37145047 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1
2271 2291 GGAAUCUUGAUGAUGCUGCAG::::::: ::  .::::::.: CUGCAGCUUCUAUAAGAUUUCTranslation pacid=37145047 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1
2271 2291 GGAAUCUUGAUGAUGCUGCAG::::::: ::  .::::::.: CUGCAGCUUCUAUAAGAUUUCTranslation pacid=37145047 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1
2268 2291 GGAAUCUUGAUGAUGCUGCAGCAG.::::::::: ::  .::::::.:UUGCUGCAGCUUCUAUAAGAUUUCTranslation pacid=37145047 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1
2271 2292 UGGAAUCUUGAUGAUGCUGCAG::::::: ::  .::::::.::CUGCAGCUUCUAUAAGAUUUCATranslation pacid=37145047 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1

188 209 GGAAUCUUG-AUGAUGCUGCAG::::::. :::: ::::::::.CUGCAGUCUCAUUCAAGAUUCUCleavage pacid=37146044 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1
188 209 GGAAUCUUG-AUGAUGCUGCAG::::::. :::: ::::::::.CUGCAGUCUCAUUCAAGAUUCUCleavage pacid=37146044 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1
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Do not distribute

188 209 GGAAUCUUG-AUGAUGCUGCAG::::::. :::: ::::::::.CUGCAGUCUCAUUCAAGAUUCUCleavage pacid=37146044 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1
188 209 GGAAUCUUG-AUGAUGCUGCAG::::::. :::: ::::::::.CUGCAGUCUCAUUCAAGAUUCUCleavage pacid=37146044 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1
188 209 GGAAUCUUG-AUGAUGCUGCAG::::::. :::: ::::::::.CUGCAGUCUCAUUCAAGAUUCUCleavage pacid=37146044 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1
188 209 GGAAUCUUG-AUGAUGCUGCAG::::::. :::: ::::::::.CUGCAGUCUCAUUCAAGAUUCUCleavage pacid=37146044 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1
188 209 GGAAUCUUG-AUGAUGCUGCAG::::::. :::: ::::::::.CUGCAGUCUCAUUCAAGAUUCUCleavage pacid=37146044 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1
188 209 GGAAUCUUG-AUGAUGCUGCAG::::::. :::: ::::::::.CUGCAGUCUCAUUCAAGAUUCUCleavage pacid=37146044 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1
188 209 GGAAUCUUG-AUGAUGCUGCAG::::::. :::: ::::::::.CUGCAGUCUCAUUCAAGAUUCUCleavage pacid=37146044 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1
188 209 GGAAUCUUG-AUGAUGCUGCAG::::::. :::: ::::::::.CUGCAGUCUCAUUCAAGAUUCUCleavage pacid=37146044 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1
185 209 GGAAUCUUG-AUGAUGCUGCAGCAG:: ::::::. :::: ::::::::.CUCCUGCAGUCUCAUUCAAGAUUCUCleavage pacid=37146044 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1

1479 1499 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163202 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1
1484 1504 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163199 locus=Phvul.004G118500 ID=Phvul.004G118500.2.v2.1 annot-version=v2.1
1479 1499 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163202 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1
1484 1504 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163199 locus=Phvul.004G118500 ID=Phvul.004G118500.2.v2.1 annot-version=v2.1
1479 1499 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163202 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1
1484 1504 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163199 locus=Phvul.004G118500 ID=Phvul.004G118500.2.v2.1 annot-version=v2.1
1479 1499 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163202 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1
1484 1504 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163199 locus=Phvul.004G118500 ID=Phvul.004G118500.2.v2.1 annot-version=v2.1
1479 1499 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163202 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1
1484 1504 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163199 locus=Phvul.004G118500 ID=Phvul.004G118500.2.v2.1 annot-version=v2.1
1479 1499 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163202 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1
1484 1504 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163199 locus=Phvul.004G118500 ID=Phvul.004G118500.2.v2.1 annot-version=v2.1
1479 1499 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163202 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1
1484 1504 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163199 locus=Phvul.004G118500 ID=Phvul.004G118500.2.v2.1 annot-version=v2.1
1479 1499 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163202 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1
1484 1504 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163199 locus=Phvul.004G118500 ID=Phvul.004G118500.2.v2.1 annot-version=v2.1
1479 1499 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163202 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1
1484 1504 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163199 locus=Phvul.004G118500 ID=Phvul.004G118500.2.v2.1 annot-version=v2.1
1479 1499 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163202 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1
1484 1504 GGAAUCUUGAUGAUGCUGCAG::::: :::..::::: ::. CUGCAUCAUUGUCAAGUUUUACleavage pacid=37163199 locus=Phvul.004G118500 ID=Phvul.004G118500.2.v2.1 annot-version=v2.1
1476 1499 GGAAUCUUGAUGAUGCUGCAGCAG  :::::: :::..::::: ::. AGGCUGCAUCAUUGUCAAGUUUUACleavage pacid=37163202 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1
1481 1504 GGAAUCUUGAUGAUGCUGCAGCAG  :::::: :::..::::: ::. AGGCUGCAUCAUUGUCAAGUUUUACleavage pacid=37163199 locus=Phvul.004G118500 ID=Phvul.004G118500.2.v2.1 annot-version=v2.1
1200 1220 GGAAUCUUGAUGAUGCUGCAG.::::::: :: .::::::. UUGCAGCAGCAGUAAGAUUUATranslation pacid=37161552 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1
1200 1220 GGAAUCUUGAUGAUGCUGCAG.::::::: :: .::::::. UUGCAGCAGCAGUAAGAUUUATranslation pacid=37161552 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1
1200 1220 GGAAUCUUGAUGAUGCUGCAG.::::::: :: .::::::. UUGCAGCAGCAGUAAGAUUUATranslation pacid=37161552 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1
1200 1220 GGAAUCUUGAUGAUGCUGCAG.::::::: :: .::::::. UUGCAGCAGCAGUAAGAUUUATranslation pacid=37161552 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1
1200 1220 GGAAUCUUGAUGAUGCUGCAG.::::::: :: .::::::. UUGCAGCAGCAGUAAGAUUUATranslation pacid=37161552 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1
1200 1220 GGAAUCUUGAUGAUGCUGCAG.::::::: :: .::::::. UUGCAGCAGCAGUAAGAUUUATranslation pacid=37161552 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1
1200 1220 GGAAUCUUGAUGAUGCUGCAG.::::::: :: .::::::. UUGCAGCAGCAGUAAGAUUUATranslation pacid=37161552 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1
1200 1220 GGAAUCUUGAUGAUGCUGCAG.::::::: :: .::::::. UUGCAGCAGCAGUAAGAUUUATranslation pacid=37161552 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1
1200 1220 GGAAUCUUGAUGAUGCUGCAG.::::::: :: .::::::. UUGCAGCAGCAGUAAGAUUUATranslation pacid=37161552 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1
1200 1220 GGAAUCUUGAUGAUGCUGCAG.::::::: :: .::::::. UUGCAGCAGCAGUAAGAUUUATranslation pacid=37161552 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1
1197 1220 GGAAUCUUGAUGAUGCUGCAGCAG ::.::::::: :: .::::::. AUGUUGCAGCAGCAGUAAGAUUUATranslation pacid=37161552 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1
1200 1221 UGGAAUCUUGAUGAUGCUGCAG.::::::: :: .::::::. :UUGCAGCAGCAGUAAGAUUUAATranslation pacid=37161552 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1
1703 1724 UGGAAUCUUGAUGAUGCUGCAG::: .:. :.:::::::::...CUGAGGUUUUAUCAAGAUUUUGCleavage pacid=37152641 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1
1181 1203 UGGAA-UCUUGAUGAUGCUGCAG :::::::::::. ::: :::::GUGCAGCAUCAUUUAGAGUUCCACleavage pacid=37152944 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1
1262 1284 UGGAA-UCUUGAUGAUGCUGCAG :::::::::::. ::: :::::GUGCAGCAUCAUUUAGAGUUCCACleavage pacid=37152943 locus=Phvul.005G068800 ID=Phvul.005G068800.1.v2.1 annot-version=v2.1
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239 259 GGAAUCUUGAUGAUGCUGCAG::: .::::. ::::::::. CUGAGGCAUUCUCAAGAUUUGTranslation pacid=37172125 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1
239 259 GGAAUCUUGAUGAUGCUGCAG::: .::::. ::::::::. CUGAGGCAUUCUCAAGAUUUGTranslation pacid=37172125 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1
239 259 GGAAUCUUGAUGAUGCUGCAG::: .::::. ::::::::. CUGAGGCAUUCUCAAGAUUUGTranslation pacid=37172125 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1
239 259 GGAAUCUUGAUGAUGCUGCAG::: .::::. ::::::::. CUGAGGCAUUCUCAAGAUUUGTranslation pacid=37172125 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1
239 259 GGAAUCUUGAUGAUGCUGCAG::: .::::. ::::::::. CUGAGGCAUUCUCAAGAUUUGTranslation pacid=37172125 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1
239 259 GGAAUCUUGAUGAUGCUGCAG::: .::::. ::::::::. CUGAGGCAUUCUCAAGAUUUGTranslation pacid=37172125 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1
239 259 GGAAUCUUGAUGAUGCUGCAG::: .::::. ::::::::. CUGAGGCAUUCUCAAGAUUUGTranslation pacid=37172125 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1
239 259 GGAAUCUUGAUGAUGCUGCAG::: .::::. ::::::::. CUGAGGCAUUCUCAAGAUUUGTranslation pacid=37172125 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1
239 259 GGAAUCUUGAUGAUGCUGCAG::: .::::. ::::::::. CUGAGGCAUUCUCAAGAUUUGTranslation pacid=37172125 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1
239 259 GGAAUCUUGAUGAUGCUGCAG::: .::::. ::::::::. CUGAGGCAUUCUCAAGAUUUGTranslation pacid=37172125 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1

2329 2350 UGGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. :CUGCUGUUUCAUCAGGAUUUGACleavage pacid=37173607 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1
2296 2317 UGGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. :CUGCUGUUUCAUCAGGAUUUGACleavage pacid=37171617 locus=Phvul.006G106400 ID=Phvul.006G106400.1.v2.1 annot-version=v2.1
2135 2156 UGGAAUCUUGAUGAUGCUGCAG:::: :. ::::::.::::. :CUGCUGUUUCAUCAGGAUUUGACleavage pacid=37171618 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1

177 197 GGAAUCUUGAUGAUGCUGCAG.:::::.. .::::::: ::. UUGCAGUGGUAUCAAGAGUCUCleavage pacid=37172023 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1
177 197 GGAAUCUUGAUGAUGCUGCAG.:::::.. .::::::: ::. UUGCAGUGGUAUCAAGAGUCUCleavage pacid=37172023 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1
177 197 GGAAUCUUGAUGAUGCUGCAG.:::::.. .::::::: ::. UUGCAGUGGUAUCAAGAGUCUCleavage pacid=37172023 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1
177 197 GGAAUCUUGAUGAUGCUGCAG.:::::.. .::::::: ::. UUGCAGUGGUAUCAAGAGUCUCleavage pacid=37172023 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1
177 197 GGAAUCUUGAUGAUGCUGCAG.:::::.. .::::::: ::. UUGCAGUGGUAUCAAGAGUCUCleavage pacid=37172023 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1
177 197 GGAAUCUUGAUGAUGCUGCAG.:::::.. .::::::: ::. UUGCAGUGGUAUCAAGAGUCUCleavage pacid=37172023 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1
177 197 GGAAUCUUGAUGAUGCUGCAG.:::::.. .::::::: ::. UUGCAGUGGUAUCAAGAGUCUCleavage pacid=37172023 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1
177 197 GGAAUCUUGAUGAUGCUGCAG.:::::.. .::::::: ::. UUGCAGUGGUAUCAAGAGUCUCleavage pacid=37172023 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1
177 197 GGAAUCUUGAUGAUGCUGCAG.:::::.. .::::::: ::. UUGCAGUGGUAUCAAGAGUCUCleavage pacid=37172023 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1
177 197 GGAAUCUUGAUGAUGCUGCAG.:::::.. .::::::: ::. UUGCAGUGGUAUCAAGAGUCUCleavage pacid=37172023 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1
174 197 GGAAUCUUGAUGAUGCUGCAGCAG ::.:::::.. .::::::: ::.GUGUUGCAGUGGUAUCAAGAGUCUCleavage pacid=37172023 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1
101 121 GGAAUCUUGAUGAUGCUGCAG:: .:::::: :::: ::::. CUCUAGCAUCUUCAAAAUUCUTranslation pacid=37173109 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1
101 121 GGAAUCUUGAUGAUGCUGCAG:: .:::::: :::: ::::. CUCUAGCAUCUUCAAAAUUCUTranslation pacid=37173109 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1
101 121 GGAAUCUUGAUGAUGCUGCAG:: .:::::: :::: ::::. CUCUAGCAUCUUCAAAAUUCUTranslation pacid=37173109 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1
101 121 GGAAUCUUGAUGAUGCUGCAG:: .:::::: :::: ::::. CUCUAGCAUCUUCAAAAUUCUTranslation pacid=37173109 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1
101 121 GGAAUCUUGAUGAUGCUGCAG:: .:::::: :::: ::::. CUCUAGCAUCUUCAAAAUUCUTranslation pacid=37173109 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1
101 121 GGAAUCUUGAUGAUGCUGCAG:: .:::::: :::: ::::. CUCUAGCAUCUUCAAAAUUCUTranslation pacid=37173109 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1
101 121 GGAAUCUUGAUGAUGCUGCAG:: .:::::: :::: ::::. CUCUAGCAUCUUCAAAAUUCUTranslation pacid=37173109 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1
101 121 GGAAUCUUGAUGAUGCUGCAG:: .:::::: :::: ::::. CUCUAGCAUCUUCAAAAUUCUTranslation pacid=37173109 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1
101 121 GGAAUCUUGAUGAUGCUGCAG:: .:::::: :::: ::::. CUCUAGCAUCUUCAAAAUUCUTranslation pacid=37173109 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1
101 121 GGAAUCUUGAUGAUGCUGCAG:: .:::::: :::: ::::. CUCUAGCAUCUUCAAAAUUCUTranslation pacid=37173109 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1
308 329 UGGAAUCUUGAUGAUGCUGCAG::::: : ::::::::. ::..CUGCACCCUCAUCAAGGAUCUGCleavage pacid=37171733 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1

41 61 GGAAUCUUGAUGAUGCUGCAG:: ..::::.:::.::: ::. CUCUGGCAUUAUCGAGAGUCUCleavage pacid=37166454 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1
41 61 GGAAUCUUGAUGAUGCUGCAG:: ..::::.:::.::: ::. CUCUGGCAUUAUCGAGAGUCUCleavage pacid=37166454 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1
41 61 GGAAUCUUGAUGAUGCUGCAG:: ..::::.:::.::: ::. CUCUGGCAUUAUCGAGAGUCUCleavage pacid=37166454 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1
41 61 GGAAUCUUGAUGAUGCUGCAG:: ..::::.:::.::: ::. CUCUGGCAUUAUCGAGAGUCUCleavage pacid=37166454 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1
41 61 GGAAUCUUGAUGAUGCUGCAG:: ..::::.:::.::: ::. CUCUGGCAUUAUCGAGAGUCUCleavage pacid=37166454 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1
41 61 GGAAUCUUGAUGAUGCUGCAG:: ..::::.:::.::: ::. CUCUGGCAUUAUCGAGAGUCUCleavage pacid=37166454 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1
41 61 GGAAUCUUGAUGAUGCUGCAG:: ..::::.:::.::: ::. CUCUGGCAUUAUCGAGAGUCUCleavage pacid=37166454 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1
41 61 GGAAUCUUGAUGAUGCUGCAG:: ..::::.:::.::: ::. CUCUGGCAUUAUCGAGAGUCUCleavage pacid=37166454 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1
41 61 GGAAUCUUGAUGAUGCUGCAG:: ..::::.:::.::: ::. CUCUGGCAUUAUCGAGAGUCUCleavage pacid=37166454 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1
41 61 GGAAUCUUGAUGAUGCUGCAG:: ..::::.:::.::: ::. CUCUGGCAUUAUCGAGAGUCUCleavage pacid=37166454 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1

764 784 GGAAUCUUGAUGAUGCUGCAG.::::::::.::. : .::.: UUGCAGCAUUAUUCAUGUUUCCleavage pacid=37167381 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1
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764 784 GGAAUCUUGAUGAUGCUGCAG.::::::::.::. : .::.: UUGCAGCAUUAUUCAUGUUUCCleavage pacid=37167381 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG.::::::::.::. : .::.: UUGCAGCAUUAUUCAUGUUUCCleavage pacid=37167381 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG.::::::::.::. : .::.: UUGCAGCAUUAUUCAUGUUUCCleavage pacid=37167381 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG.::::::::.::. : .::.: UUGCAGCAUUAUUCAUGUUUCCleavage pacid=37167381 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG.::::::::.::. : .::.: UUGCAGCAUUAUUCAUGUUUCCleavage pacid=37167381 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG.::::::::.::. : .::.: UUGCAGCAUUAUUCAUGUUUCCleavage pacid=37167381 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG.::::::::.::. : .::.: UUGCAGCAUUAUUCAUGUUUCCleavage pacid=37167381 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG.::::::::.::. : .::.: UUGCAGCAUUAUUCAUGUUUCCleavage pacid=37167381 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1
764 784 GGAAUCUUGAUGAUGCUGCAG.::::::::.::. : .::.: UUGCAGCAUUAUUCAUGUUUCCleavage pacid=37167381 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1

1518 1539 UGGAAUCUUGAUGAUGCUGCAG.:::::.: :::... .:::::UUGCAGUACCAUUGGUGUUCCACleavage pacid=37165077 locus=Phvul.007G252700 ID=Phvul.007G252700.1.v2.1 annot-version=v2.1
2961 2984 GGAAUCUUGAUGAUGCUGCAGCAG    :::::::::.::..: : :.UUUAUGCAGCAUCGUCGGGCUACUCleavage pacid=37158156 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1
2964 2985 UGGAAUCUUGAUGAUGCUGCAG :::::::::.::..: : :.:AUGCAGCAUCGUCGGGCUACUACleavage pacid=37158156 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1
1687 1707 GGAAUCUUGAUGAUGCUGCAG:::..: : ::::::::::. CUGUGGGAACAUCAAGAUUUGCleavage pacid=37159608 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1
1687 1707 GGAAUCUUGAUGAUGCUGCAG:::..: : ::::::::::. CUGUGGGAACAUCAAGAUUUGCleavage pacid=37159608 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1
1687 1707 GGAAUCUUGAUGAUGCUGCAG:::..: : ::::::::::. CUGUGGGAACAUCAAGAUUUGCleavage pacid=37159608 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1
1687 1707 GGAAUCUUGAUGAUGCUGCAG:::..: : ::::::::::. CUGUGGGAACAUCAAGAUUUGCleavage pacid=37159608 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1
1687 1707 GGAAUCUUGAUGAUGCUGCAG:::..: : ::::::::::. CUGUGGGAACAUCAAGAUUUGCleavage pacid=37159608 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1
1687 1707 GGAAUCUUGAUGAUGCUGCAG:::..: : ::::::::::. CUGUGGGAACAUCAAGAUUUGCleavage pacid=37159608 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1
1687 1707 GGAAUCUUGAUGAUGCUGCAG:::..: : ::::::::::. CUGUGGGAACAUCAAGAUUUGCleavage pacid=37159608 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1
1687 1707 GGAAUCUUGAUGAUGCUGCAG:::..: : ::::::::::. CUGUGGGAACAUCAAGAUUUGCleavage pacid=37159608 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1
1687 1707 GGAAUCUUGAUGAUGCUGCAG:::..: : ::::::::::. CUGUGGGAACAUCAAGAUUUGCleavage pacid=37159608 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1
1687 1707 GGAAUCUUGAUGAUGCUGCAG:::..: : ::::::::::. CUGUGGGAACAUCAAGAUUUGCleavage pacid=37159608 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1
1687 1708 UGGAAUCUUGAUGAUGCUGCAG:::..: : ::::::::::. :CUGUGGGAACAUCAAGAUUUGACleavage pacid=37159608 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1

230 251 UGGAAUCUUGAUGAUGCUGCAG:::::: :::  ::::::::: CUGCAGAAUCUCCAAGAUUCCCTranslation pacid=37157729 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1
20 41 UGGAAUCUUGAUGAUGCUGCAG:::::::: : :::::.::.. CUGCAGCAACUUCAAGGUUUUUCleavage pacid=37157648 locus=Phvul.008G093200 ID=Phvul.008G093200.1.v2.1 annot-version=v2.1

203 223 GGAAUCUUGAUGAUGCUGCAG::::: ::::::.:  ::::. CUGCAACAUCAUUACCAUUCUCleavage pacid=37161017 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1
203 223 GGAAUCUUGAUGAUGCUGCAG::::: ::::::.:  ::::. CUGCAACAUCAUUACCAUUCUCleavage pacid=37161017 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1
203 223 GGAAUCUUGAUGAUGCUGCAG::::: ::::::.:  ::::. CUGCAACAUCAUUACCAUUCUCleavage pacid=37161017 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1
203 223 GGAAUCUUGAUGAUGCUGCAG::::: ::::::.:  ::::. CUGCAACAUCAUUACCAUUCUCleavage pacid=37161017 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1
203 223 GGAAUCUUGAUGAUGCUGCAG::::: ::::::.:  ::::. CUGCAACAUCAUUACCAUUCUCleavage pacid=37161017 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1
203 223 GGAAUCUUGAUGAUGCUGCAG::::: ::::::.:  ::::. CUGCAACAUCAUUACCAUUCUCleavage pacid=37161017 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1
203 223 GGAAUCUUGAUGAUGCUGCAG::::: ::::::.:  ::::. CUGCAACAUCAUUACCAUUCUCleavage pacid=37161017 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1
203 223 GGAAUCUUGAUGAUGCUGCAG::::: ::::::.:  ::::. CUGCAACAUCAUUACCAUUCUCleavage pacid=37161017 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1
203 223 GGAAUCUUGAUGAUGCUGCAG::::: ::::::.:  ::::. CUGCAACAUCAUUACCAUUCUCleavage pacid=37161017 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1
203 223 GGAAUCUUGAUGAUGCUGCAG::::: ::::::.:  ::::. CUGCAACAUCAUUACCAUUCUCleavage pacid=37161017 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1
471 493 GGAAUCUUGAUGAUGCUGCAGCAG.:::::::: ::.::. ::::::.UUGCUGCAG-AUUAUUCAGAUUCUCleavage pacid=37158415 locus=Phvul.008G199500 ID=Phvul.008G199500.1.v2.1 annot-version=v2.1
474 494 UGGAAUCUUGAUGAUGCUGCAG:::::: ::.::. ::::::.:CUGCAG-AUUAUUCAGAUUCUACleavage pacid=37158415 locus=Phvul.008G199500 ID=Phvul.008G199500.1.v2.1 annot-version=v2.1
163 186 GGAAUCUUGAUGAUGCUGCAGCAG:::: ::: .:::::::: :: :.CUGCAGCAAUAUCAUCAAAAUGCUCleavage pacid=37161314 locus=Phvul.008G257400 ID=Phvul.008G257400.1.v2.1 annot-version=v2.1

1986 2007 GGAAU-CUUGAUGAUGCUGCAG.::: :::::::..:: :::::UUGCUGCAUCAUUGAGCAUUCCCleavage pacid=37149812 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1
1986 2007 GGAAU-CUUGAUGAUGCUGCAG.::: :::::::..:: :::::UUGCUGCAUCAUUGAGCAUUCCCleavage pacid=37149812 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1
1986 2007 GGAAU-CUUGAUGAUGCUGCAG.::: :::::::..:: :::::UUGCUGCAUCAUUGAGCAUUCCCleavage pacid=37149812 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1
1986 2007 GGAAU-CUUGAUGAUGCUGCAG.::: :::::::..:: :::::UUGCUGCAUCAUUGAGCAUUCCCleavage pacid=37149812 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1
1986 2007 GGAAU-CUUGAUGAUGCUGCAG.::: :::::::..:: :::::UUGCUGCAUCAUUGAGCAUUCCCleavage pacid=37149812 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1
1986 2007 GGAAU-CUUGAUGAUGCUGCAG.::: :::::::..:: :::::UUGCUGCAUCAUUGAGCAUUCCCleavage pacid=37149812 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1
1986 2007 GGAAU-CUUGAUGAUGCUGCAG.::: :::::::..:: :::::UUGCUGCAUCAUUGAGCAUUCCCleavage pacid=37149812 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1
1986 2007 GGAAU-CUUGAUGAUGCUGCAG.::: :::::::..:: :::::UUGCUGCAUCAUUGAGCAUUCCCleavage pacid=37149812 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1
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1986 2007 GGAAU-CUUGAUGAUGCUGCAG.::: :::::::..:: :::::UUGCUGCAUCAUUGAGCAUUCCCleavage pacid=37149812 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1
1986 2007 GGAAU-CUUGAUGAUGCUGCAG.::: :::::::..:: :::::UUGCUGCAUCAUUGAGCAUUCCCleavage pacid=37149812 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1
1986 2008 UGGAAU-CUUGAUGAUGCUGCAG.::: :::::::..:: ::::::UUGCUGCAUCAUUGAGCAUUCCACleavage pacid=37149812 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1
3055 3078 GGAAUCUUGAUGAUGCUGCAGCAG.:: ::::  ::.:::::::::  UUGAUGCAAGAUUAUCAAGAUUGGCleavage pacid=37142466 locus=Phvul.010G053600 ID=Phvul.010G053600.1.v2.1 annot-version=v2.1
1147 1167 GGAAUCUUGAUGAUGCUGCAG:::: ::::.:::. :.::: CUGCUGCAUUAUCGUGGUUCGCleavage pacid=37156081 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1
1147 1167 GGAAUCUUGAUGAUGCUGCAG:::: ::::.:::. :.::: CUGCUGCAUUAUCGUGGUUCGCleavage pacid=37156081 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1
1147 1167 GGAAUCUUGAUGAUGCUGCAG:::: ::::.:::. :.::: CUGCUGCAUUAUCGUGGUUCGCleavage pacid=37156081 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1
1147 1167 GGAAUCUUGAUGAUGCUGCAG:::: ::::.:::. :.::: CUGCUGCAUUAUCGUGGUUCGCleavage pacid=37156081 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1
1147 1167 GGAAUCUUGAUGAUGCUGCAG:::: ::::.:::. :.::: CUGCUGCAUUAUCGUGGUUCGCleavage pacid=37156081 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1
1147 1167 GGAAUCUUGAUGAUGCUGCAG:::: ::::.:::. :.::: CUGCUGCAUUAUCGUGGUUCGCleavage pacid=37156081 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1
1147 1167 GGAAUCUUGAUGAUGCUGCAG:::: ::::.:::. :.::: CUGCUGCAUUAUCGUGGUUCGCleavage pacid=37156081 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1
1147 1167 GGAAUCUUGAUGAUGCUGCAG:::: ::::.:::. :.::: CUGCUGCAUUAUCGUGGUUCGCleavage pacid=37156081 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1
1147 1167 GGAAUCUUGAUGAUGCUGCAG:::: ::::.:::. :.::: CUGCUGCAUUAUCGUGGUUCGCleavage pacid=37156081 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1
1147 1167 GGAAUCUUGAUGAUGCUGCAG:::: ::::.:::. :.::: CUGCUGCAUUAUCGUGGUUCGCleavage pacid=37156081 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1
2140 2162 UGGAAUCUUGAUGAU-GCUGCAG:: .::: :::::::::. :.::CUAUAGCUAUCAUCAAGGAUUCACleavage pacid=37155958 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1
1941 1962 UGGAAUCUUGAUGAUGCUGCAG ::.: : ::::::::::::  AUGUACCUUCAUCAAGAUUCACCleavage pacid=37156823 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1075 1095 GGAAUCUUGAUGAUGCUGCAG   .::.: ::: :::::::: GGUUAGUAACAUGAAGAUUCCCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
1072 1095 GGAAUCUUGAUGAUGCUGCAGCAG      .::.: ::: ::::::::UAAGGUUAGUAACAUGAAGAUUCCCleavage pacid=37156554 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1
1072 1095 GGAAUCUUGAUGAUGCUGCAGCAG      .::.: ::: ::::::::UAAGGUUAGUAACAUGAAGAUUCCCleavage pacid=37156552 locus=Phvul.011G152100 ID=Phvul.011G152100.1.v2.1 annot-version=v2.1
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Multiplicity Target_Acc. ID locusName Pfam Panther
1 Phvul.001G174400.1 Phvul.001G174400 Phvul.001G174400PF00847 PTHR32467,PTHR32467:SF28
1 Phvul.001G174400.1 Phvul.001G174400 Phvul.001G174400PF00847 PTHR32467,PTHR32467:SF28
1 Phvul.001G174400.1 Phvul.001G174400 Phvul.001G174400PF00847 PTHR32467,PTHR32467:SF28
1 Phvul.001G174400.1 Phvul.001G174400 Phvul.001G174400PF00847 PTHR32467,PTHR32467:SF28
1 Phvul.001G174400.1 Phvul.001G174400 Phvul.001G174400PF00847 PTHR32467,PTHR32467:SF28
1 Phvul.001G174400.1 Phvul.001G174400 Phvul.001G174400PF00847 PTHR32467,PTHR32467:SF28
1 Phvul.001G174400.1 Phvul.001G174400 Phvul.001G174400PF00847 PTHR32467,PTHR32467:SF28
1 Phvul.001G174400.1 Phvul.001G174400 Phvul.001G174400PF00847 PTHR32467,PTHR32467:SF28
1 Phvul.001G174400.1 Phvul.001G174400 Phvul.001G174400PF00847 PTHR32467,PTHR32467:SF28
1 Phvul.001G174400.1 Phvul.001G174400 Phvul.001G174400PF00847 PTHR32467,PTHR32467:SF28
1 Phvul.001G174400.1 Phvul.001G174400 Phvul.001G174400PF00847 PTHR32467,PTHR32467:SF28
1 Phvul.002G016900.1 Phvul.002G016900 Phvul.002G016900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.002G016900.1 Phvul.002G016900 Phvul.002G016900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.002G016900.1 Phvul.002G016900 Phvul.002G016900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.002G016900.1 Phvul.002G016900 Phvul.002G016900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.002G016900.1 Phvul.002G016900 Phvul.002G016900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.002G016900.1 Phvul.002G016900 Phvul.002G016900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.002G016900.1 Phvul.002G016900 Phvul.002G016900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.002G016900.1 Phvul.002G016900 Phvul.002G016900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.002G016900.1 Phvul.002G016900 Phvul.002G016900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.002G016900.1 Phvul.002G016900 Phvul.002G016900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.002G016900.1 Phvul.002G016900 Phvul.002G016900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.003G241900.1 Phvul.003G241900 Phvul.003G241900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.003G241900.1 Phvul.003G241900 Phvul.003G241900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.003G241900.1 Phvul.003G241900 Phvul.003G241900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.003G241900.1 Phvul.003G241900 Phvul.003G241900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.003G241900.1 Phvul.003G241900 Phvul.003G241900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.003G241900.1 Phvul.003G241900 Phvul.003G241900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.003G241900.1 Phvul.003G241900 Phvul.003G241900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.003G241900.1 Phvul.003G241900 Phvul.003G241900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.003G241900.1 Phvul.003G241900 Phvul.003G241900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.003G241900.1 Phvul.003G241900 Phvul.003G241900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.003G241900.1 Phvul.003G241900 Phvul.003G241900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.011G071100.2 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.1 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.2 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.1 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.2 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.1 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.2 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.1 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.2 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.1 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.2 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.1 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
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Do not distribute

1 Phvul.011G071100.2 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.1 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.2 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.1 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.2 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.1 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.2 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.1 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.2 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.1 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.001G174400.1 Phvul.001G174400 Phvul.001G174400PF00847 PTHR32467,PTHR32467:SF28
1 Phvul.002G016900.1 Phvul.002G016900 Phvul.002G016900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.003G241900.1 Phvul.003G241900 Phvul.003G241900PF00847 PTHR32467,PTHR32467:SF18
1 Phvul.005G132300.2 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.1 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.2 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.1 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.2 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.1 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.2 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.1 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.2 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.1 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.2 Phvul.005G132300 Phvul.005G132300 0 0
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Do not distribute

1 Phvul.005G132300.1 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.2 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.1 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.2 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.1 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.2 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.1 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.2 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.1 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.2 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.1 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.007G240200.1 Phvul.007G240200 Phvul.007G240200PF00847 PTHR32467,PTHR32467:SF15
1 Phvul.007G240200.1 Phvul.007G240200 Phvul.007G240200PF00847 PTHR32467,PTHR32467:SF15
1 Phvul.007G240200.1 Phvul.007G240200 Phvul.007G240200PF00847 PTHR32467,PTHR32467:SF15
1 Phvul.007G240200.1 Phvul.007G240200 Phvul.007G240200PF00847 PTHR32467,PTHR32467:SF15
1 Phvul.007G240200.1 Phvul.007G240200 Phvul.007G240200PF00847 PTHR32467,PTHR32467:SF15
1 Phvul.007G240200.1 Phvul.007G240200 Phvul.007G240200PF00847 PTHR32467,PTHR32467:SF15
1 Phvul.007G240200.1 Phvul.007G240200 Phvul.007G240200PF00847 PTHR32467,PTHR32467:SF15
1 Phvul.007G240200.1 Phvul.007G240200 Phvul.007G240200PF00847 PTHR32467,PTHR32467:SF15
1 Phvul.007G240200.1 Phvul.007G240200 Phvul.007G240200PF00847 PTHR32467,PTHR32467:SF15
1 Phvul.007G240200.1 Phvul.007G240200 Phvul.007G240200PF00847 PTHR32467,PTHR32467:SF15
1 Phvul.007G240200.1 Phvul.007G240200 Phvul.007G240200PF00847 PTHR32467,PTHR32467:SF15
1 Phvul.011G082801.1 Phvul.011G082801 Phvul.011G082801 0 0
1 Phvul.011G082801.1 Phvul.011G082801 Phvul.011G082801 0 0
1 Phvul.011G082801.1 Phvul.011G082801 Phvul.011G082801 0 0
1 Phvul.011G082801.1 Phvul.011G082801 Phvul.011G082801 0 0
1 Phvul.011G082801.1 Phvul.011G082801 Phvul.011G082801 0 0
1 Phvul.011G082801.1 Phvul.011G082801 Phvul.011G082801 0 0
1 Phvul.011G082801.1 Phvul.011G082801 Phvul.011G082801 0 0
1 Phvul.011G082801.1 Phvul.011G082801 Phvul.011G082801 0 0
1 Phvul.011G082801.1 Phvul.011G082801 Phvul.011G082801 0 0
1 Phvul.011G082801.1 Phvul.011G082801 Phvul.011G082801 0 0
1 Phvul.011G082801.1 Phvul.011G082801 Phvul.011G082801 0 0
1 Phvul.001G233200.2 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.1 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.2 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.1 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.2 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.1 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.2 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.1 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.2 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.1 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.2 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.1 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.2 Phvul.001G233200 Phvul.001G233200 0 0
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Do not distribute

1 Phvul.001G233200.1 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.2 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.1 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.2 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.1 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.2 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.1 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.2 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.001G233200.1 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.011G071100.2 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.011G071100.1 Phvul.011G071100 Phvul.011G071100PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.2 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.L000308.1 Phvul.L000308 Phvul.L000308PF00847 PTHR32467,PTHR32467:SF29
1 Phvul.003G111500.1 Phvul.003G111500 Phvul.003G111500PF06351 PTHR31843,PTHR31843:SF1
1 Phvul.005G118700.1 Phvul.005G118700 Phvul.005G118700PF07646,PF13418,PF00149PTHR11668,PTHR11668:SF243
1 Phvul.008G058700.2 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.1 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.011G150100.1 Phvul.011G150100 Phvul.011G150100PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF9
1 Phvul.001G033700.1 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.2 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.1 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.2 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.1 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.2 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.1 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.2 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.1 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.2 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.1 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.2 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.1 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.2 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.1 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.2 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.1 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.2 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.1 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.2 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.1 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.2 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G172501.1 Phvul.001G172501 Phvul.001G172501 0 0
1 Phvul.001G172501.1 Phvul.001G172501 Phvul.001G172501 0 0
1 Phvul.001G172501.1 Phvul.001G172501 Phvul.001G172501 0 0
1 Phvul.001G172501.1 Phvul.001G172501 Phvul.001G172501 0 0
1 Phvul.001G172501.1 Phvul.001G172501 Phvul.001G172501 0 0
1 Phvul.001G172501.1 Phvul.001G172501 Phvul.001G172501 0 0
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Do not distribute

1 Phvul.001G172501.1 Phvul.001G172501 Phvul.001G172501 0 0
1 Phvul.001G172501.1 Phvul.001G172501 Phvul.001G172501 0 0
1 Phvul.001G172501.1 Phvul.001G172501 Phvul.001G172501 0 0
1 Phvul.001G172501.1 Phvul.001G172501 Phvul.001G172501 0 0
1 Phvul.001G172501.1 Phvul.001G172501 Phvul.001G172501 0 0
1 Phvul.001G172501.1 Phvul.001G172501 Phvul.001G172501 0 0
1 Phvul.001G212400.1 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.2 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.002G012700.1 Phvul.002G012700 Phvul.002G012700PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.002G012700.1 Phvul.002G012700 Phvul.002G012700PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.002G012700.1 Phvul.002G012700 Phvul.002G012700PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.002G012700.1 Phvul.002G012700 Phvul.002G012700PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.002G012700.1 Phvul.002G012700 Phvul.002G012700PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.002G012700.1 Phvul.002G012700 Phvul.002G012700PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.002G012700.1 Phvul.002G012700 Phvul.002G012700PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.002G012700.1 Phvul.002G012700 Phvul.002G012700PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.002G012700.1 Phvul.002G012700 Phvul.002G012700PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.002G012700.1 Phvul.002G012700 Phvul.002G012700PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.002G197200.1 Phvul.002G197200 Phvul.002G197200PF07779 PTHR13533,PTHR13533:SF11
1 Phvul.002G218300.1 Phvul.002G218300 Phvul.002G218300PF02679 0
1 Phvul.002G330500.2 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.1 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.003G262400.1 Phvul.003G262400 Phvul.003G262400PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262500.1 Phvul.003G262500 Phvul.003G262500PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.005G030900.1 Phvul.005G030900 Phvul.005G030900PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.005G030900.1 Phvul.005G030900 Phvul.005G030900PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.005G030900.1 Phvul.005G030900 Phvul.005G030900PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.005G030900.1 Phvul.005G030900 Phvul.005G030900PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.005G030900.1 Phvul.005G030900 Phvul.005G030900PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.005G030900.1 Phvul.005G030900 Phvul.005G030900PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.005G030900.1 Phvul.005G030900 Phvul.005G030900PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.005G030900.1 Phvul.005G030900 Phvul.005G030900PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.005G030900.1 Phvul.005G030900 Phvul.005G030900PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.005G030900.1 Phvul.005G030900 Phvul.005G030900PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.005G030900.1 Phvul.005G030900 Phvul.005G030900PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.005G030900.1 Phvul.005G030900 Phvul.005G030900PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.005G088700.3 Phvul.005G088700 Phvul.005G088700PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G088700.2 Phvul.005G088700 Phvul.005G088700PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G088700.1 Phvul.005G088700 Phvul.005G088700PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G088800.1 Phvul.005G088800 Phvul.005G088800PF11883,PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G131000.1 Phvul.005G131000 Phvul.005G131000PF00450 PTHR11802,PTHR11802:SF95
1 Phvul.005G131000.1 Phvul.005G131000 Phvul.005G131000PF00450 PTHR11802,PTHR11802:SF95
1 Phvul.005G131000.1 Phvul.005G131000 Phvul.005G131000PF00450 PTHR11802,PTHR11802:SF95
1 Phvul.005G131000.1 Phvul.005G131000 Phvul.005G131000PF00450 PTHR11802,PTHR11802:SF95
1 Phvul.005G131000.1 Phvul.005G131000 Phvul.005G131000PF00450 PTHR11802,PTHR11802:SF95
1 Phvul.005G131000.1 Phvul.005G131000 Phvul.005G131000PF00450 PTHR11802,PTHR11802:SF95
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Do not distribute

1 Phvul.005G131000.1 Phvul.005G131000 Phvul.005G131000PF00450 PTHR11802,PTHR11802:SF95
1 Phvul.005G131000.1 Phvul.005G131000 Phvul.005G131000PF00450 PTHR11802,PTHR11802:SF95
1 Phvul.005G131000.1 Phvul.005G131000 Phvul.005G131000PF00450 PTHR11802,PTHR11802:SF95
1 Phvul.005G131000.1 Phvul.005G131000 Phvul.005G131000PF00450 PTHR11802,PTHR11802:SF95
1 Phvul.005G131000.1 Phvul.005G131000 Phvul.005G131000PF00450 PTHR11802,PTHR11802:SF95
1 Phvul.005G131000.1 Phvul.005G131000 Phvul.005G131000PF00450 PTHR11802,PTHR11802:SF95
1 Phvul.005G132300.2 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.005G132300.1 Phvul.005G132300 Phvul.005G132300 0 0
1 Phvul.006G137900.1 Phvul.006G137900 Phvul.006G137900PF08449 PTHR11132,PTHR11132:SF104
1 Phvul.006G137900.1 Phvul.006G137900 Phvul.006G137900PF08449 PTHR11132,PTHR11132:SF104
1 Phvul.006G137900.1 Phvul.006G137900 Phvul.006G137900PF08449 PTHR11132,PTHR11132:SF104
1 Phvul.006G137900.1 Phvul.006G137900 Phvul.006G137900PF08449 PTHR11132,PTHR11132:SF104
1 Phvul.006G137900.1 Phvul.006G137900 Phvul.006G137900PF08449 PTHR11132,PTHR11132:SF104
1 Phvul.006G137900.1 Phvul.006G137900 Phvul.006G137900PF08449 PTHR11132,PTHR11132:SF104
1 Phvul.006G137900.1 Phvul.006G137900 Phvul.006G137900PF08449 PTHR11132,PTHR11132:SF104
1 Phvul.006G137900.1 Phvul.006G137900 Phvul.006G137900PF08449 PTHR11132,PTHR11132:SF104
1 Phvul.006G137900.1 Phvul.006G137900 Phvul.006G137900PF08449 PTHR11132,PTHR11132:SF104
1 Phvul.006G137900.1 Phvul.006G137900 Phvul.006G137900PF08449 PTHR11132,PTHR11132:SF104
1 Phvul.006G137900.1 Phvul.006G137900 Phvul.006G137900PF08449 PTHR11132,PTHR11132:SF104
1 Phvul.007G240200.1 Phvul.007G240200 Phvul.007G240200PF00847 PTHR32467,PTHR32467:SF15
1 Phvul.008G033900.2 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.3 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.1 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.2 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.3 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.1 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.2 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.3 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.1 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.2 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.3 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.1 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.2 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.3 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.1 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.2 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.3 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.1 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.2 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.3 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.1 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.2 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.3 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.1 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.2 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.3 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
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Do not distribute

1 Phvul.008G033900.1 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.2 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.3 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.1 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.2 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.3 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.1 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.2 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.3 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.008G033900.1 Phvul.008G033900 Phvul.008G033900 0 PTHR13890,PTHR13890:SF4
1 Phvul.009G130700.1 Phvul.009G130700 Phvul.009G130700PF00651 PTHR24413,PTHR24413:SF131
1 Phvul.009G130700.1 Phvul.009G130700 Phvul.009G130700PF00651 PTHR24413,PTHR24413:SF131
1 Phvul.009G130700.1 Phvul.009G130700 Phvul.009G130700PF00651 PTHR24413,PTHR24413:SF131
1 Phvul.009G130700.1 Phvul.009G130700 Phvul.009G130700PF00651 PTHR24413,PTHR24413:SF131
1 Phvul.009G130700.1 Phvul.009G130700 Phvul.009G130700PF00651 PTHR24413,PTHR24413:SF131
1 Phvul.009G130700.1 Phvul.009G130700 Phvul.009G130700PF00651 PTHR24413,PTHR24413:SF131
1 Phvul.009G130700.1 Phvul.009G130700 Phvul.009G130700PF00651 PTHR24413,PTHR24413:SF131
1 Phvul.009G130700.1 Phvul.009G130700 Phvul.009G130700PF00651 PTHR24413,PTHR24413:SF131
1 Phvul.009G130700.1 Phvul.009G130700 Phvul.009G130700PF00651 PTHR24413,PTHR24413:SF131
1 Phvul.009G130700.1 Phvul.009G130700 Phvul.009G130700PF00651 PTHR24413,PTHR24413:SF131
1 Phvul.009G130700.1 Phvul.009G130700 Phvul.009G130700PF00651 PTHR24413,PTHR24413:SF131
1 Phvul.009G249300.1 Phvul.009G249300 Phvul.009G249300PF13041,PF14432,PF01535PTHR24015,PTHR24015:SF639
2 Phvul.011G082801.1 Phvul.011G082801 Phvul.011G082801 0 0
1 Phvul.011G150950.1 Phvul.011G150950 Phvul.011G150950PF11883,PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF67
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.3 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.2 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.1 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152400.1 Phvul.011G152400 Phvul.011G152400PF11883,PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G168400.2 Phvul.011G168400 Phvul.011G168400PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.001G033700.1 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G033700.2 Phvul.001G033700 Phvul.001G033700PF10258 PTHR13135
1 Phvul.001G187200.1 Phvul.001G187200 Phvul.001G187200PF03140 PTHR31549,PTHR31549:SF6
1 Phvul.001G187200.1 Phvul.001G187200 Phvul.001G187200PF03140 PTHR31549,PTHR31549:SF6
1 Phvul.001G187200.1 Phvul.001G187200 Phvul.001G187200PF03140 PTHR31549,PTHR31549:SF6
1 Phvul.001G187200.1 Phvul.001G187200 Phvul.001G187200PF03140 PTHR31549,PTHR31549:SF6
1 Phvul.001G187200.1 Phvul.001G187200 Phvul.001G187200PF03140 PTHR31549,PTHR31549:SF6
1 Phvul.001G187200.1 Phvul.001G187200 Phvul.001G187200PF03140 PTHR31549,PTHR31549:SF6
1 Phvul.001G187200.1 Phvul.001G187200 Phvul.001G187200PF03140 PTHR31549,PTHR31549:SF6
1 Phvul.001G187200.1 Phvul.001G187200 Phvul.001G187200PF03140 PTHR31549,PTHR31549:SF6
1 Phvul.001G187200.1 Phvul.001G187200 Phvul.001G187200PF03140 PTHR31549,PTHR31549:SF6
1 Phvul.001G187200.1 Phvul.001G187200 Phvul.001G187200PF03140 PTHR31549,PTHR31549:SF6
1 Phvul.001G187200.1 Phvul.001G187200 Phvul.001G187200PF03140 PTHR31549,PTHR31549:SF6
1 Phvul.001G187200.1 Phvul.001G187200 Phvul.001G187200PF03140 PTHR31549,PTHR31549:SF6
1 Phvul.001G233200.2 Phvul.001G233200 Phvul.001G233200 0 0
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Do not distribute

1 Phvul.001G233200.1 Phvul.001G233200 Phvul.001G233200 0 0
1 Phvul.002G012700.1 Phvul.002G012700 Phvul.002G012700PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.002G083700.1 Phvul.002G083700 Phvul.002G083700PF02536 PTHR13068,PTHR13068:SF36
1 Phvul.002G083700.1 Phvul.002G083700 Phvul.002G083700PF02536 PTHR13068,PTHR13068:SF36
1 Phvul.002G083700.1 Phvul.002G083700 Phvul.002G083700PF02536 PTHR13068,PTHR13068:SF36
1 Phvul.002G083700.1 Phvul.002G083700 Phvul.002G083700PF02536 PTHR13068,PTHR13068:SF36
1 Phvul.002G083700.1 Phvul.002G083700 Phvul.002G083700PF02536 PTHR13068,PTHR13068:SF36
1 Phvul.002G083700.1 Phvul.002G083700 Phvul.002G083700PF02536 PTHR13068,PTHR13068:SF36
1 Phvul.002G083700.1 Phvul.002G083700 Phvul.002G083700PF02536 PTHR13068,PTHR13068:SF36
1 Phvul.002G083700.1 Phvul.002G083700 Phvul.002G083700PF02536 PTHR13068,PTHR13068:SF36
1 Phvul.002G083700.1 Phvul.002G083700 Phvul.002G083700PF02536 PTHR13068,PTHR13068:SF36
1 Phvul.002G083700.1 Phvul.002G083700 Phvul.002G083700PF02536 PTHR13068,PTHR13068:SF36
1 Phvul.002G276700.3 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.2 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.1 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.3 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.2 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.1 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.3 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.2 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.1 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.3 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.2 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.1 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.3 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.2 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.1 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.3 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.2 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.1 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.3 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.2 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.1 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.3 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.2 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.1 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.3 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.2 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.1 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.3 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.2 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.1 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.3 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.2 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.1 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G313200.1 Phvul.002G313200 Phvul.002G313200PF13738 PTHR23023,PTHR23023:SF108
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Do not distribute

1 Phvul.002G313200.1 Phvul.002G313200 Phvul.002G313200PF13738 PTHR23023,PTHR23023:SF108
1 Phvul.002G313200.1 Phvul.002G313200 Phvul.002G313200PF13738 PTHR23023,PTHR23023:SF108
1 Phvul.002G313200.1 Phvul.002G313200 Phvul.002G313200PF13738 PTHR23023,PTHR23023:SF108
1 Phvul.002G313200.1 Phvul.002G313200 Phvul.002G313200PF13738 PTHR23023,PTHR23023:SF108
1 Phvul.002G313200.1 Phvul.002G313200 Phvul.002G313200PF13738 PTHR23023,PTHR23023:SF108
1 Phvul.002G313200.1 Phvul.002G313200 Phvul.002G313200PF13738 PTHR23023,PTHR23023:SF108
1 Phvul.002G313200.1 Phvul.002G313200 Phvul.002G313200PF13738 PTHR23023,PTHR23023:SF108
1 Phvul.002G313200.1 Phvul.002G313200 Phvul.002G313200PF13738 PTHR23023,PTHR23023:SF108
1 Phvul.002G313200.1 Phvul.002G313200 Phvul.002G313200PF13738 PTHR23023,PTHR23023:SF108
1 Phvul.003G053000.1 Phvul.003G053000 Phvul.003G053000PF02358,PF00982PTHR10788,PTHR10788:SF14
1 Phvul.003G053000.1 Phvul.003G053000 Phvul.003G053000PF02358,PF00982PTHR10788,PTHR10788:SF14
1 Phvul.003G053000.1 Phvul.003G053000 Phvul.003G053000PF02358,PF00982PTHR10788,PTHR10788:SF14
1 Phvul.003G053000.1 Phvul.003G053000 Phvul.003G053000PF02358,PF00982PTHR10788,PTHR10788:SF14
1 Phvul.003G053000.1 Phvul.003G053000 Phvul.003G053000PF02358,PF00982PTHR10788,PTHR10788:SF14
1 Phvul.003G053000.1 Phvul.003G053000 Phvul.003G053000PF02358,PF00982PTHR10788,PTHR10788:SF14
1 Phvul.003G053000.1 Phvul.003G053000 Phvul.003G053000PF02358,PF00982PTHR10788,PTHR10788:SF14
1 Phvul.003G053000.1 Phvul.003G053000 Phvul.003G053000PF02358,PF00982PTHR10788,PTHR10788:SF14
1 Phvul.003G053000.1 Phvul.003G053000 Phvul.003G053000PF02358,PF00982PTHR10788,PTHR10788:SF14
1 Phvul.003G053000.1 Phvul.003G053000 Phvul.003G053000PF02358,PF00982PTHR10788,PTHR10788:SF14
1 Phvul.003G053000.1 Phvul.003G053000 Phvul.003G053000PF02358,PF00982PTHR10788,PTHR10788:SF14
1 Phvul.003G119100.2 Phvul.003G119100 Phvul.003G119100PF00169,PF06101,PF12624,PF16910,PF16908PTHR16166,PTHR16166:SF93
1 Phvul.003G119100.2 Phvul.003G119100 Phvul.003G119100PF00169,PF06101,PF12624,PF16910,PF16908PTHR16166,PTHR16166:SF93
1 Phvul.003G119100.2 Phvul.003G119100 Phvul.003G119100PF00169,PF06101,PF12624,PF16910,PF16908PTHR16166,PTHR16166:SF93
1 Phvul.003G119100.2 Phvul.003G119100 Phvul.003G119100PF00169,PF06101,PF12624,PF16910,PF16908PTHR16166,PTHR16166:SF93
1 Phvul.003G119100.2 Phvul.003G119100 Phvul.003G119100PF00169,PF06101,PF12624,PF16910,PF16908PTHR16166,PTHR16166:SF93
1 Phvul.003G119100.2 Phvul.003G119100 Phvul.003G119100PF00169,PF06101,PF12624,PF16910,PF16908PTHR16166,PTHR16166:SF93
1 Phvul.003G119100.2 Phvul.003G119100 Phvul.003G119100PF00169,PF06101,PF12624,PF16910,PF16908PTHR16166,PTHR16166:SF93
1 Phvul.003G119100.2 Phvul.003G119100 Phvul.003G119100PF00169,PF06101,PF12624,PF16910,PF16908PTHR16166,PTHR16166:SF93
1 Phvul.003G119100.2 Phvul.003G119100 Phvul.003G119100PF00169,PF06101,PF12624,PF16910,PF16908PTHR16166,PTHR16166:SF93
1 Phvul.003G119100.2 Phvul.003G119100 Phvul.003G119100PF00169,PF06101,PF12624,PF16910,PF16908PTHR16166,PTHR16166:SF93
1 Phvul.003G119100.2 Phvul.003G119100 Phvul.003G119100PF00169,PF06101,PF12624,PF16910,PF16908PTHR16166,PTHR16166:SF93
1 Phvul.003G237100.1 Phvul.003G237100 Phvul.003G237100PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.003G237100.1 Phvul.003G237100 Phvul.003G237100PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.003G237100.1 Phvul.003G237100 Phvul.003G237100PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.003G237100.1 Phvul.003G237100 Phvul.003G237100PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.003G237100.1 Phvul.003G237100 Phvul.003G237100PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.003G237100.1 Phvul.003G237100 Phvul.003G237100PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.003G237100.1 Phvul.003G237100 Phvul.003G237100PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.003G237100.1 Phvul.003G237100 Phvul.003G237100PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.003G237100.1 Phvul.003G237100 Phvul.003G237100PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.003G237100.1 Phvul.003G237100 Phvul.003G237100PF07714 PTHR24054,PTHR24054:SF31
1 Phvul.003G262400.1 Phvul.003G262400 Phvul.003G262400PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262400.1 Phvul.003G262400 Phvul.003G262400PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262400.1 Phvul.003G262400 Phvul.003G262400PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262400.1 Phvul.003G262400 Phvul.003G262400PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262400.1 Phvul.003G262400 Phvul.003G262400PF02535 PTHR11040,PTHR11040:SF41
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Do not distribute

1 Phvul.003G262400.1 Phvul.003G262400 Phvul.003G262400PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262400.1 Phvul.003G262400 Phvul.003G262400PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262400.1 Phvul.003G262400 Phvul.003G262400PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262400.1 Phvul.003G262400 Phvul.003G262400PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262400.1 Phvul.003G262400 Phvul.003G262400PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262500.1 Phvul.003G262500 Phvul.003G262500PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262500.1 Phvul.003G262500 Phvul.003G262500PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262500.1 Phvul.003G262500 Phvul.003G262500PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262500.1 Phvul.003G262500 Phvul.003G262500PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262500.1 Phvul.003G262500 Phvul.003G262500PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262500.1 Phvul.003G262500 Phvul.003G262500PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262500.1 Phvul.003G262500 Phvul.003G262500PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262500.1 Phvul.003G262500 Phvul.003G262500PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262500.1 Phvul.003G262500 Phvul.003G262500PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.003G262500.1 Phvul.003G262500 Phvul.003G262500PF02535 PTHR11040,PTHR11040:SF41
1 Phvul.005G118700.1 Phvul.005G118700 Phvul.005G118700PF07646,PF13418,PF00149PTHR11668,PTHR11668:SF243
1 Phvul.005G118700.1 Phvul.005G118700 Phvul.005G118700PF07646,PF13418,PF00149PTHR11668,PTHR11668:SF243
1 Phvul.005G118700.1 Phvul.005G118700 Phvul.005G118700PF07646,PF13418,PF00149PTHR11668,PTHR11668:SF243
1 Phvul.005G118700.1 Phvul.005G118700 Phvul.005G118700PF07646,PF13418,PF00149PTHR11668,PTHR11668:SF243
1 Phvul.005G118700.1 Phvul.005G118700 Phvul.005G118700PF07646,PF13418,PF00149PTHR11668,PTHR11668:SF243
1 Phvul.005G118700.1 Phvul.005G118700 Phvul.005G118700PF07646,PF13418,PF00149PTHR11668,PTHR11668:SF243
1 Phvul.005G118700.1 Phvul.005G118700 Phvul.005G118700PF07646,PF13418,PF00149PTHR11668,PTHR11668:SF243
1 Phvul.005G118700.1 Phvul.005G118700 Phvul.005G118700PF07646,PF13418,PF00149PTHR11668,PTHR11668:SF243
1 Phvul.005G118700.1 Phvul.005G118700 Phvul.005G118700PF07646,PF13418,PF00149PTHR11668,PTHR11668:SF243
1 Phvul.005G118700.1 Phvul.005G118700 Phvul.005G118700PF07646,PF13418,PF00149PTHR11668,PTHR11668:SF243
1 Phvul.006G136700.3 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.1 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
1 Phvul.006G172200.1 Phvul.006G172200 Phvul.006G172200PF02469 PTHR32077,PTHR32077:SF7
1 Phvul.006G181200.1 Phvul.006G181200 Phvul.006G181200PF02362,PF06507PTHR31384,PTHR31384:SF5
1 Phvul.006G181200.1 Phvul.006G181200 Phvul.006G181200PF02362,PF06507PTHR31384,PTHR31384:SF5
1 Phvul.006G181200.1 Phvul.006G181200 Phvul.006G181200PF02362,PF06507PTHR31384,PTHR31384:SF5
1 Phvul.006G181200.1 Phvul.006G181200 Phvul.006G181200PF02362,PF06507PTHR31384,PTHR31384:SF5
1 Phvul.006G181200.1 Phvul.006G181200 Phvul.006G181200PF02362,PF06507PTHR31384,PTHR31384:SF5
1 Phvul.006G181200.1 Phvul.006G181200 Phvul.006G181200PF02362,PF06507PTHR31384,PTHR31384:SF5
1 Phvul.006G181200.1 Phvul.006G181200 Phvul.006G181200PF02362,PF06507PTHR31384,PTHR31384:SF5
1 Phvul.006G181200.1 Phvul.006G181200 Phvul.006G181200PF02362,PF06507PTHR31384,PTHR31384:SF5
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Do not distribute

1 Phvul.006G181200.1 Phvul.006G181200 Phvul.006G181200PF02362,PF06507PTHR31384,PTHR31384:SF5
1 Phvul.006G181200.1 Phvul.006G181200 Phvul.006G181200PF02362,PF06507PTHR31384,PTHR31384:SF5
1 Phvul.007G234200.1 Phvul.007G234200 Phvul.007G234200PF02485 PTHR31042,PTHR31042:SF4
1 Phvul.007G234200.1 Phvul.007G234200 Phvul.007G234200PF02485 PTHR31042,PTHR31042:SF4
1 Phvul.007G234200.1 Phvul.007G234200 Phvul.007G234200PF02485 PTHR31042,PTHR31042:SF4
1 Phvul.007G234200.1 Phvul.007G234200 Phvul.007G234200PF02485 PTHR31042,PTHR31042:SF4
1 Phvul.007G234200.1 Phvul.007G234200 Phvul.007G234200PF02485 PTHR31042,PTHR31042:SF4
1 Phvul.007G234200.1 Phvul.007G234200 Phvul.007G234200PF02485 PTHR31042,PTHR31042:SF4
1 Phvul.007G234200.1 Phvul.007G234200 Phvul.007G234200PF02485 PTHR31042,PTHR31042:SF4
1 Phvul.007G234200.1 Phvul.007G234200 Phvul.007G234200PF02485 PTHR31042,PTHR31042:SF4
1 Phvul.007G234200.1 Phvul.007G234200 Phvul.007G234200PF02485 PTHR31042,PTHR31042:SF4
1 Phvul.007G234200.1 Phvul.007G234200 Phvul.007G234200PF02485 PTHR31042,PTHR31042:SF4
1 Phvul.007G236400.1 Phvul.007G236400 Phvul.007G236400PF13857,PF11904PTHR12447
1 Phvul.007G236400.1 Phvul.007G236400 Phvul.007G236400PF13857,PF11904PTHR12447
1 Phvul.007G236400.1 Phvul.007G236400 Phvul.007G236400PF13857,PF11904PTHR12447
1 Phvul.007G236400.1 Phvul.007G236400 Phvul.007G236400PF13857,PF11904PTHR12447
1 Phvul.007G236400.1 Phvul.007G236400 Phvul.007G236400PF13857,PF11904PTHR12447
1 Phvul.007G236400.1 Phvul.007G236400 Phvul.007G236400PF13857,PF11904PTHR12447
1 Phvul.007G236400.1 Phvul.007G236400 Phvul.007G236400PF13857,PF11904PTHR12447
1 Phvul.007G236400.1 Phvul.007G236400 Phvul.007G236400PF13857,PF11904PTHR12447
1 Phvul.007G236400.1 Phvul.007G236400 Phvul.007G236400PF13857,PF11904PTHR12447
1 Phvul.007G236400.1 Phvul.007G236400 Phvul.007G236400PF13857,PF11904PTHR12447
1 Phvul.007G236400.1 Phvul.007G236400 Phvul.007G236400PF13857,PF11904PTHR12447
1 Phvul.007G236400.1 Phvul.007G236400 Phvul.007G236400PF13857,PF11904PTHR12447
1 Phvul.008G058700.2 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.1 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.2 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.1 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.2 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.1 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.2 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.1 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.2 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.1 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.2 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.1 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.2 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.1 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.2 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.1 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.2 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.1 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.2 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.1 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.2 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122
1 Phvul.008G058700.1 Phvul.008G058700 Phvul.008G058700PF01657,PF07714PTHR27002,PTHR27002:SF122

Page 1571 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.009G014600.2 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.1 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.2 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.1 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.2 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.1 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.2 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.1 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.2 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.1 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.2 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.1 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.2 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.1 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.2 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.1 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.2 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.1 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.2 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.1 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G117500.1 Phvul.009G117500 Phvul.009G117500PF00385 PTHR22812
1 Phvul.009G117500.1 Phvul.009G117500 Phvul.009G117500PF00385 PTHR22812
1 Phvul.009G117500.1 Phvul.009G117500 Phvul.009G117500PF00385 PTHR22812
1 Phvul.009G117500.1 Phvul.009G117500 Phvul.009G117500PF00385 PTHR22812
1 Phvul.009G117500.1 Phvul.009G117500 Phvul.009G117500PF00385 PTHR22812
1 Phvul.009G117500.1 Phvul.009G117500 Phvul.009G117500PF00385 PTHR22812
1 Phvul.009G117500.1 Phvul.009G117500 Phvul.009G117500PF00385 PTHR22812
1 Phvul.009G117500.1 Phvul.009G117500 Phvul.009G117500PF00385 PTHR22812
1 Phvul.009G117500.1 Phvul.009G117500 Phvul.009G117500PF00385 PTHR22812
1 Phvul.009G117500.1 Phvul.009G117500 Phvul.009G117500PF00385 PTHR22812
1 Phvul.009G117500.1 Phvul.009G117500 Phvul.009G117500PF00385 PTHR22812
1 Phvul.009G130700.1 Phvul.009G130700 Phvul.009G130700PF00651 PTHR24413,PTHR24413:SF131
1 Phvul.010G002600.1 Phvul.010G002600 Phvul.010G002600PF03140 PTHR31549,PTHR31549:SF12
1 Phvul.010G002600.1 Phvul.010G002600 Phvul.010G002600PF03140 PTHR31549,PTHR31549:SF12
1 Phvul.010G002600.1 Phvul.010G002600 Phvul.010G002600PF03140 PTHR31549,PTHR31549:SF12
1 Phvul.010G002600.1 Phvul.010G002600 Phvul.010G002600PF03140 PTHR31549,PTHR31549:SF12
1 Phvul.010G002600.1 Phvul.010G002600 Phvul.010G002600PF03140 PTHR31549,PTHR31549:SF12
1 Phvul.010G002600.1 Phvul.010G002600 Phvul.010G002600PF03140 PTHR31549,PTHR31549:SF12
1 Phvul.010G002600.1 Phvul.010G002600 Phvul.010G002600PF03140 PTHR31549,PTHR31549:SF12
1 Phvul.010G002600.1 Phvul.010G002600 Phvul.010G002600PF03140 PTHR31549,PTHR31549:SF12
1 Phvul.010G002600.1 Phvul.010G002600 Phvul.010G002600PF03140 PTHR31549,PTHR31549:SF12
1 Phvul.010G002600.1 Phvul.010G002600 Phvul.010G002600PF03140 PTHR31549,PTHR31549:SF12
1 Phvul.010G002600.1 Phvul.010G002600 Phvul.010G002600PF03140 PTHR31549,PTHR31549:SF12
1 Phvul.010G002600.1 Phvul.010G002600 Phvul.010G002600PF03140 PTHR31549,PTHR31549:SF12
1 Phvul.011G067401.1 Phvul.011G067401 Phvul.011G067401PF11721,PF00069PTHR27006,PTHR27006:SF11
1 Phvul.011G079800.1 Phvul.011G079800 Phvul.011G079800PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF279
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Do not distribute

1 Phvul.011G079800.1 Phvul.011G079800 Phvul.011G079800PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF279
1 Phvul.011G079800.1 Phvul.011G079800 Phvul.011G079800PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF279
1 Phvul.011G079800.1 Phvul.011G079800 Phvul.011G079800PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF279
1 Phvul.011G079800.1 Phvul.011G079800 Phvul.011G079800PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF279
1 Phvul.011G079800.1 Phvul.011G079800 Phvul.011G079800PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF279
1 Phvul.011G079800.1 Phvul.011G079800 Phvul.011G079800PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF279
1 Phvul.011G079800.1 Phvul.011G079800 Phvul.011G079800PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF279
1 Phvul.011G079800.1 Phvul.011G079800 Phvul.011G079800PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF279
1 Phvul.011G079800.1 Phvul.011G079800 Phvul.011G079800PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF279
1 Phvul.011G079800.1 Phvul.011G079800 Phvul.011G079800PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF279
1 Phvul.011G079800.1 Phvul.011G079800 Phvul.011G079800PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF279
1 Phvul.011G127400.1 Phvul.011G127400 Phvul.011G127400PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127400.1 Phvul.011G127400 Phvul.011G127400PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127400.1 Phvul.011G127400 Phvul.011G127400PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127400.1 Phvul.011G127400 Phvul.011G127400PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127400.1 Phvul.011G127400 Phvul.011G127400PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127400.1 Phvul.011G127400 Phvul.011G127400PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127400.1 Phvul.011G127400 Phvul.011G127400PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127400.1 Phvul.011G127400 Phvul.011G127400PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127400.1 Phvul.011G127400 Phvul.011G127400PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127400.1 Phvul.011G127400 Phvul.011G127400PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127400.1 Phvul.011G127400 Phvul.011G127400PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G147000.1 Phvul.011G147000 Phvul.011G147000PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G147000.1 Phvul.011G147000 Phvul.011G147000PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G147000.1 Phvul.011G147000 Phvul.011G147000PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G147000.1 Phvul.011G147000 Phvul.011G147000PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G147000.1 Phvul.011G147000 Phvul.011G147000PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G147000.1 Phvul.011G147000 Phvul.011G147000PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G147000.1 Phvul.011G147000 Phvul.011G147000PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G147000.1 Phvul.011G147000 Phvul.011G147000PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G147000.1 Phvul.011G147000 Phvul.011G147000PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G147000.1 Phvul.011G147000 Phvul.011G147000PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G150100.1 Phvul.011G150100 Phvul.011G150100PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF9
1 Phvul.011G150100.1 Phvul.011G150100 Phvul.011G150100PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF9
1 Phvul.011G150100.1 Phvul.011G150100 Phvul.011G150100PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF9
1 Phvul.011G150100.1 Phvul.011G150100 Phvul.011G150100PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF9
1 Phvul.011G150100.1 Phvul.011G150100 Phvul.011G150100PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF9
1 Phvul.011G150100.1 Phvul.011G150100 Phvul.011G150100PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF9
1 Phvul.011G150100.1 Phvul.011G150100 Phvul.011G150100PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF9
1 Phvul.011G150100.1 Phvul.011G150100 Phvul.011G150100PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF9
1 Phvul.011G150100.1 Phvul.011G150100 Phvul.011G150100PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF9
1 Phvul.011G150100.1 Phvul.011G150100 Phvul.011G150100PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF9
1 Phvul.011G150100.1 Phvul.011G150100 Phvul.011G150100PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF9
1 Phvul.011G152200.3 Phvul.011G152200 Phvul.011G152200PF11883,PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152200.1 Phvul.011G152200 Phvul.011G152200PF11883,PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.L002332.1 Phvul.L002332 Phvul.L002332PF00657 PTHR22835,PTHR22835:SF171
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Do not distribute

1 Phvul.L002332.1 Phvul.L002332 Phvul.L002332PF00657 PTHR22835,PTHR22835:SF171
1 Phvul.L002332.1 Phvul.L002332 Phvul.L002332PF00657 PTHR22835,PTHR22835:SF171
1 Phvul.L002332.1 Phvul.L002332 Phvul.L002332PF00657 PTHR22835,PTHR22835:SF171
1 Phvul.L002332.1 Phvul.L002332 Phvul.L002332PF00657 PTHR22835,PTHR22835:SF171
1 Phvul.L002332.1 Phvul.L002332 Phvul.L002332PF00657 PTHR22835,PTHR22835:SF171
1 Phvul.L002332.1 Phvul.L002332 Phvul.L002332PF00657 PTHR22835,PTHR22835:SF171
1 Phvul.L002332.1 Phvul.L002332 Phvul.L002332PF00657 PTHR22835,PTHR22835:SF171
1 Phvul.L002332.1 Phvul.L002332 Phvul.L002332PF00657 PTHR22835,PTHR22835:SF171
1 Phvul.L002332.1 Phvul.L002332 Phvul.L002332PF00657 PTHR22835,PTHR22835:SF171
1 Phvul.L002332.1 Phvul.L002332 Phvul.L002332PF00657 PTHR22835,PTHR22835:SF171
1 Phvul.003G001200.1 Phvul.003G001200 Phvul.003G001200PF07687,PF01546PTHR11014,PTHR11014:SF56
1 Phvul.003G001200.1 Phvul.003G001200 Phvul.003G001200PF07687,PF01546PTHR11014,PTHR11014:SF56
1 Phvul.003G001200.1 Phvul.003G001200 Phvul.003G001200PF07687,PF01546PTHR11014,PTHR11014:SF56
1 Phvul.003G001200.1 Phvul.003G001200 Phvul.003G001200PF07687,PF01546PTHR11014,PTHR11014:SF56
1 Phvul.003G001200.1 Phvul.003G001200 Phvul.003G001200PF07687,PF01546PTHR11014,PTHR11014:SF56
1 Phvul.003G001200.1 Phvul.003G001200 Phvul.003G001200PF07687,PF01546PTHR11014,PTHR11014:SF56
1 Phvul.003G001200.1 Phvul.003G001200 Phvul.003G001200PF07687,PF01546PTHR11014,PTHR11014:SF56
1 Phvul.003G001200.1 Phvul.003G001200 Phvul.003G001200PF07687,PF01546PTHR11014,PTHR11014:SF56
1 Phvul.003G001200.1 Phvul.003G001200 Phvul.003G001200PF07687,PF01546PTHR11014,PTHR11014:SF56
1 Phvul.003G001200.1 Phvul.003G001200 Phvul.003G001200PF07687,PF01546PTHR11014,PTHR11014:SF56
1 Phvul.003G001200.1 Phvul.003G001200 Phvul.003G001200PF07687,PF01546PTHR11014,PTHR11014:SF56
1 Phvul.003G001200.1 Phvul.003G001200 Phvul.003G001200PF07687,PF01546PTHR11014,PTHR11014:SF56
1 Phvul.001G147500.1 Phvul.001G147500 Phvul.001G147500 0 PTHR36359,PTHR36359:SF1
1 Phvul.001G169200.1 Phvul.001G169200 Phvul.001G169200PF15511 PTHR10484
1 Phvul.001G169200.1 Phvul.001G169200 Phvul.001G169200PF15511 PTHR10484
1 Phvul.001G169200.1 Phvul.001G169200 Phvul.001G169200PF15511 PTHR10484
1 Phvul.001G169200.1 Phvul.001G169200 Phvul.001G169200PF15511 PTHR10484
1 Phvul.001G169200.1 Phvul.001G169200 Phvul.001G169200PF15511 PTHR10484
1 Phvul.001G169200.1 Phvul.001G169200 Phvul.001G169200PF15511 PTHR10484
1 Phvul.001G169200.1 Phvul.001G169200 Phvul.001G169200PF15511 PTHR10484
1 Phvul.001G169200.1 Phvul.001G169200 Phvul.001G169200PF15511 PTHR10484
1 Phvul.001G169200.1 Phvul.001G169200 Phvul.001G169200PF15511 PTHR10484
1 Phvul.001G169200.1 Phvul.001G169200 Phvul.001G169200PF15511 PTHR10484
1 Phvul.001G174800.1 Phvul.001G174800 Phvul.001G174800 0 PTHR33737,PTHR33737:SF2
1 Phvul.001G174800.1 Phvul.001G174800 Phvul.001G174800 0 PTHR33737,PTHR33737:SF2
1 Phvul.001G174800.1 Phvul.001G174800 Phvul.001G174800 0 PTHR33737,PTHR33737:SF2
1 Phvul.001G174800.1 Phvul.001G174800 Phvul.001G174800 0 PTHR33737,PTHR33737:SF2
1 Phvul.001G174800.1 Phvul.001G174800 Phvul.001G174800 0 PTHR33737,PTHR33737:SF2
1 Phvul.001G174800.1 Phvul.001G174800 Phvul.001G174800 0 PTHR33737,PTHR33737:SF2
1 Phvul.001G174800.1 Phvul.001G174800 Phvul.001G174800 0 PTHR33737,PTHR33737:SF2
1 Phvul.001G174800.1 Phvul.001G174800 Phvul.001G174800 0 PTHR33737,PTHR33737:SF2
1 Phvul.001G174800.1 Phvul.001G174800 Phvul.001G174800 0 PTHR33737,PTHR33737:SF2
1 Phvul.001G174800.1 Phvul.001G174800 Phvul.001G174800 0 PTHR33737,PTHR33737:SF2
1 Phvul.001G212400.1 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.2 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.1 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93

Page 1574 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.001G212400.2 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.1 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.2 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.1 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.2 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.1 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.2 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.1 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.2 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.1 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.2 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.1 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.2 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.1 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.2 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.1 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G212400.2 Phvul.001G212400 Phvul.001G212400PF12428 PTHR23012,PTHR23012:SF93
1 Phvul.001G216400.1 Phvul.001G216400 Phvul.001G216400 0 PTHR22938,PTHR22938:SF0
1 Phvul.001G216400.1 Phvul.001G216400 Phvul.001G216400 0 PTHR22938,PTHR22938:SF0
1 Phvul.001G216400.1 Phvul.001G216400 Phvul.001G216400 0 PTHR22938,PTHR22938:SF0
1 Phvul.001G216400.1 Phvul.001G216400 Phvul.001G216400 0 PTHR22938,PTHR22938:SF0
1 Phvul.001G216400.1 Phvul.001G216400 Phvul.001G216400 0 PTHR22938,PTHR22938:SF0
1 Phvul.001G216400.1 Phvul.001G216400 Phvul.001G216400 0 PTHR22938,PTHR22938:SF0
1 Phvul.001G216400.1 Phvul.001G216400 Phvul.001G216400 0 PTHR22938,PTHR22938:SF0
1 Phvul.001G216400.1 Phvul.001G216400 Phvul.001G216400 0 PTHR22938,PTHR22938:SF0
1 Phvul.001G216400.1 Phvul.001G216400 Phvul.001G216400 0 PTHR22938,PTHR22938:SF0
1 Phvul.001G216400.1 Phvul.001G216400 Phvul.001G216400 0 PTHR22938,PTHR22938:SF0
1 Phvul.001G216400.1 Phvul.001G216400 Phvul.001G216400 0 PTHR22938,PTHR22938:SF0
1 Phvul.001G232300.2 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.1 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.2 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.1 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.2 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.1 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.2 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.1 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.2 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.1 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.2 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.1 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.2 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.1 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.2 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.1 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.2 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.1 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
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Do not distribute

1 Phvul.001G232300.2 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.1 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.2 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G232300.1 Phvul.001G232300 Phvul.001G232300PF07714 PTHR27001,PTHR27001:SF124
1 Phvul.001G269200.1 Phvul.001G269200 Phvul.001G269200PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269200.1 Phvul.001G269200 Phvul.001G269200PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269200.1 Phvul.001G269200 Phvul.001G269200PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269200.1 Phvul.001G269200 Phvul.001G269200PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269200.1 Phvul.001G269200 Phvul.001G269200PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269200.1 Phvul.001G269200 Phvul.001G269200PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269200.1 Phvul.001G269200 Phvul.001G269200PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269200.1 Phvul.001G269200 Phvul.001G269200PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269200.1 Phvul.001G269200 Phvul.001G269200PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269200.1 Phvul.001G269200 Phvul.001G269200PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269200.1 Phvul.001G269200 Phvul.001G269200PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269301.1 Phvul.001G269301 Phvul.001G269301PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269301.1 Phvul.001G269301 Phvul.001G269301PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269301.1 Phvul.001G269301 Phvul.001G269301PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269301.1 Phvul.001G269301 Phvul.001G269301PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269301.1 Phvul.001G269301 Phvul.001G269301PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269301.1 Phvul.001G269301 Phvul.001G269301PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269301.1 Phvul.001G269301 Phvul.001G269301PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269301.1 Phvul.001G269301 Phvul.001G269301PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269301.1 Phvul.001G269301 Phvul.001G269301PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269301.1 Phvul.001G269301 Phvul.001G269301PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269301.1 Phvul.001G269301 Phvul.001G269301PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.002G197200.1 Phvul.002G197200 Phvul.002G197200PF07779 PTHR13533,PTHR13533:SF11
1 Phvul.002G197200.1 Phvul.002G197200 Phvul.002G197200PF07779 PTHR13533,PTHR13533:SF11
1 Phvul.002G197200.1 Phvul.002G197200 Phvul.002G197200PF07779 PTHR13533,PTHR13533:SF11
1 Phvul.002G197200.1 Phvul.002G197200 Phvul.002G197200PF07779 PTHR13533,PTHR13533:SF11
1 Phvul.002G197200.1 Phvul.002G197200 Phvul.002G197200PF07779 PTHR13533,PTHR13533:SF11
1 Phvul.002G197200.1 Phvul.002G197200 Phvul.002G197200PF07779 PTHR13533,PTHR13533:SF11
1 Phvul.002G197200.1 Phvul.002G197200 Phvul.002G197200PF07779 PTHR13533,PTHR13533:SF11
1 Phvul.002G197200.1 Phvul.002G197200 Phvul.002G197200PF07779 PTHR13533,PTHR13533:SF11
1 Phvul.002G197200.1 Phvul.002G197200 Phvul.002G197200PF07779 PTHR13533,PTHR13533:SF11
1 Phvul.002G197200.1 Phvul.002G197200 Phvul.002G197200PF07779 PTHR13533,PTHR13533:SF11
1 Phvul.002G218300.1 Phvul.002G218300 Phvul.002G218300PF02679 0
1 Phvul.002G218300.1 Phvul.002G218300 Phvul.002G218300PF02679 0
1 Phvul.002G218300.1 Phvul.002G218300 Phvul.002G218300PF02679 0
1 Phvul.002G218300.1 Phvul.002G218300 Phvul.002G218300PF02679 0
1 Phvul.002G218300.1 Phvul.002G218300 Phvul.002G218300PF02679 0
1 Phvul.002G218300.1 Phvul.002G218300 Phvul.002G218300PF02679 0
1 Phvul.002G218300.1 Phvul.002G218300 Phvul.002G218300PF02679 0
1 Phvul.002G218300.1 Phvul.002G218300 Phvul.002G218300PF02679 0
1 Phvul.002G218300.1 Phvul.002G218300 Phvul.002G218300PF02679 0
1 Phvul.002G218300.1 Phvul.002G218300 Phvul.002G218300PF02679 0
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Do not distribute

1 Phvul.002G218300.1 Phvul.002G218300 Phvul.002G218300PF02679 0
1 Phvul.002G264200.1 Phvul.002G264200 Phvul.002G264200PF03109 PTHR10566,PTHR10566:SF74
1 Phvul.002G330500.2 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.1 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.2 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.1 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.2 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.1 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.2 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.1 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.2 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.1 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.2 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.1 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.2 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.1 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.2 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.1 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.2 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.1 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.2 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.002G330500.1 Phvul.002G330500 Phvul.002G330500 0 PTHR14513
1 Phvul.003G111500.1 Phvul.003G111500 Phvul.003G111500PF06351 PTHR31843,PTHR31843:SF1
1 Phvul.003G111500.1 Phvul.003G111500 Phvul.003G111500PF06351 PTHR31843,PTHR31843:SF1
1 Phvul.003G111500.1 Phvul.003G111500 Phvul.003G111500PF06351 PTHR31843,PTHR31843:SF1
1 Phvul.003G111500.1 Phvul.003G111500 Phvul.003G111500PF06351 PTHR31843,PTHR31843:SF1
1 Phvul.003G111500.1 Phvul.003G111500 Phvul.003G111500PF06351 PTHR31843,PTHR31843:SF1
1 Phvul.003G111500.1 Phvul.003G111500 Phvul.003G111500PF06351 PTHR31843,PTHR31843:SF1
1 Phvul.003G111500.1 Phvul.003G111500 Phvul.003G111500PF06351 PTHR31843,PTHR31843:SF1
1 Phvul.003G111500.1 Phvul.003G111500 Phvul.003G111500PF06351 PTHR31843,PTHR31843:SF1
1 Phvul.003G111500.1 Phvul.003G111500 Phvul.003G111500PF06351 PTHR31843,PTHR31843:SF1
1 Phvul.003G111500.1 Phvul.003G111500 Phvul.003G111500PF06351 PTHR31843,PTHR31843:SF1
1 Phvul.003G119100.2 Phvul.003G119100 Phvul.003G119100PF00169,PF06101,PF12624,PF16910,PF16908PTHR16166,PTHR16166:SF93
1 Phvul.003G203100.1 Phvul.003G203100 Phvul.003G203100PF00560,PF08263,PF00069,PF13855PTHR27000,PTHR27000:SF2
1 Phvul.003G203100.1 Phvul.003G203100 Phvul.003G203100PF00560,PF08263,PF00069,PF13855PTHR27000,PTHR27000:SF2
1 Phvul.003G203100.1 Phvul.003G203100 Phvul.003G203100PF00560,PF08263,PF00069,PF13855PTHR27000,PTHR27000:SF2
1 Phvul.003G203100.1 Phvul.003G203100 Phvul.003G203100PF00560,PF08263,PF00069,PF13855PTHR27000,PTHR27000:SF2
1 Phvul.003G203100.1 Phvul.003G203100 Phvul.003G203100PF00560,PF08263,PF00069,PF13855PTHR27000,PTHR27000:SF2
1 Phvul.003G203100.1 Phvul.003G203100 Phvul.003G203100PF00560,PF08263,PF00069,PF13855PTHR27000,PTHR27000:SF2
1 Phvul.003G203100.1 Phvul.003G203100 Phvul.003G203100PF00560,PF08263,PF00069,PF13855PTHR27000,PTHR27000:SF2
1 Phvul.003G203100.1 Phvul.003G203100 Phvul.003G203100PF00560,PF08263,PF00069,PF13855PTHR27000,PTHR27000:SF2
1 Phvul.003G203100.1 Phvul.003G203100 Phvul.003G203100PF00560,PF08263,PF00069,PF13855PTHR27000,PTHR27000:SF2
1 Phvul.003G203100.1 Phvul.003G203100 Phvul.003G203100PF00560,PF08263,PF00069,PF13855PTHR27000,PTHR27000:SF2
1 Phvul.003G203100.1 Phvul.003G203100 Phvul.003G203100PF00560,PF08263,PF00069,PF13855PTHR27000,PTHR27000:SF2
1 Phvul.003G229600.2 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.1 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
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Do not distribute

1 Phvul.003G229600.2 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.1 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.2 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.1 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.2 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.1 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.2 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.1 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.2 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.1 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.2 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.1 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.2 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.1 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.2 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.1 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.2 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.1 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.2 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.1 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G235900.1 Phvul.003G235900 Phvul.003G235900PF07714 PTHR24054,PTHR24054:SF33
1 Phvul.003G259700.2 Phvul.003G259700 Phvul.003G259700PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G259700.2 Phvul.003G259700 Phvul.003G259700PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G259700.2 Phvul.003G259700 Phvul.003G259700PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G259700.2 Phvul.003G259700 Phvul.003G259700PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G259700.2 Phvul.003G259700 Phvul.003G259700PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G259700.2 Phvul.003G259700 Phvul.003G259700PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G259700.2 Phvul.003G259700 Phvul.003G259700PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G259700.2 Phvul.003G259700 Phvul.003G259700PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G259700.2 Phvul.003G259700 Phvul.003G259700PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G259700.2 Phvul.003G259700 Phvul.003G259700PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.2 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.1 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.3 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.2 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.1 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.3 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.2 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.1 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.3 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.2 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.1 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.3 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.2 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.1 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.3 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
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Do not distribute

1 Phvul.003G260000.2 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.1 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.3 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.2 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.1 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.3 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.2 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.1 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.3 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.2 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.1 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.3 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.2 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.1 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G260000.3 Phvul.003G260000 Phvul.003G260000PF05577 PTHR11010,PTHR11010:SF42
1 Phvul.003G268500.1 Phvul.003G268500 Phvul.003G268500PF00187,PF00182PTHR22595,PTHR22595:SF34
1 Phvul.003G268500.1 Phvul.003G268500 Phvul.003G268500PF00187,PF00182PTHR22595,PTHR22595:SF34
1 Phvul.003G268500.1 Phvul.003G268500 Phvul.003G268500PF00187,PF00182PTHR22595,PTHR22595:SF34
1 Phvul.003G268500.1 Phvul.003G268500 Phvul.003G268500PF00187,PF00182PTHR22595,PTHR22595:SF34
1 Phvul.003G268500.1 Phvul.003G268500 Phvul.003G268500PF00187,PF00182PTHR22595,PTHR22595:SF34
1 Phvul.003G268500.1 Phvul.003G268500 Phvul.003G268500PF00187,PF00182PTHR22595,PTHR22595:SF34
1 Phvul.003G268500.1 Phvul.003G268500 Phvul.003G268500PF00187,PF00182PTHR22595,PTHR22595:SF34
1 Phvul.003G268500.1 Phvul.003G268500 Phvul.003G268500PF00187,PF00182PTHR22595,PTHR22595:SF34
1 Phvul.003G268500.1 Phvul.003G268500 Phvul.003G268500PF00187,PF00182PTHR22595,PTHR22595:SF34
1 Phvul.003G268500.1 Phvul.003G268500 Phvul.003G268500PF00187,PF00182PTHR22595,PTHR22595:SF34
1 Phvul.003G291200.1 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.2 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.1 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.2 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.1 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.2 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.1 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.2 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.1 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.2 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.1 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.2 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.1 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.2 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.1 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.2 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.1 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.2 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.1 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.003G291200.2 Phvul.003G291200 Phvul.003G291200PF13020 PTHR32387,PTHR32387:SF0
1 Phvul.004G031700.3 Phvul.004G031700 Phvul.004G031700PF14703,PF13967,PF02714PTHR13018,PTHR13018:SF32
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Do not distribute

1 Phvul.004G031700.3 Phvul.004G031700 Phvul.004G031700PF14703,PF13967,PF02714PTHR13018,PTHR13018:SF32
1 Phvul.004G031700.3 Phvul.004G031700 Phvul.004G031700PF14703,PF13967,PF02714PTHR13018,PTHR13018:SF32
1 Phvul.004G031700.3 Phvul.004G031700 Phvul.004G031700PF14703,PF13967,PF02714PTHR13018,PTHR13018:SF32
1 Phvul.004G031700.3 Phvul.004G031700 Phvul.004G031700PF14703,PF13967,PF02714PTHR13018,PTHR13018:SF32
1 Phvul.004G031700.3 Phvul.004G031700 Phvul.004G031700PF14703,PF13967,PF02714PTHR13018,PTHR13018:SF32
1 Phvul.004G031700.3 Phvul.004G031700 Phvul.004G031700PF14703,PF13967,PF02714PTHR13018,PTHR13018:SF32
1 Phvul.004G031700.3 Phvul.004G031700 Phvul.004G031700PF14703,PF13967,PF02714PTHR13018,PTHR13018:SF32
1 Phvul.004G031700.3 Phvul.004G031700 Phvul.004G031700PF14703,PF13967,PF02714PTHR13018,PTHR13018:SF32
1 Phvul.004G031700.3 Phvul.004G031700 Phvul.004G031700PF14703,PF13967,PF02714PTHR13018,PTHR13018:SF32
1 Phvul.004G031700.3 Phvul.004G031700 Phvul.004G031700PF14703,PF13967,PF02714PTHR13018,PTHR13018:SF32
1 Phvul.004G118500.5 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.2 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.005G068800.2 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.1 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.2 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.1 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.2 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.1 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.2 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.1 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.2 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.1 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.2 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.1 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.2 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.1 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.2 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.1 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.2 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.1 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.2 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.1 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G088800.1 Phvul.005G088800 Phvul.005G088800PF11883,PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G088800.1 Phvul.005G088800 Phvul.005G088800PF11883,PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G088800.1 Phvul.005G088800 Phvul.005G088800PF11883,PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G088800.1 Phvul.005G088800 Phvul.005G088800PF11883,PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G088800.1 Phvul.005G088800 Phvul.005G088800PF11883,PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G088800.1 Phvul.005G088800 Phvul.005G088800PF11883,PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G088800.1 Phvul.005G088800 Phvul.005G088800PF11883,PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G088800.1 Phvul.005G088800 Phvul.005G088800PF11883,PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G088800.1 Phvul.005G088800 Phvul.005G088800PF11883,PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G088800.1 Phvul.005G088800 Phvul.005G088800PF11883,PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G088800.1 Phvul.005G088800 Phvul.005G088800PF11883,PF08276,PF01453,PF00954,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.005G171900.2 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.1 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.2 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
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Do not distribute

1 Phvul.005G171900.1 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.2 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.1 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.2 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.1 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.2 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.1 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.2 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.1 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.2 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.1 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.2 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.1 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.2 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.1 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.2 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.1 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.2 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.1 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.2 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.005G171900.1 Phvul.005G171900 Phvul.005G171900PF00400 PTHR19876
1 Phvul.006G022400.1 Phvul.006G022400 Phvul.006G022400PF04840,PF04841PTHR12811,PTHR12811:SF0
1 Phvul.006G130200.1 Phvul.006G130200 Phvul.006G130200PF04146 PTHR12357,PTHR12357:SF3
1 Phvul.006G130200.1 Phvul.006G130200 Phvul.006G130200PF04146 PTHR12357,PTHR12357:SF3
1 Phvul.006G130200.1 Phvul.006G130200 Phvul.006G130200PF04146 PTHR12357,PTHR12357:SF3
1 Phvul.006G130200.1 Phvul.006G130200 Phvul.006G130200PF04146 PTHR12357,PTHR12357:SF3
1 Phvul.006G130200.1 Phvul.006G130200 Phvul.006G130200PF04146 PTHR12357,PTHR12357:SF3
1 Phvul.006G130200.1 Phvul.006G130200 Phvul.006G130200PF04146 PTHR12357,PTHR12357:SF3
1 Phvul.006G130200.1 Phvul.006G130200 Phvul.006G130200PF04146 PTHR12357,PTHR12357:SF3
1 Phvul.006G130200.1 Phvul.006G130200 Phvul.006G130200PF04146 PTHR12357,PTHR12357:SF3
1 Phvul.006G130200.1 Phvul.006G130200 Phvul.006G130200PF04146 PTHR12357,PTHR12357:SF3
1 Phvul.006G130200.1 Phvul.006G130200 Phvul.006G130200PF04146 PTHR12357,PTHR12357:SF3
1 Phvul.006G130200.1 Phvul.006G130200 Phvul.006G130200PF04146 PTHR12357,PTHR12357:SF3
1 Phvul.006G137900.1 Phvul.006G137900 Phvul.006G137900PF08449 PTHR11132,PTHR11132:SF104
1 Phvul.006G181200.1 Phvul.006G181200 Phvul.006G181200PF02362,PF06507PTHR31384,PTHR31384:SF5
1 Phvul.007G029900.1 Phvul.007G029900 Phvul.007G029900PF00560,PF08263,PF07714PTHR27008,PTHR27008:SF44
1 Phvul.007G029900.1 Phvul.007G029900 Phvul.007G029900PF00560,PF08263,PF07714PTHR27008,PTHR27008:SF44
1 Phvul.007G029900.1 Phvul.007G029900 Phvul.007G029900PF00560,PF08263,PF07714PTHR27008,PTHR27008:SF44
1 Phvul.007G029900.1 Phvul.007G029900 Phvul.007G029900PF00560,PF08263,PF07714PTHR27008,PTHR27008:SF44
1 Phvul.007G029900.1 Phvul.007G029900 Phvul.007G029900PF00560,PF08263,PF07714PTHR27008,PTHR27008:SF44
1 Phvul.007G029900.1 Phvul.007G029900 Phvul.007G029900PF00560,PF08263,PF07714PTHR27008,PTHR27008:SF44
1 Phvul.007G029900.1 Phvul.007G029900 Phvul.007G029900PF00560,PF08263,PF07714PTHR27008,PTHR27008:SF44
1 Phvul.007G029900.1 Phvul.007G029900 Phvul.007G029900PF00560,PF08263,PF07714PTHR27008,PTHR27008:SF44
1 Phvul.007G029900.1 Phvul.007G029900 Phvul.007G029900PF00560,PF08263,PF07714PTHR27008,PTHR27008:SF44
1 Phvul.007G029900.1 Phvul.007G029900 Phvul.007G029900PF00560,PF08263,PF07714PTHR27008,PTHR27008:SF44
1 Phvul.007G046900.2 Phvul.007G046900 Phvul.007G046900PF04452 PTHR30027,PTHR30027:SF4
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Do not distribute

1 Phvul.007G089900.1 Phvul.007G089900 Phvul.007G089900PF02536 PTHR13068,PTHR13068:SF26
1 Phvul.007G089900.1 Phvul.007G089900 Phvul.007G089900PF02536 PTHR13068,PTHR13068:SF26
1 Phvul.007G089900.1 Phvul.007G089900 Phvul.007G089900PF02536 PTHR13068,PTHR13068:SF26
1 Phvul.007G089900.1 Phvul.007G089900 Phvul.007G089900PF02536 PTHR13068,PTHR13068:SF26
1 Phvul.007G089900.1 Phvul.007G089900 Phvul.007G089900PF02536 PTHR13068,PTHR13068:SF26
1 Phvul.007G089900.1 Phvul.007G089900 Phvul.007G089900PF02536 PTHR13068,PTHR13068:SF26
1 Phvul.007G089900.1 Phvul.007G089900 Phvul.007G089900PF02536 PTHR13068,PTHR13068:SF26
1 Phvul.007G089900.1 Phvul.007G089900 Phvul.007G089900PF02536 PTHR13068,PTHR13068:SF26
1 Phvul.007G089900.1 Phvul.007G089900 Phvul.007G089900PF02536 PTHR13068,PTHR13068:SF26
1 Phvul.007G089900.1 Phvul.007G089900 Phvul.007G089900PF02536 PTHR13068,PTHR13068:SF26
1 Phvul.007G089900.1 Phvul.007G089900 Phvul.007G089900PF02536 PTHR13068,PTHR13068:SF26
1 Phvul.007G089900.1 Phvul.007G089900 Phvul.007G089900PF02536 PTHR13068,PTHR13068:SF26
1 Phvul.007G199800.2 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.1 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.2 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.1 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.2 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.1 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.2 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.1 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.2 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.1 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.2 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.1 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.2 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.1 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.2 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.1 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.2 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.1 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.2 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.1 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.008G081500.1 Phvul.008G081500 Phvul.008G081500 0 PTHR36740
1 Phvul.008G081500.1 Phvul.008G081500 Phvul.008G081500 0 PTHR36740
1 Phvul.008G081500.1 Phvul.008G081500 Phvul.008G081500 0 PTHR36740
1 Phvul.008G081500.1 Phvul.008G081500 Phvul.008G081500 0 PTHR36740
1 Phvul.008G081500.1 Phvul.008G081500 Phvul.008G081500 0 PTHR36740
1 Phvul.008G081500.1 Phvul.008G081500 Phvul.008G081500 0 PTHR36740
1 Phvul.008G081500.1 Phvul.008G081500 Phvul.008G081500 0 PTHR36740
1 Phvul.008G081500.1 Phvul.008G081500 Phvul.008G081500 0 PTHR36740
1 Phvul.008G081500.1 Phvul.008G081500 Phvul.008G081500 0 PTHR36740
1 Phvul.008G081500.1 Phvul.008G081500 Phvul.008G081500 0 PTHR36740
1 Phvul.008G081500.1 Phvul.008G081500 Phvul.008G081500 0 PTHR36740
1 Phvul.008G089600.4 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.3 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.4 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
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Do not distribute

1 Phvul.008G089600.3 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.4 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.3 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.4 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.3 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.4 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.3 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.4 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.3 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.4 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.3 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.4 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.3 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.4 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.3 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.4 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.3 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.4 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G089600.3 Phvul.008G089600 Phvul.008G089600PF14938 PTHR13768,PTHR13768:SF8
1 Phvul.008G122700.1 Phvul.008G122700 Phvul.008G122700PF00564,PF07714PTHR23257,PTHR23257:SF478
1 Phvul.008G122700.1 Phvul.008G122700 Phvul.008G122700PF00564,PF07714PTHR23257,PTHR23257:SF478
1 Phvul.008G122700.1 Phvul.008G122700 Phvul.008G122700PF00564,PF07714PTHR23257,PTHR23257:SF478
1 Phvul.008G122700.1 Phvul.008G122700 Phvul.008G122700PF00564,PF07714PTHR23257,PTHR23257:SF478
1 Phvul.008G122700.1 Phvul.008G122700 Phvul.008G122700PF00564,PF07714PTHR23257,PTHR23257:SF478
1 Phvul.008G122700.1 Phvul.008G122700 Phvul.008G122700PF00564,PF07714PTHR23257,PTHR23257:SF478
1 Phvul.008G122700.1 Phvul.008G122700 Phvul.008G122700PF00564,PF07714PTHR23257,PTHR23257:SF478
1 Phvul.008G122700.1 Phvul.008G122700 Phvul.008G122700PF00564,PF07714PTHR23257,PTHR23257:SF478
1 Phvul.008G122700.1 Phvul.008G122700 Phvul.008G122700PF00564,PF07714PTHR23257,PTHR23257:SF478
1 Phvul.008G122700.1 Phvul.008G122700 Phvul.008G122700PF00564,PF07714PTHR23257,PTHR23257:SF478
1 Phvul.008G122700.1 Phvul.008G122700 Phvul.008G122700PF00564,PF07714PTHR23257,PTHR23257:SF478
1 Phvul.008G289900.1 Phvul.008G289900 Phvul.008G289900PF01218 PTHR10755,PTHR10755:SF7
1 Phvul.008G289900.1 Phvul.008G289900 Phvul.008G289900PF01218 PTHR10755,PTHR10755:SF7
1 Phvul.008G289900.1 Phvul.008G289900 Phvul.008G289900PF01218 PTHR10755,PTHR10755:SF7
1 Phvul.008G289900.1 Phvul.008G289900 Phvul.008G289900PF01218 PTHR10755,PTHR10755:SF7
1 Phvul.008G289900.1 Phvul.008G289900 Phvul.008G289900PF01218 PTHR10755,PTHR10755:SF7
1 Phvul.008G289900.1 Phvul.008G289900 Phvul.008G289900PF01218 PTHR10755,PTHR10755:SF7
1 Phvul.008G289900.1 Phvul.008G289900 Phvul.008G289900PF01218 PTHR10755,PTHR10755:SF7
1 Phvul.008G289900.1 Phvul.008G289900 Phvul.008G289900PF01218 PTHR10755,PTHR10755:SF7
1 Phvul.008G289900.1 Phvul.008G289900 Phvul.008G289900PF01218 PTHR10755,PTHR10755:SF7
1 Phvul.008G289900.1 Phvul.008G289900 Phvul.008G289900PF01218 PTHR10755,PTHR10755:SF7
1 Phvul.008G289900.1 Phvul.008G289900 Phvul.008G289900PF01218 PTHR10755,PTHR10755:SF7
1 Phvul.008G290600.1 Phvul.008G290600 Phvul.008G290600PF01467 PTHR10739,PTHR10739:SF28
1 Phvul.008G290600.1 Phvul.008G290600 Phvul.008G290600PF01467 PTHR10739,PTHR10739:SF28
1 Phvul.008G290600.1 Phvul.008G290600 Phvul.008G290600PF01467 PTHR10739,PTHR10739:SF28
1 Phvul.008G290600.1 Phvul.008G290600 Phvul.008G290600PF01467 PTHR10739,PTHR10739:SF28
1 Phvul.008G290600.1 Phvul.008G290600 Phvul.008G290600PF01467 PTHR10739,PTHR10739:SF28
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Do not distribute

1 Phvul.008G290600.1 Phvul.008G290600 Phvul.008G290600PF01467 PTHR10739,PTHR10739:SF28
1 Phvul.008G290600.1 Phvul.008G290600 Phvul.008G290600PF01467 PTHR10739,PTHR10739:SF28
1 Phvul.008G290600.1 Phvul.008G290600 Phvul.008G290600PF01467 PTHR10739,PTHR10739:SF28
1 Phvul.008G290600.1 Phvul.008G290600 Phvul.008G290600PF01467 PTHR10739,PTHR10739:SF28
1 Phvul.008G290600.1 Phvul.008G290600 Phvul.008G290600PF01467 PTHR10739,PTHR10739:SF28
1 Phvul.008G290600.1 Phvul.008G290600 Phvul.008G290600PF01467 PTHR10739,PTHR10739:SF28
1 Phvul.009G117500.1 Phvul.009G117500 Phvul.009G117500PF00385 PTHR22812
1 Phvul.010G124800.1 Phvul.010G124800 Phvul.010G124800PF00657 PTHR22835,PTHR22835:SF262
1 Phvul.010G124800.1 Phvul.010G124800 Phvul.010G124800PF00657 PTHR22835,PTHR22835:SF262
1 Phvul.010G124800.1 Phvul.010G124800 Phvul.010G124800PF00657 PTHR22835,PTHR22835:SF262
1 Phvul.010G124800.1 Phvul.010G124800 Phvul.010G124800PF00657 PTHR22835,PTHR22835:SF262
1 Phvul.010G124800.1 Phvul.010G124800 Phvul.010G124800PF00657 PTHR22835,PTHR22835:SF262
1 Phvul.010G124800.1 Phvul.010G124800 Phvul.010G124800PF00657 PTHR22835,PTHR22835:SF262
1 Phvul.010G124800.1 Phvul.010G124800 Phvul.010G124800PF00657 PTHR22835,PTHR22835:SF262
1 Phvul.010G124800.1 Phvul.010G124800 Phvul.010G124800PF00657 PTHR22835,PTHR22835:SF262
1 Phvul.010G124800.1 Phvul.010G124800 Phvul.010G124800PF00657 PTHR22835,PTHR22835:SF262
1 Phvul.010G124800.1 Phvul.010G124800 Phvul.010G124800PF00657 PTHR22835,PTHR22835:SF262
1 Phvul.010G158100.1 Phvul.010G158100 Phvul.010G158100PF03140 PTHR31549,PTHR31549:SF23
1 Phvul.011G013100.1 Phvul.011G013100 Phvul.011G013100PF00069 PTHR27001,PTHR27001:SF213
1 Phvul.011G013100.1 Phvul.011G013100 Phvul.011G013100PF00069 PTHR27001,PTHR27001:SF213
1 Phvul.011G013100.1 Phvul.011G013100 Phvul.011G013100PF00069 PTHR27001,PTHR27001:SF213
1 Phvul.011G013100.1 Phvul.011G013100 Phvul.011G013100PF00069 PTHR27001,PTHR27001:SF213
1 Phvul.011G013100.1 Phvul.011G013100 Phvul.011G013100PF00069 PTHR27001,PTHR27001:SF213
1 Phvul.011G013100.1 Phvul.011G013100 Phvul.011G013100PF00069 PTHR27001,PTHR27001:SF213
1 Phvul.011G013100.1 Phvul.011G013100 Phvul.011G013100PF00069 PTHR27001,PTHR27001:SF213
1 Phvul.011G013100.1 Phvul.011G013100 Phvul.011G013100PF00069 PTHR27001,PTHR27001:SF213
1 Phvul.011G013100.1 Phvul.011G013100 Phvul.011G013100PF00069 PTHR27001,PTHR27001:SF213
1 Phvul.011G013100.1 Phvul.011G013100 Phvul.011G013100PF00069 PTHR27001,PTHR27001:SF213
1 Phvul.011G013100.1 Phvul.011G013100 Phvul.011G013100PF00069 PTHR27001,PTHR27001:SF213
1 Phvul.011G047800.2 Phvul.011G047800 Phvul.011G047800PF05140 PTHR31566,PTHR31566:SF0
1 Phvul.011G047800.1 Phvul.011G047800 Phvul.011G047800PF05140 PTHR31566,PTHR31566:SF0
1 Phvul.011G067401.1 Phvul.011G067401 Phvul.011G067401PF11721,PF00069PTHR27006,PTHR27006:SF11
1 Phvul.011G067401.1 Phvul.011G067401 Phvul.011G067401PF11721,PF00069PTHR27006,PTHR27006:SF11
1 Phvul.011G067401.1 Phvul.011G067401 Phvul.011G067401PF11721,PF00069PTHR27006,PTHR27006:SF11
1 Phvul.011G067401.1 Phvul.011G067401 Phvul.011G067401PF11721,PF00069PTHR27006,PTHR27006:SF11
1 Phvul.011G067401.1 Phvul.011G067401 Phvul.011G067401PF11721,PF00069PTHR27006,PTHR27006:SF11
1 Phvul.011G067401.1 Phvul.011G067401 Phvul.011G067401PF11721,PF00069PTHR27006,PTHR27006:SF11
1 Phvul.011G067401.1 Phvul.011G067401 Phvul.011G067401PF11721,PF00069PTHR27006,PTHR27006:SF11
1 Phvul.011G067401.1 Phvul.011G067401 Phvul.011G067401PF11721,PF00069PTHR27006,PTHR27006:SF11
1 Phvul.011G067401.1 Phvul.011G067401 Phvul.011G067401PF11721,PF00069PTHR27006,PTHR27006:SF11
1 Phvul.011G067401.1 Phvul.011G067401 Phvul.011G067401PF11721,PF00069PTHR27006,PTHR27006:SF11
1 Phvul.011G127100.1 Phvul.011G127100 Phvul.011G127100PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127100.1 Phvul.011G127100 Phvul.011G127100PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127100.1 Phvul.011G127100 Phvul.011G127100PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127100.1 Phvul.011G127100 Phvul.011G127100PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127100.1 Phvul.011G127100 Phvul.011G127100PF08246,PF00112PTHR12411,PTHR12411:SF339
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Do not distribute

1 Phvul.011G127100.1 Phvul.011G127100 Phvul.011G127100PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127100.1 Phvul.011G127100 Phvul.011G127100PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127100.1 Phvul.011G127100 Phvul.011G127100PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127100.1 Phvul.011G127100 Phvul.011G127100PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G127100.1 Phvul.011G127100 Phvul.011G127100PF08246,PF00112PTHR12411,PTHR12411:SF339
1 Phvul.011G150950.1 Phvul.011G150950 Phvul.011G150950PF11883,PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.011G150950.1 Phvul.011G150950 Phvul.011G150950PF11883,PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.011G150950.1 Phvul.011G150950 Phvul.011G150950PF11883,PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.011G150950.1 Phvul.011G150950 Phvul.011G150950PF11883,PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.011G150950.1 Phvul.011G150950 Phvul.011G150950PF11883,PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.011G150950.1 Phvul.011G150950 Phvul.011G150950PF11883,PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.011G150950.1 Phvul.011G150950 Phvul.011G150950PF11883,PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.011G150950.1 Phvul.011G150950 Phvul.011G150950PF11883,PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.011G150950.1 Phvul.011G150950 Phvul.011G150950PF11883,PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.011G150950.1 Phvul.011G150950 Phvul.011G150950PF11883,PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF67
1 Phvul.011G150950.1 Phvul.011G150950 Phvul.011G150950PF11883,PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF67
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.3 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.2 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.1 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.3 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.2 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.1 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.3 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.2 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
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Do not distribute

1 Phvul.011G152300.1 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.3 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.2 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.1 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.3 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.2 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.1 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.3 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.2 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.1 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.3 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.2 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.1 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.3 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.2 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.1 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.3 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.2 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.1 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.3 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.2 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.1 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.3 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.2 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152300.1 Phvul.011G152300 Phvul.011G152300PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G152400.1 Phvul.011G152400 Phvul.011G152400PF11883,PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G152400.1 Phvul.011G152400 Phvul.011G152400PF11883,PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G152400.1 Phvul.011G152400 Phvul.011G152400PF11883,PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G152400.1 Phvul.011G152400 Phvul.011G152400PF11883,PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G152400.1 Phvul.011G152400 Phvul.011G152400PF11883,PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G152400.1 Phvul.011G152400 Phvul.011G152400PF11883,PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G152400.1 Phvul.011G152400 Phvul.011G152400PF11883,PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G152400.1 Phvul.011G152400 Phvul.011G152400PF11883,PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G152400.1 Phvul.011G152400 Phvul.011G152400PF11883,PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G152400.1 Phvul.011G152400 Phvul.011G152400PF11883,PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G152400.1 Phvul.011G152400 Phvul.011G152400PF11883,PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G156200.1 Phvul.011G156200 Phvul.011G156200PF11883,PF00954,PF08276,PF01453,PF07714PTHR27002,PTHR27002:SF9
1 Phvul.011G168400.2 Phvul.011G168400 Phvul.011G168400PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G168400.2 Phvul.011G168400 Phvul.011G168400PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G168400.2 Phvul.011G168400 Phvul.011G168400PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G168400.2 Phvul.011G168400 Phvul.011G168400PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G168400.2 Phvul.011G168400 Phvul.011G168400PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G168400.2 Phvul.011G168400 Phvul.011G168400PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G168400.2 Phvul.011G168400 Phvul.011G168400PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G168400.2 Phvul.011G168400 Phvul.011G168400PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G168400.2 Phvul.011G168400 Phvul.011G168400PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF129
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Do not distribute

1 Phvul.011G168400.2 Phvul.011G168400 Phvul.011G168400PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G168400.2 Phvul.011G168400 Phvul.011G168400PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF129
1 Phvul.011G202200.1 Phvul.011G202200 Phvul.011G202200PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G202200.1 Phvul.011G202200 Phvul.011G202200PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G202200.1 Phvul.011G202200 Phvul.011G202200PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G202200.1 Phvul.011G202200 Phvul.011G202200PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G202200.1 Phvul.011G202200 Phvul.011G202200PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G202200.1 Phvul.011G202200 Phvul.011G202200PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G202200.1 Phvul.011G202200 Phvul.011G202200PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G202200.1 Phvul.011G202200 Phvul.011G202200PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G202200.1 Phvul.011G202200 Phvul.011G202200PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G202200.1 Phvul.011G202200 Phvul.011G202200PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.011G202200.1 Phvul.011G202200 Phvul.011G202200PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
1 Phvul.001G152400.1 Phvul.001G152400 Phvul.001G152400PF12937 0
1 Phvul.001G152400.1 Phvul.001G152400 Phvul.001G152400PF12937 0
1 Phvul.001G152400.1 Phvul.001G152400 Phvul.001G152400PF12937 0
1 Phvul.001G152400.1 Phvul.001G152400 Phvul.001G152400PF12937 0
1 Phvul.001G152400.1 Phvul.001G152400 Phvul.001G152400PF12937 0
1 Phvul.001G152400.1 Phvul.001G152400 Phvul.001G152400PF12937 0
1 Phvul.001G152400.1 Phvul.001G152400 Phvul.001G152400PF12937 0
1 Phvul.001G152400.1 Phvul.001G152400 Phvul.001G152400PF12937 0
1 Phvul.001G152400.1 Phvul.001G152400 Phvul.001G152400PF12937 0
1 Phvul.001G152400.1 Phvul.001G152400 Phvul.001G152400PF12937 0
1 Phvul.001G152400.1 Phvul.001G152400 Phvul.001G152400PF12937 0
1 Phvul.001G176200.1 Phvul.001G176200 Phvul.001G176200 0 PTHR10593,PTHR10593:SF42
1 Phvul.001G176200.1 Phvul.001G176200 Phvul.001G176200 0 PTHR10593,PTHR10593:SF42
1 Phvul.001G176200.1 Phvul.001G176200 Phvul.001G176200 0 PTHR10593,PTHR10593:SF42
1 Phvul.001G176200.1 Phvul.001G176200 Phvul.001G176200 0 PTHR10593,PTHR10593:SF42
1 Phvul.001G176200.1 Phvul.001G176200 Phvul.001G176200 0 PTHR10593,PTHR10593:SF42
1 Phvul.001G176200.1 Phvul.001G176200 Phvul.001G176200 0 PTHR10593,PTHR10593:SF42
1 Phvul.001G176200.1 Phvul.001G176200 Phvul.001G176200 0 PTHR10593,PTHR10593:SF42
1 Phvul.001G176200.1 Phvul.001G176200 Phvul.001G176200 0 PTHR10593,PTHR10593:SF42
1 Phvul.001G176200.1 Phvul.001G176200 Phvul.001G176200 0 PTHR10593,PTHR10593:SF42
1 Phvul.001G176200.1 Phvul.001G176200 Phvul.001G176200 0 PTHR10593,PTHR10593:SF42
1 Phvul.001G176200.1 Phvul.001G176200 Phvul.001G176200 0 PTHR10593,PTHR10593:SF42
1 Phvul.001G269200.1 Phvul.001G269200 Phvul.001G269200PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.001G269301.1 Phvul.001G269301 Phvul.001G269301PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF27
1 Phvul.002G010800.1 Phvul.002G010800 Phvul.002G010800PF00160 PTHR11071,PTHR11071:SF147
1 Phvul.002G010800.1 Phvul.002G010800 Phvul.002G010800PF00160 PTHR11071,PTHR11071:SF147
1 Phvul.002G010800.1 Phvul.002G010800 Phvul.002G010800PF00160 PTHR11071,PTHR11071:SF147
1 Phvul.002G010800.1 Phvul.002G010800 Phvul.002G010800PF00160 PTHR11071,PTHR11071:SF147
1 Phvul.002G010800.1 Phvul.002G010800 Phvul.002G010800PF00160 PTHR11071,PTHR11071:SF147
1 Phvul.002G010800.1 Phvul.002G010800 Phvul.002G010800PF00160 PTHR11071,PTHR11071:SF147
1 Phvul.002G010800.1 Phvul.002G010800 Phvul.002G010800PF00160 PTHR11071,PTHR11071:SF147
1 Phvul.002G010800.1 Phvul.002G010800 Phvul.002G010800PF00160 PTHR11071,PTHR11071:SF147
1 Phvul.002G010800.1 Phvul.002G010800 Phvul.002G010800PF00160 PTHR11071,PTHR11071:SF147
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Do not distribute

1 Phvul.002G010800.1 Phvul.002G010800 Phvul.002G010800PF00160 PTHR11071,PTHR11071:SF147
1 Phvul.002G010800.1 Phvul.002G010800 Phvul.002G010800PF00160 PTHR11071,PTHR11071:SF147
1 Phvul.002G010800.1 Phvul.002G010800 Phvul.002G010800PF00160 PTHR11071,PTHR11071:SF147
1 Phvul.002G199800.1 Phvul.002G199800 Phvul.002G199800PF08031,PF01565PTHR32448
1 Phvul.002G199800.1 Phvul.002G199800 Phvul.002G199800PF08031,PF01565PTHR32448
1 Phvul.002G199800.1 Phvul.002G199800 Phvul.002G199800PF08031,PF01565PTHR32448
1 Phvul.002G199800.1 Phvul.002G199800 Phvul.002G199800PF08031,PF01565PTHR32448
1 Phvul.002G199800.1 Phvul.002G199800 Phvul.002G199800PF08031,PF01565PTHR32448
1 Phvul.002G199800.1 Phvul.002G199800 Phvul.002G199800PF08031,PF01565PTHR32448
1 Phvul.002G199800.1 Phvul.002G199800 Phvul.002G199800PF08031,PF01565PTHR32448
1 Phvul.002G199800.1 Phvul.002G199800 Phvul.002G199800PF08031,PF01565PTHR32448
1 Phvul.002G199800.1 Phvul.002G199800 Phvul.002G199800PF08031,PF01565PTHR32448
1 Phvul.002G199800.1 Phvul.002G199800 Phvul.002G199800PF08031,PF01565PTHR32448
1 Phvul.002G199800.1 Phvul.002G199800 Phvul.002G199800PF08031,PF01565PTHR32448
1 Phvul.002G214900.1 Phvul.002G214900 Phvul.002G214900PF00069,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G214900.1 Phvul.002G214900 Phvul.002G214900PF00069,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G214900.1 Phvul.002G214900 Phvul.002G214900PF00069,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G214900.1 Phvul.002G214900 Phvul.002G214900PF00069,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G214900.1 Phvul.002G214900 Phvul.002G214900PF00069,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G214900.1 Phvul.002G214900 Phvul.002G214900PF00069,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G214900.1 Phvul.002G214900 Phvul.002G214900PF00069,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G214900.1 Phvul.002G214900 Phvul.002G214900PF00069,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G214900.1 Phvul.002G214900 Phvul.002G214900PF00069,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G214900.1 Phvul.002G214900 Phvul.002G214900PF00069,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G215000.1 Phvul.002G215000 Phvul.002G215000PF07714,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G215000.1 Phvul.002G215000 Phvul.002G215000PF07714,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G215000.1 Phvul.002G215000 Phvul.002G215000PF07714,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G215000.1 Phvul.002G215000 Phvul.002G215000PF07714,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G215000.1 Phvul.002G215000 Phvul.002G215000PF07714,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G215000.1 Phvul.002G215000 Phvul.002G215000PF07714,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G215000.1 Phvul.002G215000 Phvul.002G215000PF07714,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G215000.1 Phvul.002G215000 Phvul.002G215000PF07714,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G215000.1 Phvul.002G215000 Phvul.002G215000PF07714,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G215000.1 Phvul.002G215000 Phvul.002G215000PF07714,PF00139PTHR27007,PTHR27007:SF24
1 Phvul.002G264200.1 Phvul.002G264200 Phvul.002G264200PF03109 PTHR10566,PTHR10566:SF74
1 Phvul.002G264200.1 Phvul.002G264200 Phvul.002G264200PF03109 PTHR10566,PTHR10566:SF74
1 Phvul.002G264200.1 Phvul.002G264200 Phvul.002G264200PF03109 PTHR10566,PTHR10566:SF74
1 Phvul.002G264200.1 Phvul.002G264200 Phvul.002G264200PF03109 PTHR10566,PTHR10566:SF74
1 Phvul.002G264200.1 Phvul.002G264200 Phvul.002G264200PF03109 PTHR10566,PTHR10566:SF74
1 Phvul.002G264200.1 Phvul.002G264200 Phvul.002G264200PF03109 PTHR10566,PTHR10566:SF74
1 Phvul.002G264200.1 Phvul.002G264200 Phvul.002G264200PF03109 PTHR10566,PTHR10566:SF74
1 Phvul.002G264200.1 Phvul.002G264200 Phvul.002G264200PF03109 PTHR10566,PTHR10566:SF74
1 Phvul.002G264200.1 Phvul.002G264200 Phvul.002G264200PF03109 PTHR10566,PTHR10566:SF74
1 Phvul.002G264200.1 Phvul.002G264200 Phvul.002G264200PF03109 PTHR10566,PTHR10566:SF74
1 Phvul.002G264200.1 Phvul.002G264200 Phvul.002G264200PF03109 PTHR10566,PTHR10566:SF74
1 Phvul.002G276700.3 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
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Do not distribute

1 Phvul.002G276700.2 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G276700.1 Phvul.002G276700 Phvul.002G276700PF00130,PF00781,PF00609PTHR11255,PTHR11255:SF46
1 Phvul.002G308800.1 Phvul.002G308800 Phvul.002G308800PF01535,PF13812,PF03161PTHR24015,PTHR24015:SF899
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600PF14226,PF03171PTHR10209,PTHR10209:SF193
1 Phvul.003G170000.1 Phvul.003G170000 Phvul.003G170000PF03006 PTHR20855,PTHR20855:SF32
1 Phvul.003G170000.1 Phvul.003G170000 Phvul.003G170000PF03006 PTHR20855,PTHR20855:SF32
1 Phvul.003G170000.1 Phvul.003G170000 Phvul.003G170000PF03006 PTHR20855,PTHR20855:SF32
1 Phvul.003G170000.1 Phvul.003G170000 Phvul.003G170000PF03006 PTHR20855,PTHR20855:SF32
1 Phvul.003G170000.1 Phvul.003G170000 Phvul.003G170000PF03006 PTHR20855,PTHR20855:SF32
1 Phvul.003G170000.1 Phvul.003G170000 Phvul.003G170000PF03006 PTHR20855,PTHR20855:SF32
1 Phvul.003G170000.1 Phvul.003G170000 Phvul.003G170000PF03006 PTHR20855,PTHR20855:SF32
1 Phvul.003G170000.1 Phvul.003G170000 Phvul.003G170000PF03006 PTHR20855,PTHR20855:SF32
1 Phvul.003G170000.1 Phvul.003G170000 Phvul.003G170000PF03006 PTHR20855,PTHR20855:SF32
1 Phvul.003G170000.1 Phvul.003G170000 Phvul.003G170000PF03006 PTHR20855,PTHR20855:SF32
1 Phvul.003G189300.1 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.2 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.1 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.2 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.1 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.2 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.1 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.2 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.1 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.2 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.1 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
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Do not distribute

1 Phvul.003G189300.2 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.1 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.2 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.1 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.2 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.1 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.2 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.1 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G189300.2 Phvul.003G189300 Phvul.003G189300PF02701 PTHR31089,PTHR31089:SF4
1 Phvul.003G202100.1 Phvul.003G202100 Phvul.003G202100PF08263,PF00560,PF13855PTHR27000,PTHR27000:SF187
1 Phvul.003G202100.1 Phvul.003G202100 Phvul.003G202100PF08263,PF00560,PF13855PTHR27000,PTHR27000:SF187
1 Phvul.003G202100.1 Phvul.003G202100 Phvul.003G202100PF08263,PF00560,PF13855PTHR27000,PTHR27000:SF187
1 Phvul.003G202100.1 Phvul.003G202100 Phvul.003G202100PF08263,PF00560,PF13855PTHR27000,PTHR27000:SF187
1 Phvul.003G202100.1 Phvul.003G202100 Phvul.003G202100PF08263,PF00560,PF13855PTHR27000,PTHR27000:SF187
1 Phvul.003G202100.1 Phvul.003G202100 Phvul.003G202100PF08263,PF00560,PF13855PTHR27000,PTHR27000:SF187
1 Phvul.003G202100.1 Phvul.003G202100 Phvul.003G202100PF08263,PF00560,PF13855PTHR27000,PTHR27000:SF187
1 Phvul.003G202100.1 Phvul.003G202100 Phvul.003G202100PF08263,PF00560,PF13855PTHR27000,PTHR27000:SF187
1 Phvul.003G202100.1 Phvul.003G202100 Phvul.003G202100PF08263,PF00560,PF13855PTHR27000,PTHR27000:SF187
1 Phvul.003G202100.1 Phvul.003G202100 Phvul.003G202100PF08263,PF00560,PF13855PTHR27000,PTHR27000:SF187
1 Phvul.003G206500.1 Phvul.003G206500 Phvul.003G206500 0 PTHR36795,PTHR36795:SF1
1 Phvul.003G206500.1 Phvul.003G206500 Phvul.003G206500 0 PTHR36795,PTHR36795:SF1
1 Phvul.003G206500.1 Phvul.003G206500 Phvul.003G206500 0 PTHR36795,PTHR36795:SF1
1 Phvul.003G206500.1 Phvul.003G206500 Phvul.003G206500 0 PTHR36795,PTHR36795:SF1
1 Phvul.003G206500.1 Phvul.003G206500 Phvul.003G206500 0 PTHR36795,PTHR36795:SF1
1 Phvul.003G206500.1 Phvul.003G206500 Phvul.003G206500 0 PTHR36795,PTHR36795:SF1
1 Phvul.003G206500.1 Phvul.003G206500 Phvul.003G206500 0 PTHR36795,PTHR36795:SF1
1 Phvul.003G206500.1 Phvul.003G206500 Phvul.003G206500 0 PTHR36795,PTHR36795:SF1
1 Phvul.003G206500.1 Phvul.003G206500 Phvul.003G206500 0 PTHR36795,PTHR36795:SF1
1 Phvul.003G206500.1 Phvul.003G206500 Phvul.003G206500 0 PTHR36795,PTHR36795:SF1
1 Phvul.003G206500.1 Phvul.003G206500 Phvul.003G206500 0 PTHR36795,PTHR36795:SF1
1 Phvul.003G229600.2 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G229600.1 Phvul.003G229600 Phvul.003G229600PF02365 PTHR31989,PTHR31989:SF51
1 Phvul.003G235900.1 Phvul.003G235900 Phvul.003G235900PF07714 PTHR24054,PTHR24054:SF33
1 Phvul.003G235900.1 Phvul.003G235900 Phvul.003G235900PF07714 PTHR24054,PTHR24054:SF33
1 Phvul.003G235900.1 Phvul.003G235900 Phvul.003G235900PF07714 PTHR24054,PTHR24054:SF33
1 Phvul.003G235900.1 Phvul.003G235900 Phvul.003G235900PF07714 PTHR24054,PTHR24054:SF33
1 Phvul.003G235900.1 Phvul.003G235900 Phvul.003G235900PF07714 PTHR24054,PTHR24054:SF33
1 Phvul.003G235900.1 Phvul.003G235900 Phvul.003G235900PF07714 PTHR24054,PTHR24054:SF33
1 Phvul.003G235900.1 Phvul.003G235900 Phvul.003G235900PF07714 PTHR24054,PTHR24054:SF33
1 Phvul.003G235900.1 Phvul.003G235900 Phvul.003G235900PF07714 PTHR24054,PTHR24054:SF33
1 Phvul.003G235900.1 Phvul.003G235900 Phvul.003G235900PF07714 PTHR24054,PTHR24054:SF33
1 Phvul.003G235900.1 Phvul.003G235900 Phvul.003G235900PF07714 PTHR24054,PTHR24054:SF33
1 Phvul.004G046400.1 Phvul.004G046400 Phvul.004G046400PF13676,PF00931PTHR11017,PTHR11017:SF162
1 Phvul.004G046400.1 Phvul.004G046400 Phvul.004G046400PF13676,PF00931PTHR11017,PTHR11017:SF162
1 Phvul.004G046400.1 Phvul.004G046400 Phvul.004G046400PF13676,PF00931PTHR11017,PTHR11017:SF162
1 Phvul.004G046400.1 Phvul.004G046400 Phvul.004G046400PF13676,PF00931PTHR11017,PTHR11017:SF162
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Do not distribute

1 Phvul.004G046400.1 Phvul.004G046400 Phvul.004G046400PF13676,PF00931PTHR11017,PTHR11017:SF162
1 Phvul.004G046400.1 Phvul.004G046400 Phvul.004G046400PF13676,PF00931PTHR11017,PTHR11017:SF162
1 Phvul.004G046400.1 Phvul.004G046400 Phvul.004G046400PF13676,PF00931PTHR11017,PTHR11017:SF162
1 Phvul.004G046400.1 Phvul.004G046400 Phvul.004G046400PF13676,PF00931PTHR11017,PTHR11017:SF162
1 Phvul.004G046400.1 Phvul.004G046400 Phvul.004G046400PF13676,PF00931PTHR11017,PTHR11017:SF162
1 Phvul.004G046400.1 Phvul.004G046400 Phvul.004G046400PF13676,PF00931PTHR11017,PTHR11017:SF162
1 Phvul.004G046400.1 Phvul.004G046400 Phvul.004G046400PF13676,PF00931PTHR11017,PTHR11017:SF162
1 Phvul.005G057900.1 Phvul.005G057900 Phvul.005G057900PF13692 PTHR13036,PTHR13036:SF0
1 Phvul.005G057900.1 Phvul.005G057900 Phvul.005G057900PF13692 PTHR13036,PTHR13036:SF0
1 Phvul.005G057900.1 Phvul.005G057900 Phvul.005G057900PF13692 PTHR13036,PTHR13036:SF0
1 Phvul.005G057900.1 Phvul.005G057900 Phvul.005G057900PF13692 PTHR13036,PTHR13036:SF0
1 Phvul.005G057900.1 Phvul.005G057900 Phvul.005G057900PF13692 PTHR13036,PTHR13036:SF0
1 Phvul.005G057900.1 Phvul.005G057900 Phvul.005G057900PF13692 PTHR13036,PTHR13036:SF0
1 Phvul.005G057900.1 Phvul.005G057900 Phvul.005G057900PF13692 PTHR13036,PTHR13036:SF0
1 Phvul.005G057900.1 Phvul.005G057900 Phvul.005G057900PF13692 PTHR13036,PTHR13036:SF0
1 Phvul.005G057900.1 Phvul.005G057900 Phvul.005G057900PF13692 PTHR13036,PTHR13036:SF0
1 Phvul.005G057900.1 Phvul.005G057900 Phvul.005G057900PF13692 PTHR13036,PTHR13036:SF0
1 Phvul.005G168700.1 Phvul.005G168700 Phvul.005G168700PF03759 PTHR33101,PTHR33101:SF11
1 Phvul.006G106300.1 Phvul.006G106300 Phvul.006G106300PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106300.1 Phvul.006G106300 Phvul.006G106300PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106300.1 Phvul.006G106300 Phvul.006G106300PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106300.1 Phvul.006G106300 Phvul.006G106300PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106300.1 Phvul.006G106300 Phvul.006G106300PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106300.1 Phvul.006G106300 Phvul.006G106300PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106300.1 Phvul.006G106300 Phvul.006G106300PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106300.1 Phvul.006G106300 Phvul.006G106300PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106300.1 Phvul.006G106300 Phvul.006G106300PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106300.1 Phvul.006G106300 Phvul.006G106300PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.2 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.1 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.2 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.1 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.2 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.1 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.2 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.1 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.2 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.1 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.2 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.1 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.2 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.1 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.2 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.1 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.2 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.1 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
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Do not distribute

1 Phvul.006G106400.2 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.1 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G112211.1 Phvul.006G112211 Phvul.006G112211PF00234 PTHR33076,PTHR33076:SF9
1 Phvul.006G133600.1 Phvul.006G133600 Phvul.006G133600PF01794,PF08022,PF08030PTHR11972
1 Phvul.006G133600.1 Phvul.006G133600 Phvul.006G133600PF01794,PF08022,PF08030PTHR11972
1 Phvul.006G133600.1 Phvul.006G133600 Phvul.006G133600PF01794,PF08022,PF08030PTHR11972
1 Phvul.006G133600.1 Phvul.006G133600 Phvul.006G133600PF01794,PF08022,PF08030PTHR11972
1 Phvul.006G133600.1 Phvul.006G133600 Phvul.006G133600PF01794,PF08022,PF08030PTHR11972
1 Phvul.006G133600.1 Phvul.006G133600 Phvul.006G133600PF01794,PF08022,PF08030PTHR11972
1 Phvul.006G133600.1 Phvul.006G133600 Phvul.006G133600PF01794,PF08022,PF08030PTHR11972
1 Phvul.006G133600.1 Phvul.006G133600 Phvul.006G133600PF01794,PF08022,PF08030PTHR11972
1 Phvul.006G133600.1 Phvul.006G133600 Phvul.006G133600PF01794,PF08022,PF08030PTHR11972
1 Phvul.006G133600.1 Phvul.006G133600 Phvul.006G133600PF01794,PF08022,PF08030PTHR11972
1 Phvul.006G136700.3 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.1 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.3 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.1 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.3 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.1 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.3 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.1 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.3 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.1 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.3 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.1 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.3 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.1 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.3 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.1 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.3 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.1 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.3 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G136700.1 Phvul.006G136700 Phvul.006G136700PF03765,PF00650PTHR23324,PTHR23324:SF79
1 Phvul.006G139100.1 Phvul.006G139100 Phvul.006G139100PF14547 PTHR31731,PTHR31731:SF7
1 Phvul.006G139100.1 Phvul.006G139100 Phvul.006G139100PF14547 PTHR31731,PTHR31731:SF7
1 Phvul.006G139100.1 Phvul.006G139100 Phvul.006G139100PF14547 PTHR31731,PTHR31731:SF7
1 Phvul.006G139100.1 Phvul.006G139100 Phvul.006G139100PF14547 PTHR31731,PTHR31731:SF7
1 Phvul.006G139100.1 Phvul.006G139100 Phvul.006G139100PF14547 PTHR31731,PTHR31731:SF7
1 Phvul.006G139100.1 Phvul.006G139100 Phvul.006G139100PF14547 PTHR31731,PTHR31731:SF7
1 Phvul.006G139100.1 Phvul.006G139100 Phvul.006G139100PF14547 PTHR31731,PTHR31731:SF7
1 Phvul.006G139100.1 Phvul.006G139100 Phvul.006G139100PF14547 PTHR31731,PTHR31731:SF7
1 Phvul.006G139100.1 Phvul.006G139100 Phvul.006G139100PF14547 PTHR31731,PTHR31731:SF7
1 Phvul.006G139100.1 Phvul.006G139100 Phvul.006G139100PF14547 PTHR31731,PTHR31731:SF7
1 Phvul.006G139100.1 Phvul.006G139100 Phvul.006G139100PF14547 PTHR31731,PTHR31731:SF7
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
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Do not distribute

2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
2 Phvul.006G151200.1 Phvul.006G151200 Phvul.006G151200PF00849 PTHR11079,PTHR11079:SF79
1 Phvul.006G172200.1 Phvul.006G172200 Phvul.006G172200PF02469 PTHR32077,PTHR32077:SF7
1 Phvul.006G172200.1 Phvul.006G172200 Phvul.006G172200PF02469 PTHR32077,PTHR32077:SF7
1 Phvul.006G172200.1 Phvul.006G172200 Phvul.006G172200PF02469 PTHR32077,PTHR32077:SF7
1 Phvul.006G172200.1 Phvul.006G172200 Phvul.006G172200PF02469 PTHR32077,PTHR32077:SF7
1 Phvul.006G172200.1 Phvul.006G172200 Phvul.006G172200PF02469 PTHR32077,PTHR32077:SF7
1 Phvul.006G172200.1 Phvul.006G172200 Phvul.006G172200PF02469 PTHR32077,PTHR32077:SF7
1 Phvul.006G172200.1 Phvul.006G172200 Phvul.006G172200PF02469 PTHR32077,PTHR32077:SF7
1 Phvul.006G172200.1 Phvul.006G172200 Phvul.006G172200PF02469 PTHR32077,PTHR32077:SF7
1 Phvul.006G172200.1 Phvul.006G172200 Phvul.006G172200PF02469 PTHR32077,PTHR32077:SF7
1 Phvul.006G172200.1 Phvul.006G172200 Phvul.006G172200PF02469 PTHR32077,PTHR32077:SF7
1 Phvul.007G199800.2 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G199800.1 Phvul.007G199800 Phvul.007G199800PF00929 PTHR13058,PTHR13058:SF19
1 Phvul.007G280600.1 Phvul.007G280600 Phvul.007G280600PF14577,PF14576PTHR33232,PTHR33232:SF5
1 Phvul.008G048600.3 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.4 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.2 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.1 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.3 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.4 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.2 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.1 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.3 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.4 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.2 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.1 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.3 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.4 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.2 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.1 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.3 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.4 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.2 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.1 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.3 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.4 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.2 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.1 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.3 Phvul.008G048600 Phvul.008G048600 0 0
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Do not distribute

1 Phvul.008G048600.4 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.2 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.1 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.3 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.4 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.2 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.1 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.3 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.4 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.2 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.1 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.3 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.4 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.2 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.1 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.3 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.4 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.2 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.1 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.3 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.4 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.2 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G048600.1 Phvul.008G048600 Phvul.008G048600 0 0
1 Phvul.008G049000.1 Phvul.008G049000 Phvul.008G049000PF00793 PTHR21057,PTHR21057:SF2
1 Phvul.008G049000.1 Phvul.008G049000 Phvul.008G049000PF00793 PTHR21057,PTHR21057:SF2
1 Phvul.008G049000.1 Phvul.008G049000 Phvul.008G049000PF00793 PTHR21057,PTHR21057:SF2
1 Phvul.008G049000.1 Phvul.008G049000 Phvul.008G049000PF00793 PTHR21057,PTHR21057:SF2
1 Phvul.008G049000.1 Phvul.008G049000 Phvul.008G049000PF00793 PTHR21057,PTHR21057:SF2
1 Phvul.008G049000.1 Phvul.008G049000 Phvul.008G049000PF00793 PTHR21057,PTHR21057:SF2
1 Phvul.008G049000.1 Phvul.008G049000 Phvul.008G049000PF00793 PTHR21057,PTHR21057:SF2
1 Phvul.008G049000.1 Phvul.008G049000 Phvul.008G049000PF00793 PTHR21057,PTHR21057:SF2
1 Phvul.008G049000.1 Phvul.008G049000 Phvul.008G049000PF00793 PTHR21057,PTHR21057:SF2
1 Phvul.008G049000.1 Phvul.008G049000 Phvul.008G049000PF00793 PTHR21057,PTHR21057:SF2
1 Phvul.008G049000.1 Phvul.008G049000 Phvul.008G049000PF00793 PTHR21057,PTHR21057:SF2
1 Phvul.008G049400.1 Phvul.008G049400 Phvul.008G049400 0 0
1 Phvul.008G049400.1 Phvul.008G049400 Phvul.008G049400 0 0
1 Phvul.008G049400.1 Phvul.008G049400 Phvul.008G049400 0 0
1 Phvul.008G049400.1 Phvul.008G049400 Phvul.008G049400 0 0
1 Phvul.008G049400.1 Phvul.008G049400 Phvul.008G049400 0 0
1 Phvul.008G049400.1 Phvul.008G049400 Phvul.008G049400 0 0
1 Phvul.008G049400.1 Phvul.008G049400 Phvul.008G049400 0 0
1 Phvul.008G049400.1 Phvul.008G049400 Phvul.008G049400 0 0
1 Phvul.008G049400.1 Phvul.008G049400 Phvul.008G049400 0 0
1 Phvul.008G049400.1 Phvul.008G049400 Phvul.008G049400 0 0
1 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200PF00560,PF08263,PF00069PTHR27000,PTHR27000:SF153
1 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200PF00560,PF08263,PF00069PTHR27000,PTHR27000:SF153
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Do not distribute

1 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200PF00560,PF08263,PF00069PTHR27000,PTHR27000:SF153
1 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200PF00560,PF08263,PF00069PTHR27000,PTHR27000:SF153
1 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200PF00560,PF08263,PF00069PTHR27000,PTHR27000:SF153
1 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200PF00560,PF08263,PF00069PTHR27000,PTHR27000:SF153
1 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200PF00560,PF08263,PF00069PTHR27000,PTHR27000:SF153
1 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200PF00560,PF08263,PF00069PTHR27000,PTHR27000:SF153
1 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200PF00560,PF08263,PF00069PTHR27000,PTHR27000:SF153
1 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200PF00560,PF08263,PF00069PTHR27000,PTHR27000:SF153
1 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200PF00560,PF08263,PF00069PTHR27000,PTHR27000:SF153
1 Phvul.008G145800.1 Phvul.008G145800 Phvul.008G145800PF04193 PTHR13131,PTHR13131:SF5
1 Phvul.008G145800.1 Phvul.008G145800 Phvul.008G145800PF04193 PTHR13131,PTHR13131:SF5
1 Phvul.008G145800.1 Phvul.008G145800 Phvul.008G145800PF04193 PTHR13131,PTHR13131:SF5
1 Phvul.008G145800.1 Phvul.008G145800 Phvul.008G145800PF04193 PTHR13131,PTHR13131:SF5
1 Phvul.008G145800.1 Phvul.008G145800 Phvul.008G145800PF04193 PTHR13131,PTHR13131:SF5
1 Phvul.008G145800.1 Phvul.008G145800 Phvul.008G145800PF04193 PTHR13131,PTHR13131:SF5
1 Phvul.008G145800.1 Phvul.008G145800 Phvul.008G145800PF04193 PTHR13131,PTHR13131:SF5
1 Phvul.008G145800.1 Phvul.008G145800 Phvul.008G145800PF04193 PTHR13131,PTHR13131:SF5
1 Phvul.008G145800.1 Phvul.008G145800 Phvul.008G145800PF04193 PTHR13131,PTHR13131:SF5
1 Phvul.008G145800.1 Phvul.008G145800 Phvul.008G145800PF04193 PTHR13131,PTHR13131:SF5
1 Phvul.008G145800.1 Phvul.008G145800 Phvul.008G145800PF04193 PTHR13131,PTHR13131:SF5
1 Phvul.008G145800.1 Phvul.008G145800 Phvul.008G145800PF04193 PTHR13131,PTHR13131:SF5
1 Phvul.008G260200.2 Phvul.008G260200 Phvul.008G260200PF03171,PF14226PTHR10209,PTHR10209:SF206
1 Phvul.008G260200.2 Phvul.008G260200 Phvul.008G260200PF03171,PF14226PTHR10209,PTHR10209:SF206
1 Phvul.008G260200.2 Phvul.008G260200 Phvul.008G260200PF03171,PF14226PTHR10209,PTHR10209:SF206
1 Phvul.008G260200.2 Phvul.008G260200 Phvul.008G260200PF03171,PF14226PTHR10209,PTHR10209:SF206
1 Phvul.008G260200.2 Phvul.008G260200 Phvul.008G260200PF03171,PF14226PTHR10209,PTHR10209:SF206
1 Phvul.008G260200.2 Phvul.008G260200 Phvul.008G260200PF03171,PF14226PTHR10209,PTHR10209:SF206
1 Phvul.008G260200.2 Phvul.008G260200 Phvul.008G260200PF03171,PF14226PTHR10209,PTHR10209:SF206
1 Phvul.008G260200.2 Phvul.008G260200 Phvul.008G260200PF03171,PF14226PTHR10209,PTHR10209:SF206
1 Phvul.008G260200.2 Phvul.008G260200 Phvul.008G260200PF03171,PF14226PTHR10209,PTHR10209:SF206
1 Phvul.008G260200.2 Phvul.008G260200 Phvul.008G260200PF03171,PF14226PTHR10209,PTHR10209:SF206
1 Phvul.008G290600.1 Phvul.008G290600 Phvul.008G290600PF01467 PTHR10739,PTHR10739:SF28
1 Phvul.009G014600.2 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G014600.1 Phvul.009G014600 Phvul.009G014600PF00561 PTHR10992,PTHR10992:SF866
1 Phvul.009G149200.1 Phvul.009G149200 Phvul.009G149200PF00010 PTHR12565,PTHR12565:SF125
1 Phvul.009G198000.1 Phvul.009G198000 Phvul.009G198000PF03222 PTHR22950,PTHR22950:SF237
1 Phvul.009G198000.1 Phvul.009G198000 Phvul.009G198000PF03222 PTHR22950,PTHR22950:SF237
1 Phvul.009G198000.1 Phvul.009G198000 Phvul.009G198000PF03222 PTHR22950,PTHR22950:SF237
1 Phvul.009G198000.1 Phvul.009G198000 Phvul.009G198000PF03222 PTHR22950,PTHR22950:SF237
1 Phvul.009G198000.1 Phvul.009G198000 Phvul.009G198000PF03222 PTHR22950,PTHR22950:SF237
1 Phvul.009G198000.1 Phvul.009G198000 Phvul.009G198000PF03222 PTHR22950,PTHR22950:SF237
1 Phvul.009G198000.1 Phvul.009G198000 Phvul.009G198000PF03222 PTHR22950,PTHR22950:SF237
1 Phvul.009G198000.1 Phvul.009G198000 Phvul.009G198000PF03222 PTHR22950,PTHR22950:SF237
1 Phvul.009G198000.1 Phvul.009G198000 Phvul.009G198000PF03222 PTHR22950,PTHR22950:SF237
1 Phvul.009G198000.1 Phvul.009G198000 Phvul.009G198000PF03222 PTHR22950,PTHR22950:SF237
1 Phvul.010G124800.1 Phvul.010G124800 Phvul.010G124800PF00657 PTHR22835,PTHR22835:SF262
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Do not distribute

1 Phvul.011G053200.1 Phvul.011G053200 Phvul.011G053200PF01370,PF02453PTHR10366,PTHR10366:SF386
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
1 Phvul.L002332.1 Phvul.L002332 Phvul.L002332PF00657 PTHR22835,PTHR22835:SF171
1 Phvul.001G013800.1 Phvul.001G013800 Phvul.001G013800 0 PTHR22849,PTHR22849:SF40
1 Phvul.001G126800.1 Phvul.001G126800 Phvul.001G126800PF01734,PF11815PTHR14226,PTHR14226:SF30
1 Phvul.001G126800.1 Phvul.001G126800 Phvul.001G126800PF01734,PF11815PTHR14226,PTHR14226:SF30
1 Phvul.001G126800.1 Phvul.001G126800 Phvul.001G126800PF01734,PF11815PTHR14226,PTHR14226:SF30
1 Phvul.001G126800.1 Phvul.001G126800 Phvul.001G126800PF01734,PF11815PTHR14226,PTHR14226:SF30
1 Phvul.001G126800.1 Phvul.001G126800 Phvul.001G126800PF01734,PF11815PTHR14226,PTHR14226:SF30
1 Phvul.001G126800.1 Phvul.001G126800 Phvul.001G126800PF01734,PF11815PTHR14226,PTHR14226:SF30
1 Phvul.001G126800.1 Phvul.001G126800 Phvul.001G126800PF01734,PF11815PTHR14226,PTHR14226:SF30
1 Phvul.001G126800.1 Phvul.001G126800 Phvul.001G126800PF01734,PF11815PTHR14226,PTHR14226:SF30
1 Phvul.001G126800.1 Phvul.001G126800 Phvul.001G126800PF01734,PF11815PTHR14226,PTHR14226:SF30
1 Phvul.001G126800.1 Phvul.001G126800 Phvul.001G126800PF01734,PF11815PTHR14226,PTHR14226:SF30
1 Phvul.001G131700.3 Phvul.001G131700 Phvul.001G131700PF02209,PF00626PTHR11977,PTHR11977:SF46
1 Phvul.001G131700.2 Phvul.001G131700 Phvul.001G131700PF02209,PF00626PTHR11977,PTHR11977:SF46
1 Phvul.001G131700.1 Phvul.001G131700 Phvul.001G131700PF02209,PF00626PTHR11977,PTHR11977:SF46
1 Phvul.001G216400.1 Phvul.001G216400 Phvul.001G216400 0 PTHR22938,PTHR22938:SF0
1 Phvul.002G134400.1 Phvul.002G134400 Phvul.002G134400PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134400.1 Phvul.002G134400 Phvul.002G134400PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134400.1 Phvul.002G134400 Phvul.002G134400PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134400.1 Phvul.002G134400 Phvul.002G134400PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134400.1 Phvul.002G134400 Phvul.002G134400PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134400.1 Phvul.002G134400 Phvul.002G134400PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134400.1 Phvul.002G134400 Phvul.002G134400PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134400.1 Phvul.002G134400 Phvul.002G134400PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134400.1 Phvul.002G134400 Phvul.002G134400PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134400.1 Phvul.002G134400 Phvul.002G134400PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134400.1 Phvul.002G134400 Phvul.002G134400PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134700.1 Phvul.002G134700 Phvul.002G134700PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134700.1 Phvul.002G134700 Phvul.002G134700PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134700.1 Phvul.002G134700 Phvul.002G134700PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134700.1 Phvul.002G134700 Phvul.002G134700PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134700.1 Phvul.002G134700 Phvul.002G134700PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134700.1 Phvul.002G134700 Phvul.002G134700PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134700.1 Phvul.002G134700 Phvul.002G134700PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134700.1 Phvul.002G134700 Phvul.002G134700PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134700.1 Phvul.002G134700 Phvul.002G134700PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134700.1 Phvul.002G134700 Phvul.002G134700PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G134700.1 Phvul.002G134700 Phvul.002G134700PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G135500.1 Phvul.002G135500 Phvul.002G135500PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G135500.1 Phvul.002G135500 Phvul.002G135500PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G135500.1 Phvul.002G135500 Phvul.002G135500PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G135500.1 Phvul.002G135500 Phvul.002G135500PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G135500.1 Phvul.002G135500 Phvul.002G135500PF01764 PTHR21493,PTHR21493:SF2
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Do not distribute

1 Phvul.002G135500.1 Phvul.002G135500 Phvul.002G135500PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G135500.1 Phvul.002G135500 Phvul.002G135500PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G135500.1 Phvul.002G135500 Phvul.002G135500PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G135500.1 Phvul.002G135500 Phvul.002G135500PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G135500.1 Phvul.002G135500 Phvul.002G135500PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G135500.1 Phvul.002G135500 Phvul.002G135500PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G135500.1 Phvul.002G135500 Phvul.002G135500PF01764 PTHR21493,PTHR21493:SF2
1 Phvul.002G166200.3 Phvul.002G166200 Phvul.002G166200PF03765,PF00650PTHR23324,PTHR23324:SF55
1 Phvul.002G166200.2 Phvul.002G166200 Phvul.002G166200PF03765,PF00650PTHR23324,PTHR23324:SF55
1 Phvul.002G166200.1 Phvul.002G166200 Phvul.002G166200PF03765,PF00650PTHR23324,PTHR23324:SF55
1 Phvul.002G285400.1 Phvul.002G285400 Phvul.002G285400PF10996 PTHR11203,PTHR11203:SF2
1 Phvul.002G285400.1 Phvul.002G285400 Phvul.002G285400PF10996 PTHR11203,PTHR11203:SF2
1 Phvul.002G285400.1 Phvul.002G285400 Phvul.002G285400PF10996 PTHR11203,PTHR11203:SF2
1 Phvul.002G285400.1 Phvul.002G285400 Phvul.002G285400PF10996 PTHR11203,PTHR11203:SF2
1 Phvul.002G285400.1 Phvul.002G285400 Phvul.002G285400PF10996 PTHR11203,PTHR11203:SF2
1 Phvul.002G285400.1 Phvul.002G285400 Phvul.002G285400PF10996 PTHR11203,PTHR11203:SF2
1 Phvul.002G285400.1 Phvul.002G285400 Phvul.002G285400PF10996 PTHR11203,PTHR11203:SF2
1 Phvul.002G285400.1 Phvul.002G285400 Phvul.002G285400PF10996 PTHR11203,PTHR11203:SF2
1 Phvul.002G285400.1 Phvul.002G285400 Phvul.002G285400PF10996 PTHR11203,PTHR11203:SF2
1 Phvul.002G285400.1 Phvul.002G285400 Phvul.002G285400PF10996 PTHR11203,PTHR11203:SF2
1 Phvul.002G285400.1 Phvul.002G285400 Phvul.002G285400PF10996 PTHR11203,PTHR11203:SF2
1 Phvul.003G053000.1 Phvul.003G053000 Phvul.003G053000PF02358,PF00982PTHR10788,PTHR10788:SF14
1 Phvul.003G192500.1 Phvul.003G192500 Phvul.003G192500PF00168,PF08372PTHR10024,PTHR10024:SF201
1 Phvul.003G192500.1 Phvul.003G192500 Phvul.003G192500PF00168,PF08372PTHR10024,PTHR10024:SF201
1 Phvul.003G192500.1 Phvul.003G192500 Phvul.003G192500PF00168,PF08372PTHR10024,PTHR10024:SF201
1 Phvul.003G192500.1 Phvul.003G192500 Phvul.003G192500PF00168,PF08372PTHR10024,PTHR10024:SF201
1 Phvul.003G192500.1 Phvul.003G192500 Phvul.003G192500PF00168,PF08372PTHR10024,PTHR10024:SF201
1 Phvul.003G192500.1 Phvul.003G192500 Phvul.003G192500PF00168,PF08372PTHR10024,PTHR10024:SF201
1 Phvul.003G192500.1 Phvul.003G192500 Phvul.003G192500PF00168,PF08372PTHR10024,PTHR10024:SF201
1 Phvul.003G192500.1 Phvul.003G192500 Phvul.003G192500PF00168,PF08372PTHR10024,PTHR10024:SF201
1 Phvul.003G192500.1 Phvul.003G192500 Phvul.003G192500PF00168,PF08372PTHR10024,PTHR10024:SF201
1 Phvul.003G192500.1 Phvul.003G192500 Phvul.003G192500PF00168,PF08372PTHR10024,PTHR10024:SF201
1 Phvul.003G223934.1 Phvul.003G223934 Phvul.003G223934PF00628,PF16135PTHR24098,PTHR24098:SF9
1 Phvul.003G223934.1 Phvul.003G223934 Phvul.003G223934PF00628,PF16135PTHR24098,PTHR24098:SF9
1 Phvul.003G223934.1 Phvul.003G223934 Phvul.003G223934PF00628,PF16135PTHR24098,PTHR24098:SF9
1 Phvul.003G223934.1 Phvul.003G223934 Phvul.003G223934PF00628,PF16135PTHR24098,PTHR24098:SF9
1 Phvul.003G223934.1 Phvul.003G223934 Phvul.003G223934PF00628,PF16135PTHR24098,PTHR24098:SF9
1 Phvul.003G223934.1 Phvul.003G223934 Phvul.003G223934PF00628,PF16135PTHR24098,PTHR24098:SF9
1 Phvul.003G223934.1 Phvul.003G223934 Phvul.003G223934PF00628,PF16135PTHR24098,PTHR24098:SF9
1 Phvul.003G223934.1 Phvul.003G223934 Phvul.003G223934PF00628,PF16135PTHR24098,PTHR24098:SF9
1 Phvul.003G223934.1 Phvul.003G223934 Phvul.003G223934PF00628,PF16135PTHR24098,PTHR24098:SF9
1 Phvul.003G223934.1 Phvul.003G223934 Phvul.003G223934PF00628,PF16135PTHR24098,PTHR24098:SF9
1 Phvul.003G223934.1 Phvul.003G223934 Phvul.003G223934PF00628,PF16135PTHR24098,PTHR24098:SF9
1 Phvul.003G223934.1 Phvul.003G223934 Phvul.003G223934PF00628,PF16135PTHR24098,PTHR24098:SF9
1 Phvul.003G274500.1 Phvul.003G274500 Phvul.003G274500PF04045 PTHR12058
1 Phvul.003G274500.1 Phvul.003G274500 Phvul.003G274500PF04045 PTHR12058
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Do not distribute

1 Phvul.003G274500.1 Phvul.003G274500 Phvul.003G274500PF04045 PTHR12058
1 Phvul.003G274500.1 Phvul.003G274500 Phvul.003G274500PF04045 PTHR12058
1 Phvul.003G274500.1 Phvul.003G274500 Phvul.003G274500PF04045 PTHR12058
1 Phvul.003G274500.1 Phvul.003G274500 Phvul.003G274500PF04045 PTHR12058
1 Phvul.003G274500.1 Phvul.003G274500 Phvul.003G274500PF04045 PTHR12058
1 Phvul.003G274500.1 Phvul.003G274500 Phvul.003G274500PF04045 PTHR12058
1 Phvul.003G274500.1 Phvul.003G274500 Phvul.003G274500PF04045 PTHR12058
1 Phvul.003G274500.1 Phvul.003G274500 Phvul.003G274500PF04045 PTHR12058
1 Phvul.003G274500.1 Phvul.003G274500 Phvul.003G274500PF04045 PTHR12058
1 Phvul.004G118500.5 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.2 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.5 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.2 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.5 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.2 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.5 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.2 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.5 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.2 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.5 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.2 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.5 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.2 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.5 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.2 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.5 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.2 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.5 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.2 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.5 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G118500.2 Phvul.004G118500 Phvul.004G118500PF00646 PTHR32212,PTHR32212:SF65
1 Phvul.004G176200.1 Phvul.004G176200 Phvul.004G176200PF13506 PTHR12726,PTHR12726:SF0
1 Phvul.004G176200.1 Phvul.004G176200 Phvul.004G176200PF13506 PTHR12726,PTHR12726:SF0
1 Phvul.004G176200.1 Phvul.004G176200 Phvul.004G176200PF13506 PTHR12726,PTHR12726:SF0
1 Phvul.004G176200.1 Phvul.004G176200 Phvul.004G176200PF13506 PTHR12726,PTHR12726:SF0
1 Phvul.004G176200.1 Phvul.004G176200 Phvul.004G176200PF13506 PTHR12726,PTHR12726:SF0
1 Phvul.004G176200.1 Phvul.004G176200 Phvul.004G176200PF13506 PTHR12726,PTHR12726:SF0
1 Phvul.004G176200.1 Phvul.004G176200 Phvul.004G176200PF13506 PTHR12726,PTHR12726:SF0
1 Phvul.004G176200.1 Phvul.004G176200 Phvul.004G176200PF13506 PTHR12726,PTHR12726:SF0
1 Phvul.004G176200.1 Phvul.004G176200 Phvul.004G176200PF13506 PTHR12726,PTHR12726:SF0
1 Phvul.004G176200.1 Phvul.004G176200 Phvul.004G176200PF13506 PTHR12726,PTHR12726:SF0
1 Phvul.004G176200.1 Phvul.004G176200 Phvul.004G176200PF13506 PTHR12726,PTHR12726:SF0
1 Phvul.004G176200.1 Phvul.004G176200 Phvul.004G176200PF13506 PTHR12726,PTHR12726:SF0
1 Phvul.005G057900.1 Phvul.005G057900 Phvul.005G057900PF13692 PTHR13036,PTHR13036:SF0
1 Phvul.005G068800.2 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
1 Phvul.005G068800.1 Phvul.005G068800 Phvul.005G068800PF13639 PTHR22937,PTHR22937:SF48
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Do not distribute

1 Phvul.006G055700.1 Phvul.006G055700 Phvul.006G055700PF01245 PTHR15680,PTHR15680:SF9
1 Phvul.006G055700.1 Phvul.006G055700 Phvul.006G055700PF01245 PTHR15680,PTHR15680:SF9
1 Phvul.006G055700.1 Phvul.006G055700 Phvul.006G055700PF01245 PTHR15680,PTHR15680:SF9
1 Phvul.006G055700.1 Phvul.006G055700 Phvul.006G055700PF01245 PTHR15680,PTHR15680:SF9
1 Phvul.006G055700.1 Phvul.006G055700 Phvul.006G055700PF01245 PTHR15680,PTHR15680:SF9
1 Phvul.006G055700.1 Phvul.006G055700 Phvul.006G055700PF01245 PTHR15680,PTHR15680:SF9
1 Phvul.006G055700.1 Phvul.006G055700 Phvul.006G055700PF01245 PTHR15680,PTHR15680:SF9
1 Phvul.006G055700.1 Phvul.006G055700 Phvul.006G055700PF01245 PTHR15680,PTHR15680:SF9
1 Phvul.006G055700.1 Phvul.006G055700 Phvul.006G055700PF01245 PTHR15680,PTHR15680:SF9
1 Phvul.006G055700.1 Phvul.006G055700 Phvul.006G055700PF01245 PTHR15680,PTHR15680:SF9
1 Phvul.006G106300.1 Phvul.006G106300 Phvul.006G106300PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.1 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G106400.2 Phvul.006G106400 Phvul.006G106400PF00512,PF01590,PF00072PTHR24423,PTHR24423:SF530
1 Phvul.006G112211.1 Phvul.006G112211 Phvul.006G112211PF00234 PTHR33076,PTHR33076:SF9
1 Phvul.006G112211.1 Phvul.006G112211 Phvul.006G112211PF00234 PTHR33076,PTHR33076:SF9
1 Phvul.006G112211.1 Phvul.006G112211 Phvul.006G112211PF00234 PTHR33076,PTHR33076:SF9
1 Phvul.006G112211.1 Phvul.006G112211 Phvul.006G112211PF00234 PTHR33076,PTHR33076:SF9
1 Phvul.006G112211.1 Phvul.006G112211 Phvul.006G112211PF00234 PTHR33076,PTHR33076:SF9
1 Phvul.006G112211.1 Phvul.006G112211 Phvul.006G112211PF00234 PTHR33076,PTHR33076:SF9
1 Phvul.006G112211.1 Phvul.006G112211 Phvul.006G112211PF00234 PTHR33076,PTHR33076:SF9
1 Phvul.006G112211.1 Phvul.006G112211 Phvul.006G112211PF00234 PTHR33076,PTHR33076:SF9
1 Phvul.006G112211.1 Phvul.006G112211 Phvul.006G112211PF00234 PTHR33076,PTHR33076:SF9
1 Phvul.006G112211.1 Phvul.006G112211 Phvul.006G112211PF00234 PTHR33076,PTHR33076:SF9
1 Phvul.006G112211.1 Phvul.006G112211 Phvul.006G112211PF00234 PTHR33076,PTHR33076:SF9
1 Phvul.006G117900.1 Phvul.006G117900 Phvul.006G117900 0 PTHR33184,PTHR33184:SF10
1 Phvul.006G117900.1 Phvul.006G117900 Phvul.006G117900 0 PTHR33184,PTHR33184:SF10
1 Phvul.006G117900.1 Phvul.006G117900 Phvul.006G117900 0 PTHR33184,PTHR33184:SF10
1 Phvul.006G117900.1 Phvul.006G117900 Phvul.006G117900 0 PTHR33184,PTHR33184:SF10
1 Phvul.006G117900.1 Phvul.006G117900 Phvul.006G117900 0 PTHR33184,PTHR33184:SF10
1 Phvul.006G117900.1 Phvul.006G117900 Phvul.006G117900 0 PTHR33184,PTHR33184:SF10
1 Phvul.006G117900.1 Phvul.006G117900 Phvul.006G117900 0 PTHR33184,PTHR33184:SF10
1 Phvul.006G117900.1 Phvul.006G117900 Phvul.006G117900 0 PTHR33184,PTHR33184:SF10
1 Phvul.006G117900.1 Phvul.006G117900 Phvul.006G117900 0 PTHR33184,PTHR33184:SF10
1 Phvul.006G117900.1 Phvul.006G117900 Phvul.006G117900 0 PTHR33184,PTHR33184:SF10
1 Phvul.006G139100.1 Phvul.006G139100 Phvul.006G139100PF14547 PTHR31731,PTHR31731:SF7
1 Phvul.007G199700.2 Phvul.007G199700 Phvul.007G199700PF05739 PTHR19957,PTHR19957:SF108
1 Phvul.007G199700.2 Phvul.007G199700 Phvul.007G199700PF05739 PTHR19957,PTHR19957:SF108
1 Phvul.007G199700.2 Phvul.007G199700 Phvul.007G199700PF05739 PTHR19957,PTHR19957:SF108
1 Phvul.007G199700.2 Phvul.007G199700 Phvul.007G199700PF05739 PTHR19957,PTHR19957:SF108
1 Phvul.007G199700.2 Phvul.007G199700 Phvul.007G199700PF05739 PTHR19957,PTHR19957:SF108
1 Phvul.007G199700.2 Phvul.007G199700 Phvul.007G199700PF05739 PTHR19957,PTHR19957:SF108
1 Phvul.007G199700.2 Phvul.007G199700 Phvul.007G199700PF05739 PTHR19957,PTHR19957:SF108
1 Phvul.007G199700.2 Phvul.007G199700 Phvul.007G199700PF05739 PTHR19957,PTHR19957:SF108
1 Phvul.007G199700.2 Phvul.007G199700 Phvul.007G199700PF05739 PTHR19957,PTHR19957:SF108
1 Phvul.007G199700.2 Phvul.007G199700 Phvul.007G199700PF05739 PTHR19957,PTHR19957:SF108
1 Phvul.007G227900.1 Phvul.007G227900 Phvul.007G227900PF01040 PTHR11048,PTHR11048:SF26
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Do not distribute

1 Phvul.007G227900.1 Phvul.007G227900 Phvul.007G227900PF01040 PTHR11048,PTHR11048:SF26
1 Phvul.007G227900.1 Phvul.007G227900 Phvul.007G227900PF01040 PTHR11048,PTHR11048:SF26
1 Phvul.007G227900.1 Phvul.007G227900 Phvul.007G227900PF01040 PTHR11048,PTHR11048:SF26
1 Phvul.007G227900.1 Phvul.007G227900 Phvul.007G227900PF01040 PTHR11048,PTHR11048:SF26
1 Phvul.007G227900.1 Phvul.007G227900 Phvul.007G227900PF01040 PTHR11048,PTHR11048:SF26
1 Phvul.007G227900.1 Phvul.007G227900 Phvul.007G227900PF01040 PTHR11048,PTHR11048:SF26
1 Phvul.007G227900.1 Phvul.007G227900 Phvul.007G227900PF01040 PTHR11048,PTHR11048:SF26
1 Phvul.007G227900.1 Phvul.007G227900 Phvul.007G227900PF01040 PTHR11048,PTHR11048:SF26
1 Phvul.007G227900.1 Phvul.007G227900 Phvul.007G227900PF01040 PTHR11048,PTHR11048:SF26
1 Phvul.007G252700.1 Phvul.007G252700 Phvul.007G252700PF11965,PF02514PTHR23304,PTHR23304:SF115
1 Phvul.008G003900.1 Phvul.008G003900 Phvul.008G003900 0 PTHR35313,PTHR35313:SF1
1 Phvul.008G003900.1 Phvul.008G003900 Phvul.008G003900 0 PTHR35313,PTHR35313:SF1
1 Phvul.008G041600.1 Phvul.008G041600 Phvul.008G041600PF07891 PTHR10759,PTHR10759:SF1
1 Phvul.008G041600.1 Phvul.008G041600 Phvul.008G041600PF07891 PTHR10759,PTHR10759:SF1
1 Phvul.008G041600.1 Phvul.008G041600 Phvul.008G041600PF07891 PTHR10759,PTHR10759:SF1
1 Phvul.008G041600.1 Phvul.008G041600 Phvul.008G041600PF07891 PTHR10759,PTHR10759:SF1
1 Phvul.008G041600.1 Phvul.008G041600 Phvul.008G041600PF07891 PTHR10759,PTHR10759:SF1
1 Phvul.008G041600.1 Phvul.008G041600 Phvul.008G041600PF07891 PTHR10759,PTHR10759:SF1
1 Phvul.008G041600.1 Phvul.008G041600 Phvul.008G041600PF07891 PTHR10759,PTHR10759:SF1
1 Phvul.008G041600.1 Phvul.008G041600 Phvul.008G041600PF07891 PTHR10759,PTHR10759:SF1
1 Phvul.008G041600.1 Phvul.008G041600 Phvul.008G041600PF07891 PTHR10759,PTHR10759:SF1
1 Phvul.008G041600.1 Phvul.008G041600 Phvul.008G041600PF07891 PTHR10759,PTHR10759:SF1
1 Phvul.008G041600.1 Phvul.008G041600 Phvul.008G041600PF07891 PTHR10759,PTHR10759:SF1
1 Phvul.008G081500.1 Phvul.008G081500 Phvul.008G081500 0 PTHR36740
1 Phvul.008G093200.1 Phvul.008G093200 Phvul.008G093200PF00560,PF08263,PF00069PTHR27000,PTHR27000:SF153
1 Phvul.008G176200.1 Phvul.008G176200 Phvul.008G176200PF01474 PTHR21337,PTHR21337:SF7
1 Phvul.008G176200.1 Phvul.008G176200 Phvul.008G176200PF01474 PTHR21337,PTHR21337:SF7
1 Phvul.008G176200.1 Phvul.008G176200 Phvul.008G176200PF01474 PTHR21337,PTHR21337:SF7
1 Phvul.008G176200.1 Phvul.008G176200 Phvul.008G176200PF01474 PTHR21337,PTHR21337:SF7
1 Phvul.008G176200.1 Phvul.008G176200 Phvul.008G176200PF01474 PTHR21337,PTHR21337:SF7
1 Phvul.008G176200.1 Phvul.008G176200 Phvul.008G176200PF01474 PTHR21337,PTHR21337:SF7
1 Phvul.008G176200.1 Phvul.008G176200 Phvul.008G176200PF01474 PTHR21337,PTHR21337:SF7
1 Phvul.008G176200.1 Phvul.008G176200 Phvul.008G176200PF01474 PTHR21337,PTHR21337:SF7
1 Phvul.008G176200.1 Phvul.008G176200 Phvul.008G176200PF01474 PTHR21337,PTHR21337:SF7
1 Phvul.008G176200.1 Phvul.008G176200 Phvul.008G176200PF01474 PTHR21337,PTHR21337:SF7
1 Phvul.008G199500.1 Phvul.008G199500 Phvul.008G199500 0 PTHR13343,PTHR13343:SF18
1 Phvul.008G199500.1 Phvul.008G199500 Phvul.008G199500 0 PTHR13343,PTHR13343:SF18
1 Phvul.008G257400.1 Phvul.008G257400 Phvul.008G257400PF03195 PTHR31301,PTHR31301:SF4
1 Phvul.009G092600.1 Phvul.009G092600 Phvul.009G092600PF07651 PTHR22951,PTHR22951:SF13
1 Phvul.009G092600.1 Phvul.009G092600 Phvul.009G092600PF07651 PTHR22951,PTHR22951:SF13
1 Phvul.009G092600.1 Phvul.009G092600 Phvul.009G092600PF07651 PTHR22951,PTHR22951:SF13
1 Phvul.009G092600.1 Phvul.009G092600 Phvul.009G092600PF07651 PTHR22951,PTHR22951:SF13
1 Phvul.009G092600.1 Phvul.009G092600 Phvul.009G092600PF07651 PTHR22951,PTHR22951:SF13
1 Phvul.009G092600.1 Phvul.009G092600 Phvul.009G092600PF07651 PTHR22951,PTHR22951:SF13
1 Phvul.009G092600.1 Phvul.009G092600 Phvul.009G092600PF07651 PTHR22951,PTHR22951:SF13
1 Phvul.009G092600.1 Phvul.009G092600 Phvul.009G092600PF07651 PTHR22951,PTHR22951:SF13
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Do not distribute

1 Phvul.009G092600.1 Phvul.009G092600 Phvul.009G092600PF07651 PTHR22951,PTHR22951:SF13
1 Phvul.009G092600.1 Phvul.009G092600 Phvul.009G092600PF07651 PTHR22951,PTHR22951:SF13
1 Phvul.009G092600.1 Phvul.009G092600 Phvul.009G092600PF07651 PTHR22951,PTHR22951:SF13
1 Phvul.010G053600.1 Phvul.010G053600 Phvul.010G053600PF00780,PF10367,PF00637PTHR12894,PTHR12894:SF17
1 Phvul.011G035700.2 Phvul.011G035700 Phvul.011G035700PF07716 PTHR23334,PTHR23334:SF25
1 Phvul.011G035700.2 Phvul.011G035700 Phvul.011G035700PF07716 PTHR23334,PTHR23334:SF25
1 Phvul.011G035700.2 Phvul.011G035700 Phvul.011G035700PF07716 PTHR23334,PTHR23334:SF25
1 Phvul.011G035700.2 Phvul.011G035700 Phvul.011G035700PF07716 PTHR23334,PTHR23334:SF25
1 Phvul.011G035700.2 Phvul.011G035700 Phvul.011G035700PF07716 PTHR23334,PTHR23334:SF25
1 Phvul.011G035700.2 Phvul.011G035700 Phvul.011G035700PF07716 PTHR23334,PTHR23334:SF25
1 Phvul.011G035700.2 Phvul.011G035700 Phvul.011G035700PF07716 PTHR23334,PTHR23334:SF25
1 Phvul.011G035700.2 Phvul.011G035700 Phvul.011G035700PF07716 PTHR23334,PTHR23334:SF25
1 Phvul.011G035700.2 Phvul.011G035700 Phvul.011G035700PF07716 PTHR23334,PTHR23334:SF25
1 Phvul.011G035700.2 Phvul.011G035700 Phvul.011G035700PF07716 PTHR23334,PTHR23334:SF25
2 Phvul.011G082801.1 Phvul.011G082801 Phvul.011G082801 0 0
1 Phvul.011G147000.1 Phvul.011G147000 Phvul.011G147000PF08276,PF00954,PF01453,PF07714PTHR27002,PTHR27002:SF101
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.3 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129
2 Phvul.011G152100.1 Phvul.011G152100 Phvul.011G152100PF08276,PF00954,PF01453,PF00069PTHR27002,PTHR27002:SF129

Page 1601 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

KOG KEGG KOG GO Best-hit-arabi-namearabi-symbol
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.3 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.3 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.3 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.3 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.3 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.3 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.3 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.3 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.3 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.3 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.3 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
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Do not distribute

0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.3 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT4G36920.2 AP2,FL1,FLO2
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
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Do not distribute

0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.2 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.2 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.2 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.2 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.2 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.2 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.2 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.2 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.2 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.2 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.2 RAP2.7,TOE1
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
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Do not distribute

0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.1 RAP2.7,TOE1
0 5.3.99.6 K10525 GO:0016853,GO:0009507AT3G25780.1 AOC3

KOG0374 3.1.3.16 0 GO:0005515,GO:0016787AT2G27210.1 BSL3
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0

0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 0 0 AT1G06590.1 0
0 0 0 0 AT1G06590.1 0
0 0 0 0 AT1G06590.1 0
0 0 0 0 AT1G06590.1 0
0 0 0 0 AT1G06590.1 0
0 0 0 0 AT1G06590.1 0
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Do not distribute

0 0 0 0 AT1G06590.1 0
0 0 0 0 AT1G06590.1 0
0 0 0 0 AT1G06590.1 0
0 0 0 0 AT1G06590.1 0
0 0 0 0 AT1G06590.1 0
0 0 0 0 AT1G06590.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT5G67380.1 ATCKA1,CKA1
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT5G67380.1 ATCKA1,CKA1
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT5G67380.1 ATCKA1,CKA1
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT5G67380.1 ATCKA1,CKA1
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT5G67380.1 ATCKA1,CKA1
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT5G67380.1 ATCKA1,CKA1
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT5G67380.1 ATCKA1,CKA1
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT5G67380.1 ATCKA1,CKA1
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT5G67380.1 ATCKA1,CKA1
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT5G67380.1 ATCKA1,CKA1
0 2.3.1.45 0 0 AT2G34410.2 0
0 4.4.1.19 0 GO:0019295 AT4G21320.1 HSA32
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b

KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10

0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0

KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G21380.1 ARK3,RK3
KOG1282 3.4.16.5 K16298 GO:0006508,GO:0004185AT3G45010.1 scpl48
KOG1282 3.4.16.5 K16298 GO:0006508,GO:0004185AT3G45010.1 scpl48
KOG1282 3.4.16.5 K16298 GO:0006508,GO:0004185AT3G45010.1 scpl48
KOG1282 3.4.16.5 K16298 GO:0006508,GO:0004185AT3G45010.1 scpl48
KOG1282 3.4.16.5 K16298 GO:0006508,GO:0004185AT3G45010.1 scpl48
KOG1282 3.4.16.5 K16298 GO:0006508,GO:0004185AT3G45010.1 scpl48
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Do not distribute

KOG1282 3.4.16.5 K16298 GO:0006508,GO:0004185AT3G45010.1 scpl48
KOG1282 3.4.16.5 K16298 GO:0006508,GO:0004185AT3G45010.1 scpl48
KOG1282 3.4.16.5 K16298 GO:0006508,GO:0004185AT3G45010.1 scpl48
KOG1282 3.4.16.5 K16298 GO:0006508,GO:0004185AT3G45010.1 scpl48
KOG1282 3.4.16.5 K16298 GO:0006508,GO:0004185AT3G45010.1 scpl48
KOG1282 3.4.16.5 K16298 GO:0006508,GO:0004185AT3G45010.1 scpl48

0 0 0 0 0 0
0 0 0 0 0 0

KOG1441 0 0 GO:0055085 AT3G11320.1 0
KOG1441 0 0 GO:0055085 AT3G11320.1 0
KOG1441 0 0 GO:0055085 AT3G11320.1 0
KOG1441 0 0 GO:0055085 AT3G11320.1 0
KOG1441 0 0 GO:0055085 AT3G11320.1 0
KOG1441 0 0 GO:0055085 AT3G11320.1 0
KOG1441 0 0 GO:0055085 AT3G11320.1 0
KOG1441 0 0 GO:0055085 AT3G11320.1 0
KOG1441 0 0 GO:0055085 AT3G11320.1 0
KOG1441 0 0 GO:0055085 AT3G11320.1 0
KOG1441 0 0 GO:0055085 AT3G11320.1 0

0 0 K09284 GO:0006355,GO:0003700,GO:0007275AT2G28550.2 RAP2.7,TOE1
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
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Do not distribute

0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 0 0 AT3G19640.1 MGT4,MRS2-3
0 0 K10523 GO:0005515 AT4G08455.1 0
0 0 K10523 GO:0005515 AT4G08455.1 0
0 0 K10523 GO:0005515 AT4G08455.1 0
0 0 K10523 GO:0005515 AT4G08455.1 0
0 0 K10523 GO:0005515 AT4G08455.1 0
0 0 K10523 GO:0005515 AT4G08455.1 0
0 0 K10523 GO:0005515 AT4G08455.1 0
0 0 K10523 GO:0005515 AT4G08455.1 0
0 0 K10523 GO:0005515 AT4G08455.1 0
0 0 K10523 GO:0005515 AT4G08455.1 0
0 0 K10523 GO:0005515 AT4G08455.1 0
0 0 0 0 AT5G50990.1 0
0 0 0 0 0 0

KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0

KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0

0 0 K14291 0 AT3G20430.1 0
0 0 K14291 0 AT3G20430.1 0
0 0 0 0 AT2G36430.1 0
0 0 0 0 AT2G36430.1 0
0 0 0 0 AT2G36430.1 0
0 0 0 0 AT2G36430.1 0
0 0 0 0 AT2G36430.1 0
0 0 0 0 AT2G36430.1 0
0 0 0 0 AT2G36430.1 0
0 0 0 0 AT2G36430.1 0
0 0 0 0 AT2G36430.1 0
0 0 0 0 AT2G36430.1 0
0 0 0 0 AT2G36430.1 0
0 0 0 0 AT2G36430.1 0
0 0 0 0 0 0
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Do not distribute

0 0 0 0 0 0
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT5G67380.1 ATCKA1,CKA1
0 0 K15032 GO:0006355,GO:0005739,GO:0003690AT2G03050.1 EMB93,SOLDAT10
0 0 K15032 GO:0006355,GO:0005739,GO:0003690AT2G03050.1 EMB93,SOLDAT10
0 0 K15032 GO:0006355,GO:0005739,GO:0003690AT2G03050.1 EMB93,SOLDAT10
0 0 K15032 GO:0006355,GO:0005739,GO:0003690AT2G03050.1 EMB93,SOLDAT10
0 0 K15032 GO:0006355,GO:0005739,GO:0003690AT2G03050.1 EMB93,SOLDAT10
0 0 K15032 GO:0006355,GO:0005739,GO:0003690AT2G03050.1 EMB93,SOLDAT10
0 0 K15032 GO:0006355,GO:0005739,GO:0003690AT2G03050.1 EMB93,SOLDAT10
0 0 K15032 GO:0006355,GO:0005739,GO:0003690AT2G03050.1 EMB93,SOLDAT10
0 0 K15032 GO:0006355,GO:0005739,GO:0003690AT2G03050.1 EMB93,SOLDAT10
0 0 K15032 GO:0006355,GO:0005739,GO:0003690AT2G03050.1 EMB93,SOLDAT10

KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1399 1.14.13.168 K11816 0 AT4G13260.1 YUC2

Page 1609 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

KOG1399 1.14.13.168 K11816 0 AT4G13260.1 YUC2
KOG1399 1.14.13.168 K11816 0 AT4G13260.1 YUC2
KOG1399 1.14.13.168 K11816 0 AT4G13260.1 YUC2
KOG1399 1.14.13.168 K11816 0 AT4G13260.1 YUC2
KOG1399 1.14.13.168 K11816 0 AT4G13260.1 YUC2
KOG1399 1.14.13.168 K11816 0 AT4G13260.1 YUC2
KOG1399 1.14.13.168 K11816 0 AT4G13260.1 YUC2
KOG1399 1.14.13.168 K11816 0 AT4G13260.1 YUC2
KOG1399 1.14.13.168 K11816 0 AT4G13260.1 YUC2

0 2.4.1.15,3.1.3.12K16055 GO:0005992,GO:0003824AT1G60140.1 ATTPS10,TPS10
0 2.4.1.15,3.1.3.12K16055 GO:0005992,GO:0003824AT1G60140.1 ATTPS10,TPS10
0 2.4.1.15,3.1.3.12K16055 GO:0005992,GO:0003824AT1G60140.1 ATTPS10,TPS10
0 2.4.1.15,3.1.3.12K16055 GO:0005992,GO:0003824AT1G60140.1 ATTPS10,TPS10
0 2.4.1.15,3.1.3.12K16055 GO:0005992,GO:0003824AT1G60140.1 ATTPS10,TPS10
0 2.4.1.15,3.1.3.12K16055 GO:0005992,GO:0003824AT1G60140.1 ATTPS10,TPS10
0 2.4.1.15,3.1.3.12K16055 GO:0005992,GO:0003824AT1G60140.1 ATTPS10,TPS10
0 2.4.1.15,3.1.3.12K16055 GO:0005992,GO:0003824AT1G60140.1 ATTPS10,TPS10
0 2.4.1.15,3.1.3.12K16055 GO:0005992,GO:0003824AT1G60140.1 ATTPS10,TPS10
0 2.4.1.15,3.1.3.12K16055 GO:0005992,GO:0003824AT1G60140.1 ATTPS10,TPS10
0 2.4.1.15,3.1.3.12K16055 GO:0005992,GO:0003824AT1G60140.1 ATTPS10,TPS10

KOG1809 0 0 0 AT1G48090.1 0
KOG1809 0 0 0 AT1G48090.1 0
KOG1809 0 0 0 AT1G48090.1 0
KOG1809 0 0 0 AT1G48090.1 0
KOG1809 0 0 0 AT1G48090.1 0
KOG1809 0 0 0 AT1G48090.1 0
KOG1809 0 0 0 AT1G48090.1 0
KOG1809 0 0 0 AT1G48090.1 0
KOG1809 0 0 0 AT1G48090.1 0
KOG1809 0 0 0 AT1G48090.1 0
KOG1809 0 0 0 AT1G48090.1 0

0 2.7.11.1 K03097 GO:0006468,GO:0004672AT3G50000.1 ATCKA2,CKA2
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT3G50000.1 ATCKA2,CKA2
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT3G50000.1 ATCKA2,CKA2
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT3G50000.1 ATCKA2,CKA2
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT3G50000.1 ATCKA2,CKA2
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT3G50000.1 ATCKA2,CKA2
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT3G50000.1 ATCKA2,CKA2
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT3G50000.1 ATCKA2,CKA2
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT3G50000.1 ATCKA2,CKA2
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT3G50000.1 ATCKA2,CKA2

KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
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Do not distribute

KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG1558 0 K14709 GO:0055085,GO:0046873,GO:0030001,GO:0016020AT1G31260.1 ZIP10
KOG0374 3.1.3.16 0 GO:0005515,GO:0016787AT2G27210.1 BSL3
KOG0374 3.1.3.16 0 GO:0005515,GO:0016787AT2G27210.1 BSL3
KOG0374 3.1.3.16 0 GO:0005515,GO:0016787AT2G27210.1 BSL3
KOG0374 3.1.3.16 0 GO:0005515,GO:0016787AT2G27210.1 BSL3
KOG0374 3.1.3.16 0 GO:0005515,GO:0016787AT2G27210.1 BSL3
KOG0374 3.1.3.16 0 GO:0005515,GO:0016787AT2G27210.1 BSL3
KOG0374 3.1.3.16 0 GO:0005515,GO:0016787AT2G27210.1 BSL3
KOG0374 3.1.3.16 0 GO:0005515,GO:0016787AT2G27210.1 BSL3
KOG0374 3.1.3.16 0 GO:0005515,GO:0016787AT2G27210.1 BSL3
KOG0374 3.1.3.16 0 GO:0005515,GO:0016787AT2G27210.1 BSL3
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0

0 0 0 0 AT5G03170.1 ATFLA11,FLA11
0 0 K14486 GO:0003677,GO:0009725,GO:0006355,GO:0005634AT2G33860.1 ARF3,ETT
0 0 K14486 GO:0003677,GO:0009725,GO:0006355,GO:0005634AT2G33860.1 ARF3,ETT
0 0 K14486 GO:0003677,GO:0009725,GO:0006355,GO:0005634AT2G33860.1 ARF3,ETT
0 0 K14486 GO:0003677,GO:0009725,GO:0006355,GO:0005634AT2G33860.1 ARF3,ETT
0 0 K14486 GO:0003677,GO:0009725,GO:0006355,GO:0005634AT2G33860.1 ARF3,ETT
0 0 K14486 GO:0003677,GO:0009725,GO:0006355,GO:0005634AT2G33860.1 ARF3,ETT
0 0 K14486 GO:0003677,GO:0009725,GO:0006355,GO:0005634AT2G33860.1 ARF3,ETT
0 0 K14486 GO:0003677,GO:0009725,GO:0006355,GO:0005634AT2G33860.1 ARF3,ETT
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Do not distribute

0 0 K14486 GO:0003677,GO:0009725,GO:0006355,GO:0005634AT2G33860.1 ARF3,ETT
0 0 K14486 GO:0003677,GO:0009725,GO:0006355,GO:0005634AT2G33860.1 ARF3,ETT
0 0 0 GO:0016020,GO:0008375AT3G52060.2 0
0 0 0 GO:0016020,GO:0008375AT3G52060.2 0
0 0 0 GO:0016020,GO:0008375AT3G52060.2 0
0 0 0 GO:0016020,GO:0008375AT3G52060.2 0
0 0 0 GO:0016020,GO:0008375AT3G52060.2 0
0 0 0 GO:0016020,GO:0008375AT3G52060.2 0
0 0 0 GO:0016020,GO:0008375AT3G52060.2 0
0 0 0 GO:0016020,GO:0008375AT3G52060.2 0
0 0 0 GO:0016020,GO:0008375AT3G52060.2 0
0 0 0 GO:0016020,GO:0008375AT3G52060.2 0

KOG0522 0 0 0 AT1G04780.1 0
KOG0522 0 0 0 AT1G04780.1 0
KOG0522 0 0 0 AT1G04780.1 0
KOG0522 0 0 0 AT1G04780.1 0
KOG0522 0 0 0 AT1G04780.1 0
KOG0522 0 0 0 AT1G04780.1 0
KOG0522 0 0 0 AT1G04780.1 0
KOG0522 0 0 0 AT1G04780.1 0
KOG0522 0 0 0 AT1G04780.1 0
KOG0522 0 0 0 AT1G04780.1 0
KOG0522 0 0 0 AT1G04780.1 0
KOG0522 0 0 0 AT1G04780.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT4G21410.1 CRK29
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Do not distribute

KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0

0 0 0 0 AT5G17690.1 LHP1,TFL2
0 0 0 0 AT5G17690.1 LHP1,TFL2
0 0 0 0 AT5G17690.1 LHP1,TFL2
0 0 0 0 AT5G17690.1 LHP1,TFL2
0 0 0 0 AT5G17690.1 LHP1,TFL2
0 0 0 0 AT5G17690.1 LHP1,TFL2
0 0 0 0 AT5G17690.1 LHP1,TFL2
0 0 0 0 AT5G17690.1 LHP1,TFL2
0 0 0 0 AT5G17690.1 LHP1,TFL2
0 0 0 0 AT5G17690.1 LHP1,TFL2
0 0 0 0 AT5G17690.1 LHP1,TFL2
0 0 K10523 GO:0005515 AT4G08455.1 0
0 0 0 0 AT3G50140.1 0
0 0 0 0 AT3G50140.1 0
0 0 0 0 AT3G50140.1 0
0 0 0 0 AT3G50140.1 0
0 0 0 0 AT3G50140.1 0
0 0 0 0 AT3G50140.1 0
0 0 0 0 AT3G50140.1 0
0 0 0 0 AT3G50140.1 0
0 0 0 0 AT3G50140.1 0
0 0 0 0 AT3G50140.1 0
0 0 0 0 AT3G50140.1 0
0 0 0 0 AT3G50140.1 0

KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G14840.2 0
0 0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV
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Do not distribute

0 0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV
0 0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV
0 0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV
0 0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV
0 0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV
0 0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV
0 0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV
0 0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV
0 0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV
0 0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV
0 0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0

0 3.1.1.3 0 GO:0016788 AT5G33370.1 0
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Do not distribute

0 3.1.1.3 0 GO:0016788 AT5G33370.1 0
0 3.1.1.3 0 GO:0016788 AT5G33370.1 0
0 3.1.1.3 0 GO:0016788 AT5G33370.1 0
0 3.1.1.3 0 GO:0016788 AT5G33370.1 0
0 3.1.1.3 0 GO:0016788 AT5G33370.1 0
0 3.1.1.3 0 GO:0016788 AT5G33370.1 0
0 3.1.1.3 0 GO:0016788 AT5G33370.1 0
0 3.1.1.3 0 GO:0016788 AT5G33370.1 0
0 3.1.1.3 0 GO:0016788 AT5G33370.1 0
0 3.1.1.3 0 GO:0016788 AT5G33370.1 0

KOG2275 3.5.1.14 K14677 GO:0016787,GO:0008152AT4G38220.1 0
KOG2275 3.5.1.14 K14677 GO:0016787,GO:0008152AT4G38220.1 0
KOG2275 3.5.1.14 K14677 GO:0016787,GO:0008152AT4G38220.1 0
KOG2275 3.5.1.14 K14677 GO:0016787,GO:0008152AT4G38220.1 0
KOG2275 3.5.1.14 K14677 GO:0016787,GO:0008152AT4G38220.1 0
KOG2275 3.5.1.14 K14677 GO:0016787,GO:0008152AT4G38220.1 0
KOG2275 3.5.1.14 K14677 GO:0016787,GO:0008152AT4G38220.1 0
KOG2275 3.5.1.14 K14677 GO:0016787,GO:0008152AT4G38220.1 0
KOG2275 3.5.1.14 K14677 GO:0016787,GO:0008152AT4G38220.1 0
KOG2275 3.5.1.14 K14677 GO:0016787,GO:0008152AT4G38220.1 0
KOG2275 3.5.1.14 K14677 GO:0016787,GO:0008152AT4G38220.1 0
KOG2275 3.5.1.14 K14677 GO:0016787,GO:0008152AT4G38220.1 0

0 0 0 0 AT2G48070.1 RPH1
KOG3467 0 K11254 0 AT2G28740.1 HIS4
KOG3467 0 K11254 0 AT2G28740.1 HIS4
KOG3467 0 K11254 0 AT2G28740.1 HIS4
KOG3467 0 K11254 0 AT2G28740.1 HIS4
KOG3467 0 K11254 0 AT2G28740.1 HIS4
KOG3467 0 K11254 0 AT2G28740.1 HIS4
KOG3467 0 K11254 0 AT2G28740.1 HIS4
KOG3467 0 K11254 0 AT2G28740.1 HIS4
KOG3467 0 K11254 0 AT2G28740.1 HIS4
KOG3467 0 K11254 0 AT2G28740.1 HIS4

0 0 0 0 AT3G53320.1 0
0 0 0 0 AT3G53320.1 0
0 0 0 0 AT3G53320.1 0
0 0 0 0 AT3G53320.1 0
0 0 0 0 AT3G53320.1 0
0 0 0 0 AT3G53320.1 0
0 0 0 0 AT3G53320.1 0
0 0 0 0 AT3G53320.1 0
0 0 0 0 AT3G53320.1 0
0 0 0 0 AT3G53320.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
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Do not distribute

0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0
0 0 0 0 AT1G02610.1 0

KOG2231 0 0 0 AT3G62240.1 0
KOG2231 0 0 0 AT3G62240.1 0
KOG2231 0 0 0 AT3G62240.1 0
KOG2231 0 0 0 AT3G62240.1 0
KOG2231 0 0 0 AT3G62240.1 0
KOG2231 0 0 0 AT3G62240.1 0
KOG2231 0 0 0 AT3G62240.1 0
KOG2231 0 0 0 AT3G62240.1 0
KOG2231 0 0 0 AT3G62240.1 0
KOG2231 0 0 0 AT3G62240.1 0
KOG2231 0 0 0 AT3G62240.1 0
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
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Do not distribute

KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B
KOG1187 2.7.11.1,2.7.10.2 0 GO:0006468,GO:0004672AT2G28930.1 APK1B,PK1B

0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 2.3.1.45 0 0 AT2G34410.2 0
0 2.3.1.45 0 0 AT2G34410.2 0
0 2.3.1.45 0 0 AT2G34410.2 0
0 2.3.1.45 0 0 AT2G34410.2 0
0 2.3.1.45 0 0 AT2G34410.2 0
0 2.3.1.45 0 0 AT2G34410.2 0
0 2.3.1.45 0 0 AT2G34410.2 0
0 2.3.1.45 0 0 AT2G34410.2 0
0 2.3.1.45 0 0 AT2G34410.2 0
0 2.3.1.45 0 0 AT2G34410.2 0
0 4.4.1.19 0 GO:0019295 AT4G21320.1 HSA32
0 4.4.1.19 0 GO:0019295 AT4G21320.1 HSA32
0 4.4.1.19 0 GO:0019295 AT4G21320.1 HSA32
0 4.4.1.19 0 GO:0019295 AT4G21320.1 HSA32
0 4.4.1.19 0 GO:0019295 AT4G21320.1 HSA32
0 4.4.1.19 0 GO:0019295 AT4G21320.1 HSA32
0 4.4.1.19 0 GO:0019295 AT4G21320.1 HSA32
0 4.4.1.19 0 GO:0019295 AT4G21320.1 HSA32
0 4.4.1.19 0 GO:0019295 AT4G21320.1 HSA32
0 4.4.1.19 0 GO:0019295 AT4G21320.1 HSA32
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Do not distribute

0 4.4.1.19 0 GO:0019295 AT4G21320.1 HSA32
KOG1235 3.6.3.46 0 0 AT5G64940.1 ATATH13,ATH13,ATOSA1,OSA1

0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 0 0 GO:0043047,GO:0000723AT5G06310.1 AtPOT1b
0 5.3.99.6 K10525 GO:0016853,GO:0009507AT3G25780.1 AOC3
0 5.3.99.6 K10525 GO:0016853,GO:0009507AT3G25780.1 AOC3
0 5.3.99.6 K10525 GO:0016853,GO:0009507AT3G25780.1 AOC3
0 5.3.99.6 K10525 GO:0016853,GO:0009507AT3G25780.1 AOC3
0 5.3.99.6 K10525 GO:0016853,GO:0009507AT3G25780.1 AOC3
0 5.3.99.6 K10525 GO:0016853,GO:0009507AT3G25780.1 AOC3
0 5.3.99.6 K10525 GO:0016853,GO:0009507AT3G25780.1 AOC3
0 5.3.99.6 K10525 GO:0016853,GO:0009507AT3G25780.1 AOC3
0 5.3.99.6 K10525 GO:0016853,GO:0009507AT3G25780.1 AOC3
0 5.3.99.6 K10525 GO:0016853,GO:0009507AT3G25780.1 AOC3

KOG1809 0 0 0 AT1G48090.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G56040.2 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G56040.2 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G56040.2 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G56040.2 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G56040.2 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G56040.2 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G56040.2 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G56040.2 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G56040.2 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G56040.2 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G56040.2 0

0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
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Do not distribute

0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT2G23070.1 0

KOG2182 3.4.14.2 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.14.2 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.14.2 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.14.2 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.14.2 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.14.2 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.14.2 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.14.2 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.14.2 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.14.2 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
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KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG2182 3.4.21.26 0 GO:0008236,GO:0006508AT4G36195.1 0
KOG4742 3.2.1.14 K01183 GO:0008061,GO:0016998,GO:0006032,GO:0004568AT3G12500.1 ATHCHIB,B-CHI,CHI-B,HCHIB,PR-3,PR3
KOG4742 3.2.1.14 K01183 GO:0008061,GO:0016998,GO:0006032,GO:0004568AT3G12500.1 ATHCHIB,B-CHI,CHI-B,HCHIB,PR-3,PR3
KOG4742 3.2.1.14 K01183 GO:0008061,GO:0016998,GO:0006032,GO:0004568AT3G12500.1 ATHCHIB,B-CHI,CHI-B,HCHIB,PR-3,PR3
KOG4742 3.2.1.14 K01183 GO:0008061,GO:0016998,GO:0006032,GO:0004568AT3G12500.1 ATHCHIB,B-CHI,CHI-B,HCHIB,PR-3,PR3
KOG4742 3.2.1.14 K01183 GO:0008061,GO:0016998,GO:0006032,GO:0004568AT3G12500.1 ATHCHIB,B-CHI,CHI-B,HCHIB,PR-3,PR3
KOG4742 3.2.1.14 K01183 GO:0008061,GO:0016998,GO:0006032,GO:0004568AT3G12500.1 ATHCHIB,B-CHI,CHI-B,HCHIB,PR-3,PR3
KOG4742 3.2.1.14 K01183 GO:0008061,GO:0016998,GO:0006032,GO:0004568AT3G12500.1 ATHCHIB,B-CHI,CHI-B,HCHIB,PR-3,PR3
KOG4742 3.2.1.14 K01183 GO:0008061,GO:0016998,GO:0006032,GO:0004568AT3G12500.1 ATHCHIB,B-CHI,CHI-B,HCHIB,PR-3,PR3
KOG4742 3.2.1.14 K01183 GO:0008061,GO:0016998,GO:0006032,GO:0004568AT3G12500.1 ATHCHIB,B-CHI,CHI-B,HCHIB,PR-3,PR3
KOG4742 3.2.1.14 K01183 GO:0008061,GO:0016998,GO:0006032,GO:0004568AT3G12500.1 ATHCHIB,B-CHI,CHI-B,HCHIB,PR-3,PR3

0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 0 AT4G13750.1 NOV
0 0 0 GO:0016020 AT3G01100.1 ATHYP1,HYP1

Page 1620 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

0 0 0 GO:0016020 AT3G01100.1 ATHYP1,HYP1
0 0 0 GO:0016020 AT3G01100.1 ATHYP1,HYP1
0 0 0 GO:0016020 AT3G01100.1 ATHYP1,HYP1
0 0 0 GO:0016020 AT3G01100.1 ATHYP1,HYP1
0 0 0 GO:0016020 AT3G01100.1 ATHYP1,HYP1
0 0 0 GO:0016020 AT3G01100.1 ATHYP1,HYP1
0 0 0 GO:0016020 AT3G01100.1 ATHYP1,HYP1
0 0 0 GO:0016020 AT3G01100.1 ATHYP1,HYP1
0 0 0 GO:0016020 AT3G01100.1 ATHYP1,HYP1
0 0 0 GO:0016020 AT3G01100.1 ATHYP1,HYP1
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0

KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G21380.1 ARK3,RK3
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G21380.1 ARK3,RK3
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G21380.1 ARK3,RK3
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G21380.1 ARK3,RK3
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G21380.1 ARK3,RK3
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G21380.1 ARK3,RK3
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G21380.1 ARK3,RK3
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G21380.1 ARK3,RK3
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G21380.1 ARK3,RK3
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G21380.1 ARK3,RK3
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G21380.1 ARK3,RK3
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
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KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0
KOG0645 0 0 GO:0005515 AT1G52360.1 0

0 0 0 GO:0006886,GO:0005737,GO:0007033AT2G38020.1 EMB258,MAN,VCL1
KOG1902 0 K14404 0 AT1G30460.1 ATCPSF30,CPSF30
KOG1902 0 K14404 0 AT1G30460.1 ATCPSF30,CPSF30
KOG1902 0 K14404 0 AT1G30460.1 ATCPSF30,CPSF30
KOG1902 0 K14404 0 AT1G30460.1 ATCPSF30,CPSF30
KOG1902 0 K14404 0 AT1G30460.1 ATCPSF30,CPSF30
KOG1902 0 K14404 0 AT1G30460.1 ATCPSF30,CPSF30
KOG1902 0 K14404 0 AT1G30460.1 ATCPSF30,CPSF30
KOG1902 0 K14404 0 AT1G30460.1 ATCPSF30,CPSF30
KOG1902 0 K14404 0 AT1G30460.1 ATCPSF30,CPSF30
KOG1902 0 K14404 0 AT1G30460.1 ATCPSF30,CPSF30
KOG1902 0 K14404 0 AT1G30460.1 ATCPSF30,CPSF30
KOG1441 0 0 GO:0055085 AT3G11320.1 0

0 0 K14486 GO:0003677,GO:0009725,GO:0006355,GO:0005634AT2G33860.1 ARF3,ETT
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT1G68400.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT1G68400.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT1G68400.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT1G68400.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT1G68400.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT1G68400.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT1G68400.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT1G68400.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT1G68400.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT1G68400.1 0

0 2.1.1.193 0 GO:0008168,GO:0006364AT1G50000.1 0
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0 0 0 GO:0006355,GO:0005739,GO:0003690AT4G09620.1 0
0 0 0 GO:0006355,GO:0005739,GO:0003690AT4G09620.1 0
0 0 0 GO:0006355,GO:0005739,GO:0003690AT4G09620.1 0
0 0 0 GO:0006355,GO:0005739,GO:0003690AT4G09620.1 0
0 0 0 GO:0006355,GO:0005739,GO:0003690AT4G09620.1 0
0 0 0 GO:0006355,GO:0005739,GO:0003690AT4G09620.1 0
0 0 0 GO:0006355,GO:0005739,GO:0003690AT4G09620.1 0
0 0 0 GO:0006355,GO:0005739,GO:0003690AT4G09620.1 0
0 0 0 GO:0006355,GO:0005739,GO:0003690AT4G09620.1 0
0 0 0 GO:0006355,GO:0005739,GO:0003690AT4G09620.1 0
0 0 0 GO:0006355,GO:0005739,GO:0003690AT4G09620.1 0
0 0 0 GO:0006355,GO:0005739,GO:0003690AT4G09620.1 0

KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0

0 0 0 0 AT2G38570.1 0
0 0 0 0 AT2G38570.1 0
0 0 0 0 AT2G38570.1 0
0 0 0 0 AT2G38570.1 0
0 0 0 0 AT2G38570.1 0
0 0 0 0 AT2G38570.1 0
0 0 0 0 AT2G38570.1 0
0 0 0 0 AT2G38570.1 0
0 0 0 0 AT2G38570.1 0
0 0 0 0 AT2G38570.1 0
0 0 0 0 AT2G38570.1 0

KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
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KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG1586 0 0 GO:0006886 AT3G56190.1 ALPHA-SNAP2,ASNAP
KOG0192 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT3G24715.1 0
KOG0192 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT3G24715.1 0
KOG0192 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT3G24715.1 0
KOG0192 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT3G24715.1 0
KOG0192 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT3G24715.1 0
KOG0192 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT3G24715.1 0
KOG0192 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT3G24715.1 0
KOG0192 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT3G24715.1 0
KOG0192 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT3G24715.1 0
KOG0192 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT3G24715.1 0
KOG0192 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT3G24715.1 0

0 1.3.3.3 K00228 GO:0055114,GO:0006779,GO:0004109AT1G03475.1 ATCPO-I,HEMF1,LIN2
0 1.3.3.3 K00228 GO:0055114,GO:0006779,GO:0004109AT1G03475.1 ATCPO-I,HEMF1,LIN2
0 1.3.3.3 K00228 GO:0055114,GO:0006779,GO:0004109AT1G03475.1 ATCPO-I,HEMF1,LIN2
0 1.3.3.3 K00228 GO:0055114,GO:0006779,GO:0004109AT1G03475.1 ATCPO-I,HEMF1,LIN2
0 1.3.3.3 K00228 GO:0055114,GO:0006779,GO:0004109AT1G03475.1 ATCPO-I,HEMF1,LIN2
0 1.3.3.3 K00228 GO:0055114,GO:0006779,GO:0004109AT1G03475.1 ATCPO-I,HEMF1,LIN2
0 1.3.3.3 K00228 GO:0055114,GO:0006779,GO:0004109AT1G03475.1 ATCPO-I,HEMF1,LIN2
0 1.3.3.3 K00228 GO:0055114,GO:0006779,GO:0004109AT1G03475.1 ATCPO-I,HEMF1,LIN2
0 1.3.3.3 K00228 GO:0055114,GO:0006779,GO:0004109AT1G03475.1 ATCPO-I,HEMF1,LIN2
0 1.3.3.3 K00228 GO:0055114,GO:0006779,GO:0004109AT1G03475.1 ATCPO-I,HEMF1,LIN2
0 1.3.3.3 K00228 GO:0055114,GO:0006779,GO:0004109AT1G03475.1 ATCPO-I,HEMF1,LIN2
0 2.7.7.15 0 GO:0009058,GO:0003824AT2G32260.1 ATCCT1,CCT1
0 2.7.7.15 0 GO:0009058,GO:0003824AT2G32260.1 ATCCT1,CCT1
0 2.7.7.15 0 GO:0009058,GO:0003824AT2G32260.1 ATCCT1,CCT1
0 2.7.7.15 0 GO:0009058,GO:0003824AT2G32260.1 ATCCT1,CCT1
0 2.7.7.15 0 GO:0009058,GO:0003824AT2G32260.1 ATCCT1,CCT1
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0 2.7.7.15 0 GO:0009058,GO:0003824AT2G32260.1 ATCCT1,CCT1
0 2.7.7.15 0 GO:0009058,GO:0003824AT2G32260.1 ATCCT1,CCT1
0 2.7.7.15 0 GO:0009058,GO:0003824AT2G32260.1 ATCCT1,CCT1
0 2.7.7.15 0 GO:0009058,GO:0003824AT2G32260.1 ATCCT1,CCT1
0 2.7.7.15 0 GO:0009058,GO:0003824AT2G32260.1 ATCCT1,CCT1
0 2.7.7.15 0 GO:0009058,GO:0003824AT2G32260.1 ATCCT1,CCT1
0 0 0 0 AT5G17690.1 LHP1,TFL2
0 0 0 GO:0016788 AT1G53920.1 GLIP5
0 0 0 GO:0016788 AT1G53920.1 GLIP5
0 0 0 GO:0016788 AT1G53920.1 GLIP5
0 0 0 GO:0016788 AT1G53920.1 GLIP5
0 0 0 GO:0016788 AT1G53920.1 GLIP5
0 0 0 GO:0016788 AT1G53920.1 GLIP5
0 0 0 GO:0016788 AT1G53920.1 GLIP5
0 0 0 GO:0016788 AT1G53920.1 GLIP5
0 0 0 GO:0016788 AT1G53920.1 GLIP5
0 0 0 GO:0016788 AT1G53920.1 GLIP5
0 0 0 0 AT3G02645.1 0

KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G51990.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G51990.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G51990.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G51990.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G51990.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G51990.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G51990.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G51990.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G51990.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G51990.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G51990.1 0

0 0 K07399 0 AT1G49380.1 0
0 0 K07399 0 AT1G49380.1 0

KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G14840.2 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G14840.2 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G14840.2 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G14840.2 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G14840.2 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G14840.2 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G14840.2 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G14840.2 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G14840.2 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G14840.2 0
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
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Do not distribute

KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0

0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0

KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
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Do not distribute

KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0004674,GO:0048544,GO:0006468,GO:0004672AT4G27300.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
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Do not distribute

KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0

0 0 K10268 GO:0005515 AT4G02760.2 0
0 0 K10268 GO:0005515 AT4G02760.2 0
0 0 K10268 GO:0005515 AT4G02760.2 0
0 0 K10268 GO:0005515 AT4G02760.2 0
0 0 K10268 GO:0005515 AT4G02760.2 0
0 0 K10268 GO:0005515 AT4G02760.2 0
0 0 K10268 GO:0005515 AT4G02760.2 0
0 0 K10268 GO:0005515 AT4G02760.2 0
0 0 K10268 GO:0005515 AT4G02760.2 0
0 0 K10268 GO:0005515 AT4G02760.2 0
0 0 K10268 GO:0005515 AT4G02760.2 0
0 0 0 0 AT5G03150.1 JKD
0 0 0 0 AT5G03150.1 JKD
0 0 0 0 AT5G03150.1 JKD
0 0 0 0 AT5G03150.1 JKD
0 0 0 0 AT5G03150.1 JKD
0 0 0 0 AT5G03150.1 JKD
0 0 0 0 AT5G03150.1 JKD
0 0 0 0 AT5G03150.1 JKD
0 0 0 0 AT5G03150.1 JKD
0 0 0 0 AT5G03150.1 JKD
0 0 0 0 AT5G03150.1 JKD
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 1.10.3.3 0 GO:0055114,GO:0016491,GO:0005507AT1G55570.1 sks12
0 5.2.1.8 K10598 GO:0006457,GO:0003755,GO:0000413AT5G67530.1 ATPUB49,PUB49
0 5.2.1.8 K10598 GO:0006457,GO:0003755,GO:0000413AT5G67530.1 ATPUB49,PUB49
0 5.2.1.8 K10598 GO:0006457,GO:0003755,GO:0000413AT5G67530.1 ATPUB49,PUB49
0 5.2.1.8 K10598 GO:0006457,GO:0003755,GO:0000413AT5G67530.1 ATPUB49,PUB49
0 5.2.1.8 K10598 GO:0006457,GO:0003755,GO:0000413AT5G67530.1 ATPUB49,PUB49
0 5.2.1.8 K10598 GO:0006457,GO:0003755,GO:0000413AT5G67530.1 ATPUB49,PUB49
0 5.2.1.8 K10598 GO:0006457,GO:0003755,GO:0000413AT5G67530.1 ATPUB49,PUB49
0 5.2.1.8 K10598 GO:0006457,GO:0003755,GO:0000413AT5G67530.1 ATPUB49,PUB49
0 5.2.1.8 K10598 GO:0006457,GO:0003755,GO:0000413AT5G67530.1 ATPUB49,PUB49
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Do not distribute

0 5.2.1.8 K10598 GO:0006457,GO:0003755,GO:0000413AT5G67530.1 ATPUB49,PUB49
0 5.2.1.8 K10598 GO:0006457,GO:0003755,GO:0000413AT5G67530.1 ATPUB49,PUB49
0 5.2.1.8 K10598 GO:0006457,GO:0003755,GO:0000413AT5G67530.1 ATPUB49,PUB49
0 1.3.3.8 0 GO:0055114,GO:0050660,GO:0016491AT2G34790.1 EDA28,MEE23
0 1.3.3.8 0 GO:0055114,GO:0050660,GO:0016491AT2G34790.1 EDA28,MEE23
0 1.3.3.8 0 GO:0055114,GO:0050660,GO:0016491AT2G34790.1 EDA28,MEE23
0 1.3.3.8 0 GO:0055114,GO:0050660,GO:0016491AT2G34790.1 EDA28,MEE23
0 1.3.3.8 0 GO:0055114,GO:0050660,GO:0016491AT2G34790.1 EDA28,MEE23
0 1.3.3.8 0 GO:0055114,GO:0050660,GO:0016491AT2G34790.1 EDA28,MEE23
0 1.3.3.8 0 GO:0055114,GO:0050660,GO:0016491AT2G34790.1 EDA28,MEE23
0 1.3.3.8 0 GO:0055114,GO:0050660,GO:0016491AT2G34790.1 EDA28,MEE23
0 1.3.3.8 0 GO:0055114,GO:0050660,GO:0016491AT2G34790.1 EDA28,MEE23
0 1.3.3.8 0 GO:0055114,GO:0050660,GO:0016491AT2G34790.1 EDA28,MEE23
0 1.3.3.8 0 GO:0055114,GO:0050660,GO:0016491AT2G34790.1 EDA28,MEE23

KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672,GO:0030246AT5G10530.1 0
KOG1187 2.7.11.1 0 GO:0006468,GO:0004672,GO:0030246AT5G10530.1 0
KOG1235 3.6.3.46 0 0 AT5G64940.1 ATATH13,ATH13,ATOSA1,OSA1
KOG1235 3.6.3.46 0 0 AT5G64940.1 ATATH13,ATH13,ATOSA1,OSA1
KOG1235 3.6.3.46 0 0 AT5G64940.1 ATATH13,ATH13,ATOSA1,OSA1
KOG1235 3.6.3.46 0 0 AT5G64940.1 ATATH13,ATH13,ATOSA1,OSA1
KOG1235 3.6.3.46 0 0 AT5G64940.1 ATATH13,ATH13,ATOSA1,OSA1
KOG1235 3.6.3.46 0 0 AT5G64940.1 ATATH13,ATH13,ATOSA1,OSA1
KOG1235 3.6.3.46 0 0 AT5G64940.1 ATATH13,ATH13,ATOSA1,OSA1
KOG1235 3.6.3.46 0 0 AT5G64940.1 ATATH13,ATH13,ATOSA1,OSA1
KOG1235 3.6.3.46 0 0 AT5G64940.1 ATATH13,ATH13,ATOSA1,OSA1
KOG1235 3.6.3.46 0 0 AT5G64940.1 ATATH13,ATH13,ATOSA1,OSA1
KOG1235 3.6.3.46 0 0 AT5G64940.1 ATATH13,ATH13,ATOSA1,OSA1
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
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Do not distribute

KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2
KOG1169 2.7.1.107 0 GO:0035556,GO:0016301,GO:0007205,GO:0004143AT5G63770.2 ATDGK2,DGK2

0 0 0 GO:0004519 AT2G15820.1 OTP51
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
KOG0748 0 K07297 GO:0016021 AT5G20270.1 HHP1
KOG0748 0 K07297 GO:0016021 AT5G20270.1 HHP1
KOG0748 0 K07297 GO:0016021 AT5G20270.1 HHP1
KOG0748 0 K07297 GO:0016021 AT5G20270.1 HHP1
KOG0748 0 K07297 GO:0016021 AT5G20270.1 HHP1
KOG0748 0 K07297 GO:0016021 AT5G20270.1 HHP1
KOG0748 0 K07297 GO:0016021 AT5G20270.1 HHP1
KOG0748 0 K07297 GO:0016021 AT5G20270.1 HHP1
KOG0748 0 K07297 GO:0016021 AT5G20270.1 HHP1
KOG0748 0 K07297 GO:0016021 AT5G20270.1 HHP1

0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
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Do not distribute

0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3
0 0 0 GO:0006355,GO:0003677AT3G47500.1 CDF3

KOG0472 2.7.11.1 0 GO:0005515 AT4G20140.1 GSO1
KOG0472 2.7.11.1 0 GO:0005515 AT4G20140.1 GSO1
KOG0472 2.7.11.1 0 GO:0005515 AT4G20140.1 GSO1
KOG0472 2.7.11.1 0 GO:0005515 AT4G20140.1 GSO1
KOG0472 2.7.11.1 0 GO:0005515 AT4G20140.1 GSO1
KOG0472 2.7.11.1 0 GO:0005515 AT4G20140.1 GSO1
KOG0472 2.7.11.1 0 GO:0005515 AT4G20140.1 GSO1
KOG0472 2.7.11.1 0 GO:0005515 AT4G20140.1 GSO1
KOG0472 2.7.11.1 0 GO:0005515 AT4G20140.1 GSO1
KOG0472 2.7.11.1 0 GO:0005515 AT4G20140.1 GSO1

0 0 0 0 AT5G14410.1 0
0 0 0 0 AT5G14410.1 0
0 0 0 0 AT5G14410.1 0
0 0 0 0 AT5G14410.1 0
0 0 0 0 AT5G14410.1 0
0 0 0 0 AT5G14410.1 0
0 0 0 0 AT5G14410.1 0
0 0 0 0 AT5G14410.1 0
0 0 0 0 AT5G14410.1 0
0 0 0 0 AT5G14410.1 0
0 0 0 0 AT5G14410.1 0
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 0 0 GO:0006355,GO:0003677AT5G46590.1 anac096,NAC096
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT2G23070.1 0
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT2G23070.1 0
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT2G23070.1 0
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT2G23070.1 0
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT2G23070.1 0
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT2G23070.1 0
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT2G23070.1 0
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT2G23070.1 0
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT2G23070.1 0
0 2.7.11.1 K03097 GO:0006468,GO:0004672AT2G23070.1 0
0 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
0 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
0 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
0 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
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Do not distribute

0 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
0 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
0 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
0 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
0 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
0 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
0 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
0 2.4.1.142 K03842 GO:0016757 AT1G16570.1 0
0 2.4.1.142 K03842 GO:0016757 AT1G16570.1 0
0 2.4.1.142 K03842 GO:0016757 AT1G16570.1 0
0 2.4.1.142 K03842 GO:0016757 AT1G16570.1 0
0 2.4.1.142 K03842 GO:0016757 AT1G16570.1 0
0 2.4.1.142 K03842 GO:0016757 AT1G16570.1 0
0 2.4.1.142 K03842 GO:0016757 AT1G16570.1 0
0 2.4.1.142 K03842 GO:0016757 AT1G16570.1 0
0 2.4.1.142 K03842 GO:0016757 AT1G16570.1 0
0 2.4.1.142 K03842 GO:0016757 AT1G16570.1 0
0 0 0 GO:0005089 AT1G79860.1 ATROPGEF12,MEE64,ROPGEF12

KOG0519 2.7.11.1 K14509 GO:0005515,GO:0000160AT3G04580.2 EIN4
KOG0519 2.7.11.1 K14509 GO:0005515,GO:0000160AT3G04580.2 EIN4
KOG0519 2.7.11.1 K14509 GO:0005515,GO:0000160AT3G04580.2 EIN4
KOG0519 2.7.11.1 K14509 GO:0005515,GO:0000160AT3G04580.2 EIN4
KOG0519 2.7.11.1 K14509 GO:0005515,GO:0000160AT3G04580.2 EIN4
KOG0519 2.7.11.1 K14509 GO:0005515,GO:0000160AT3G04580.2 EIN4
KOG0519 2.7.11.1 K14509 GO:0005515,GO:0000160AT3G04580.2 EIN4
KOG0519 2.7.11.1 K14509 GO:0005515,GO:0000160AT3G04580.2 EIN4
KOG0519 2.7.11.1 K14509 GO:0005515,GO:0000160AT3G04580.2 EIN4
KOG0519 2.7.11.1 K14509 GO:0005515,GO:0000160AT3G04580.2 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
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Do not distribute

KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4

0 0 0 0 AT5G59320.1 LTP3
KOG0039 1.16.1.7 0 GO:0055114,GO:0016491AT5G49740.1 ATFRO7,FRO7
KOG0039 1.16.1.7 0 GO:0055114,GO:0016491AT5G49740.1 ATFRO7,FRO7
KOG0039 1.16.1.7 0 GO:0055114,GO:0016491AT5G49740.1 ATFRO7,FRO7
KOG0039 1.16.1.7 0 GO:0055114,GO:0016491AT5G49740.1 ATFRO7,FRO7
KOG0039 1.16.1.7 0 GO:0055114,GO:0016491AT5G49740.1 ATFRO7,FRO7
KOG0039 1.16.1.7 0 GO:0055114,GO:0016491AT5G49740.1 ATFRO7,FRO7
KOG0039 1.16.1.7 0 GO:0055114,GO:0016491AT5G49740.1 ATFRO7,FRO7
KOG0039 1.16.1.7 0 GO:0055114,GO:0016491AT5G49740.1 ATFRO7,FRO7
KOG0039 1.16.1.7 0 GO:0055114,GO:0016491AT5G49740.1 ATFRO7,FRO7
KOG0039 1.16.1.7 0 GO:0055114,GO:0016491AT5G49740.1 ATFRO7,FRO7
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0
KOG1471 0 0 0 AT5G47730.1 0

0 0 0 0 AT2G45180.1 0
0 0 0 0 AT2G45180.1 0
0 0 0 0 AT2G45180.1 0
0 0 0 0 AT2G45180.1 0
0 0 0 0 AT2G45180.1 0
0 0 0 0 AT2G45180.1 0
0 0 0 0 AT2G45180.1 0
0 0 0 0 AT2G45180.1 0
0 0 0 0 AT2G45180.1 0
0 0 0 0 AT2G45180.1 0
0 0 0 0 AT2G45180.1 0

KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
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Do not distribute

KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0

0 0 0 0 AT5G03170.1 ATFLA11,FLA11
0 0 0 0 AT5G03170.1 ATFLA11,FLA11
0 0 0 0 AT5G03170.1 ATFLA11,FLA11
0 0 0 0 AT5G03170.1 ATFLA11,FLA11
0 0 0 0 AT5G03170.1 ATFLA11,FLA11
0 0 0 0 AT5G03170.1 ATFLA11,FLA11
0 0 0 0 AT5G03170.1 ATFLA11,FLA11
0 0 0 0 AT5G03170.1 ATFLA11,FLA11
0 0 0 0 AT5G03170.1 ATFLA11,FLA11
0 0 0 0 AT5G03170.1 ATFLA11,FLA11

KOG4793 2.7.7.7 0 0 AT5G26940.3 0
KOG4793 2.7.7.7 0 0 AT5G26940.3 0

0 0 0 0 AT3G01680.1 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
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Do not distribute

0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 2.5.1.55 K01627 GO:0009058,GO:0008676,GO:0008152,GO:0005737AT1G79500.4 AtkdsA1
0 2.5.1.55 K01627 GO:0009058,GO:0008676,GO:0008152,GO:0005737AT1G79500.4 AtkdsA1
0 2.5.1.55 K01627 GO:0009058,GO:0008676,GO:0008152,GO:0005737AT1G79500.4 AtkdsA1
0 2.5.1.55 K01627 GO:0009058,GO:0008676,GO:0008152,GO:0005737AT1G79500.4 AtkdsA1
0 2.5.1.55 K01627 GO:0009058,GO:0008676,GO:0008152,GO:0005737AT1G79500.4 AtkdsA1
0 2.5.1.55 K01627 GO:0009058,GO:0008676,GO:0008152,GO:0005737AT1G79500.4 AtkdsA1
0 2.5.1.55 K01627 GO:0009058,GO:0008676,GO:0008152,GO:0005737AT1G79500.4 AtkdsA1
0 2.5.1.55 K01627 GO:0009058,GO:0008676,GO:0008152,GO:0005737AT1G79500.4 AtkdsA1
0 2.5.1.55 K01627 GO:0009058,GO:0008676,GO:0008152,GO:0005737AT1G79500.4 AtkdsA1
0 2.5.1.55 K01627 GO:0009058,GO:0008676,GO:0008152,GO:0005737AT1G79500.4 AtkdsA1
0 2.5.1.55 K01627 GO:0009058,GO:0008676,GO:0008152,GO:0005737AT1G79500.4 AtkdsA1
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0

KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1 0
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Do not distribute

KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1 0
KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1 0
KOG2913 0 K12386 0 AT5G40670.1 0
KOG2913 0 K12386 0 AT5G40670.1 0
KOG2913 0 K12386 0 AT5G40670.1 0
KOG2913 0 K12386 0 AT5G40670.1 0
KOG2913 0 K12386 0 AT5G40670.1 0
KOG2913 0 K12386 0 AT5G40670.1 0
KOG2913 0 K12386 0 AT5G40670.1 0
KOG2913 0 K12386 0 AT5G40670.1 0
KOG2913 0 K12386 0 AT5G40670.1 0
KOG2913 0 K12386 0 AT5G40670.1 0
KOG2913 0 K12386 0 AT5G40670.1 0
KOG2913 0 K12386 0 AT5G40670.1 0
KOG0143 1.14.11.32 0 GO:0055114,GO:0016491AT5G58660.1 0
KOG0143 1.14.11.32 0 GO:0055114,GO:0016491AT5G58660.1 0
KOG0143 1.14.11.32 0 GO:0055114,GO:0016491AT5G58660.1 0
KOG0143 1.14.11.32 0 GO:0055114,GO:0016491AT5G58660.1 0
KOG0143 1.14.11.32 0 GO:0055114,GO:0016491AT5G58660.1 0
KOG0143 1.14.11.32 0 GO:0055114,GO:0016491AT5G58660.1 0
KOG0143 1.14.11.32 0 GO:0055114,GO:0016491AT5G58660.1 0
KOG0143 1.14.11.32 0 GO:0055114,GO:0016491AT5G58660.1 0
KOG0143 1.14.11.32 0 GO:0055114,GO:0016491AT5G58660.1 0
KOG0143 1.14.11.32 0 GO:0055114,GO:0016491AT5G58660.1 0

0 2.7.7.15 0 GO:0009058,GO:0003824AT2G32260.1 ATCCT1,CCT1
KOG4409 2.3.1.51 0 0 AT4G24160.1 0
KOG4409 2.3.1.51 0 0 AT4G24160.1 0

0 0 0 GO:0046983 AT4G00120.1 EDA33,GT140,IND,IND1
KOG1305 0 K14207 GO:0003333 AT3G30390.2 0
KOG1305 0 K14207 GO:0003333 AT3G30390.2 0
KOG1305 0 K14207 GO:0003333 AT3G30390.2 0
KOG1305 0 K14207 GO:0003333 AT3G30390.2 0
KOG1305 0 K14207 GO:0003333 AT3G30390.2 0
KOG1305 0 K14207 GO:0003333 AT3G30390.2 0
KOG1305 0 K14207 GO:0003333 AT3G30390.2 0
KOG1305 0 K14207 GO:0003333 AT3G30390.2 0
KOG1305 0 K14207 GO:0003333 AT3G30390.2 0
KOG1305 0 K14207 GO:0003333 AT3G30390.2 0

0 0 0 GO:0016788 AT1G53920.1 GLIP5
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Do not distribute

KOG1430 1.1.1.170 K07748 GO:0050662,GO:0003824AT2G43420.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 3.1.1.3 0 GO:0016788 AT5G33370.1 0
0 0 0 0 AT4G36550.1 0
0 3.1.1.3 K14674 GO:0006629,GO:0004806AT5G04040.1 SDP1
0 3.1.1.3 K14674 GO:0006629,GO:0004806AT5G04040.1 SDP1
0 3.1.1.3 K14674 GO:0006629,GO:0004806AT5G04040.1 SDP1
0 3.1.1.3 K14674 GO:0006629,GO:0004806AT5G04040.1 SDP1
0 3.1.1.3 K14674 GO:0006629,GO:0004806AT5G04040.1 SDP1
0 3.1.1.3 K14674 GO:0006629,GO:0004806AT5G04040.1 SDP1
0 3.1.1.3 K14674 GO:0006629,GO:0004806AT5G04040.1 SDP1
0 3.1.1.3 K14674 GO:0006629,GO:0004806AT5G04040.1 SDP1
0 3.1.1.3 K14674 GO:0006629,GO:0004806AT5G04040.1 SDP1
0 3.1.1.3 K14674 GO:0006629,GO:0004806AT5G04040.1 SDP1
0 0 0 GO:0007010,GO:0003779AT2G41740.1 ATVLN2,VLN2
0 0 0 GO:0007010,GO:0003779AT2G41740.1 ATVLN2,VLN2
0 0 0 GO:0007010,GO:0003779AT2G41740.1 ATVLN2,VLN2

KOG2231 0 0 0 AT3G62240.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
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Do not distribute

0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0
0 0 0 GO:0006629 AT4G16070.1 0

KOG1471 0 0 0 AT4G36490.1 ATSFH12,SFH12
KOG1471 0 0 0 AT4G36490.1 ATSFH12,SFH12
KOG1471 0 0 0 AT4G36490.1 ATSFH12,SFH12
KOG1138 0 K13146 GO:0032039,GO:0016180AT3G07530.1 0
KOG1138 0 K13146 GO:0032039,GO:0016180AT3G07530.1 0
KOG1138 0 K13146 GO:0032039,GO:0016180AT3G07530.1 0
KOG1138 0 K13146 GO:0032039,GO:0016180AT3G07530.1 0
KOG1138 0 K13146 GO:0032039,GO:0016180AT3G07530.1 0
KOG1138 0 K13146 GO:0032039,GO:0016180AT3G07530.1 0
KOG1138 0 K13146 GO:0032039,GO:0016180AT3G07530.1 0
KOG1138 0 K13146 GO:0032039,GO:0016180AT3G07530.1 0
KOG1138 0 K13146 GO:0032039,GO:0016180AT3G07530.1 0
KOG1138 0 K13146 GO:0032039,GO:0016180AT3G07530.1 0
KOG1138 0 K13146 GO:0032039,GO:0016180AT3G07530.1 0

0 2.4.1.15,3.1.3.12K16055 GO:0005992,GO:0003824AT1G60140.1 ATTPS10,TPS10
KOG1028 0 0 GO:0005515 AT1G74720.1 QKY
KOG1028 0 0 GO:0005515 AT1G74720.1 QKY
KOG1028 0 0 GO:0005515 AT1G74720.1 QKY
KOG1028 0 0 GO:0005515 AT1G74720.1 QKY
KOG1028 0 0 GO:0005515 AT1G74720.1 QKY
KOG1028 0 0 GO:0005515 AT1G74720.1 QKY
KOG1028 0 0 GO:0005515 AT1G74720.1 QKY
KOG1028 0 0 GO:0005515 AT1G74720.1 QKY
KOG1028 0 0 GO:0005515 AT1G74720.1 QKY
KOG1028 0 0 GO:0005515 AT1G74720.1 QKY
KOG1973 2.3.1.48 0 GO:0005515 AT4G14920.1 0
KOG1973 2.3.1.48 0 GO:0005515 AT4G14920.1 0
KOG1973 2.3.1.48 0 GO:0005515 AT4G14920.1 0
KOG1973 2.3.1.48 0 GO:0005515 AT4G14920.1 0
KOG1973 2.3.1.48 0 GO:0005515 AT4G14920.1 0
KOG1973 2.3.1.48 0 GO:0005515 AT4G14920.1 0
KOG1973 2.3.1.48 0 GO:0005515 AT4G14920.1 0
KOG1973 2.3.1.48 0 GO:0005515 AT4G14920.1 0
KOG1973 2.3.1.48 0 GO:0005515 AT4G14920.1 0
KOG1973 2.3.1.48 0 GO:0005515 AT4G14920.1 0
KOG1973 2.3.1.48 0 GO:0005515 AT4G14920.1 0
KOG1973 2.3.1.48 0 GO:0005515 AT4G14920.1 0
KOG2826 0 K05758 GO:0034314,GO:0030833,GO:0015629,GO:0005885AT1G30825.1 ARPC2A,DIS2
KOG2826 0 K05758 GO:0034314,GO:0030833,GO:0015629,GO:0005885AT1G30825.1 ARPC2A,DIS2
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Do not distribute

KOG2826 0 K05758 GO:0034314,GO:0030833,GO:0015629,GO:0005885AT1G30825.1 ARPC2A,DIS2
KOG2826 0 K05758 GO:0034314,GO:0030833,GO:0015629,GO:0005885AT1G30825.1 ARPC2A,DIS2
KOG2826 0 K05758 GO:0034314,GO:0030833,GO:0015629,GO:0005885AT1G30825.1 ARPC2A,DIS2
KOG2826 0 K05758 GO:0034314,GO:0030833,GO:0015629,GO:0005885AT1G30825.1 ARPC2A,DIS2
KOG2826 0 K05758 GO:0034314,GO:0030833,GO:0015629,GO:0005885AT1G30825.1 ARPC2A,DIS2
KOG2826 0 K05758 GO:0034314,GO:0030833,GO:0015629,GO:0005885AT1G30825.1 ARPC2A,DIS2
KOG2826 0 K05758 GO:0034314,GO:0030833,GO:0015629,GO:0005885AT1G30825.1 ARPC2A,DIS2
KOG2826 0 K05758 GO:0034314,GO:0030833,GO:0015629,GO:0005885AT1G30825.1 ARPC2A,DIS2
KOG2826 0 K05758 GO:0034314,GO:0030833,GO:0015629,GO:0005885AT1G30825.1 ARPC2A,DIS2

0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0
0 0 0 GO:0005515 AT5G22720.1 0

KOG2547 0 0 GO:0016757 AT2G19880.2 0
KOG2547 0 0 GO:0016757 AT2G19880.2 0
KOG2547 0 0 GO:0016757 AT2G19880.2 0
KOG2547 0 0 GO:0016757 AT2G19880.2 0
KOG2547 0 0 GO:0016757 AT2G19880.2 0
KOG2547 0 0 GO:0016757 AT2G19880.2 0
KOG2547 0 0 GO:0016757 AT2G19880.2 0
KOG2547 0 0 GO:0016757 AT2G19880.2 0
KOG2547 0 0 GO:0016757 AT2G19880.2 0
KOG2547 0 0 GO:0016757 AT2G19880.2 0
KOG2547 0 0 GO:0016757 AT2G19880.2 0
KOG2547 0 0 GO:0016757 AT2G19880.2 0

0 2.4.1.142 K03842 GO:0016757 AT1G16570.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0
0 0 K19041 GO:0008270,GO:0005515AT1G53190.1 0

Page 1639 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

KOG1698 0 K02884 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT4G11630.1 0
KOG1698 0 K02884 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT4G11630.1 0
KOG1698 0 K02884 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT4G11630.1 0
KOG1698 0 K02884 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT4G11630.1 0
KOG1698 0 K02884 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT4G11630.1 0
KOG1698 0 K02884 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT4G11630.1 0
KOG1698 0 K02884 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT4G11630.1 0
KOG1698 0 K02884 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT4G11630.1 0
KOG1698 0 K02884 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT4G11630.1 0
KOG1698 0 K02884 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT4G11630.1 0
KOG0519 2.7.11.1 K14509 GO:0005515,GO:0000160AT3G04580.2 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4
KOG0519 2.7.11.1 0 GO:0007165,GO:0000155,GO:0005515,GO:0000160AT3G04580.1 EIN4

0 0 0 0 AT5G59320.1 LTP3
0 0 0 0 AT5G59320.1 LTP3
0 0 0 0 AT5G59320.1 LTP3
0 0 0 0 AT5G59320.1 LTP3
0 0 0 0 AT5G59320.1 LTP3
0 0 0 0 AT5G59320.1 LTP3
0 0 0 0 AT5G59320.1 LTP3
0 0 0 0 AT5G59320.1 LTP3
0 0 0 0 AT5G59320.1 LTP3
0 0 0 0 AT5G59320.1 LTP3
0 0 0 0 AT5G59320.1 LTP3
0 0 0 0 AT1G32583.1 0
0 0 0 0 AT1G32583.1 0
0 0 0 0 AT1G32583.1 0
0 0 0 0 AT1G32583.1 0
0 0 0 0 AT1G32583.1 0
0 0 0 0 AT1G32583.1 0
0 0 0 0 AT1G32583.1 0
0 0 0 0 AT1G32583.1 0
0 0 0 0 AT1G32583.1 0
0 0 0 0 AT1G32583.1 0
0 0 0 0 AT2G45180.1 0

KOG0809 0 0 GO:0005515 AT3G05710.2 ATSYP43,SYP43
KOG0809 0 0 GO:0005515 AT3G05710.2 ATSYP43,SYP43
KOG0809 0 0 GO:0005515 AT3G05710.2 ATSYP43,SYP43
KOG0809 0 0 GO:0005515 AT3G05710.2 ATSYP43,SYP43
KOG0809 0 0 GO:0005515 AT3G05710.2 ATSYP43,SYP43
KOG0809 0 0 GO:0005515 AT3G05710.2 ATSYP43,SYP43
KOG0809 0 0 GO:0005515 AT3G05710.2 ATSYP43,SYP43
KOG0809 0 0 GO:0005515 AT3G05710.2 ATSYP43,SYP43
KOG0809 0 0 GO:0005515 AT3G05710.2 ATSYP43,SYP43
KOG0809 0 0 GO:0005515 AT3G05710.2 ATSYP43,SYP43

0 2.5.1.36 K09833 GO:0016021,GO:0004659AT2G18950.1 ATHPT,HPT1,TPT1,VTE2
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Do not distribute

0 2.5.1.36 K09833 GO:0016021,GO:0004659AT2G18950.1 ATHPT,HPT1,TPT1,VTE2
0 2.5.1.36 K09833 GO:0016021,GO:0004659AT2G18950.1 ATHPT,HPT1,TPT1,VTE2
0 2.5.1.36 K09833 GO:0016021,GO:0004659AT2G18950.1 ATHPT,HPT1,TPT1,VTE2
0 2.5.1.36 K09833 GO:0016021,GO:0004659AT2G18950.1 ATHPT,HPT1,TPT1,VTE2
0 2.5.1.36 K09833 GO:0016021,GO:0004659AT2G18950.1 ATHPT,HPT1,TPT1,VTE2
0 2.5.1.36 K09833 GO:0016021,GO:0004659AT2G18950.1 ATHPT,HPT1,TPT1,VTE2
0 2.5.1.36 K09833 GO:0016021,GO:0004659AT2G18950.1 ATHPT,HPT1,TPT1,VTE2
0 2.5.1.36 K09833 GO:0016021,GO:0004659AT2G18950.1 ATHPT,HPT1,TPT1,VTE2
0 2.5.1.36 K09833 GO:0016021,GO:0004659AT2G18950.1 ATHPT,HPT1,TPT1,VTE2
0 6.6.1.1 K03403 GO:0016851,GO:0009058AT5G13630.1 ABAR,CCH,CCH1,CHLH,GUN5
0 0 0 0 AT5G13390.1 NEF1
0 0 0 0 AT5G13390.1 NEF1
0 0 0 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT5G39785.1 0
0 0 0 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT5G39785.1 0
0 0 0 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT5G39785.1 0
0 0 0 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT5G39785.1 0
0 0 0 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT5G39785.1 0
0 0 0 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT5G39785.1 0
0 0 0 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT5G39785.1 0
0 0 0 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT5G39785.1 0
0 0 0 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT5G39785.1 0
0 0 0 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT5G39785.1 0
0 0 0 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT5G39785.1 0
0 0 0 0 AT2G38570.1 0

KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G47570.1 0
0 2.5.1.54 K01626 GO:0009073,GO:0003849AT1G22410.1 0
0 2.5.1.54 K01626 GO:0009073,GO:0003849AT1G22410.1 0
0 2.5.1.54 K01626 GO:0009073,GO:0003849AT1G22410.1 0
0 2.5.1.54 K01626 GO:0009073,GO:0003849AT1G22410.1 0
0 2.5.1.54 K01626 GO:0009073,GO:0003849AT1G22410.1 0
0 2.5.1.54 K01626 GO:0009073,GO:0003849AT1G22410.1 0
0 2.5.1.54 K01626 GO:0009073,GO:0003849AT1G22410.1 0
0 2.5.1.54 K01626 GO:0009073,GO:0003849AT1G22410.1 0
0 2.5.1.54 K01626 GO:0009073,GO:0003849AT1G22410.1 0
0 2.5.1.54 K01626 GO:0009073,GO:0003849AT1G22410.1 0
0 0 0 0 AT3G59300.1 0
0 0 0 0 AT3G59300.1 0
0 0 0 0 AT2G30130.1 ASL5,LBD12,PCK1

KOG0251 0 0 GO:0005543 AT2G25430.1 0
KOG0251 0 0 GO:0005543 AT2G25430.1 0
KOG0251 0 0 GO:0005543 AT2G25430.1 0
KOG0251 0 0 GO:0005543 AT2G25430.1 0
KOG0251 0 0 GO:0005543 AT2G25430.1 0
KOG0251 0 0 GO:0005543 AT2G25430.1 0
KOG0251 0 0 GO:0005543 AT2G25430.1 0
KOG0251 0 0 GO:0005543 AT2G25430.1 0
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KOG0251 0 0 GO:0005543 AT2G25430.1 0
KOG0251 0 0 GO:0005543 AT2G25430.1 0
KOG0251 0 0 GO:0005543 AT2G25430.1 0
KOG2063 0 0 GO:0016192,GO:0006886AT1G22860.1 0

0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0006351AT2G16770.1 bZIP23
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0006351AT2G16770.1 bZIP23
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0006351AT2G16770.1 bZIP23
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0006351AT2G16770.1 bZIP23
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0006351AT2G16770.1 bZIP23
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0006351AT2G16770.1 bZIP23
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0006351AT2G16770.1 bZIP23
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0006351AT2G16770.1 bZIP23
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0006351AT2G16770.1 bZIP23
0 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0006351AT2G16770.1 bZIP23
0 0 0 0 0 0

KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
0 2.7.11.1 0 GO:0048544,GO:0006468,GO:0005524,GO:0004672AT4G27290.1 0
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arabi-defline ID Annot_defline
related to AP2.7 Phvul.001G174400K09284 - AP2-like factor, euAP2 lineage (AP2)  (1 of 7)
related to AP2.7 Phvul.001G174400K09284 - AP2-like factor, euAP2 lineage (AP2)  (1 of 7)
related to AP2.7 Phvul.001G174400K09284 - AP2-like factor, euAP2 lineage (AP2)  (1 of 7)
related to AP2.7 Phvul.001G174400K09284 - AP2-like factor, euAP2 lineage (AP2)  (1 of 7)
related to AP2.7 Phvul.001G174400K09284 - AP2-like factor, euAP2 lineage (AP2)  (1 of 7)
related to AP2.7 Phvul.001G174400K09284 - AP2-like factor, euAP2 lineage (AP2)  (1 of 7)
related to AP2.7 Phvul.001G174400K09284 - AP2-like factor, euAP2 lineage (AP2)  (1 of 7)
related to AP2.7 Phvul.001G174400K09284 - AP2-like factor, euAP2 lineage (AP2)  (1 of 7)
related to AP2.7 Phvul.001G174400K09284 - AP2-like factor, euAP2 lineage (AP2)  (1 of 7)
related to AP2.7 Phvul.001G174400K09284 - AP2-like factor, euAP2 lineage (AP2)  (1 of 7)
related to AP2.7 Phvul.001G174400K09284 - AP2-like factor, euAP2 lineage (AP2)  (1 of 7)
Integrase-type DNA-binding superfamily protein Phvul.002G016900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.002G016900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.002G016900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.002G016900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.002G016900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.002G016900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.002G016900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.002G016900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.002G016900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.002G016900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.002G016900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.003G241900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.003G241900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.003G241900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.003G241900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.003G241900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.003G241900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.003G241900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.003G241900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.003G241900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.003G241900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.003G241900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
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related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.001G174400K09284 - AP2-like factor, euAP2 lineage (AP2)  (1 of 7)
Integrase-type DNA-binding superfamily protein Phvul.002G016900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
Integrase-type DNA-binding superfamily protein Phvul.003G241900PTHR32467:SF18 - FLORAL HOMEOTIC PROTEIN APETALA 2 (1 of 3)
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0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0

related to AP2.7 Phvul.007G240200PTHR32467:SF15 - AP2-LIKE ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR SMZ-RELATED (1 of 1)
related to AP2.7 Phvul.007G240200PTHR32467:SF15 - AP2-LIKE ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR SMZ-RELATED (1 of 1)
related to AP2.7 Phvul.007G240200PTHR32467:SF15 - AP2-LIKE ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR SMZ-RELATED (1 of 1)
related to AP2.7 Phvul.007G240200PTHR32467:SF15 - AP2-LIKE ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR SMZ-RELATED (1 of 1)
related to AP2.7 Phvul.007G240200PTHR32467:SF15 - AP2-LIKE ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR SMZ-RELATED (1 of 1)
related to AP2.7 Phvul.007G240200PTHR32467:SF15 - AP2-LIKE ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR SMZ-RELATED (1 of 1)
related to AP2.7 Phvul.007G240200PTHR32467:SF15 - AP2-LIKE ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR SMZ-RELATED (1 of 1)
related to AP2.7 Phvul.007G240200PTHR32467:SF15 - AP2-LIKE ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR SMZ-RELATED (1 of 1)
related to AP2.7 Phvul.007G240200PTHR32467:SF15 - AP2-LIKE ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR SMZ-RELATED (1 of 1)
related to AP2.7 Phvul.007G240200PTHR32467:SF15 - AP2-LIKE ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR SMZ-RELATED (1 of 1)
related to AP2.7 Phvul.007G240200PTHR32467:SF15 - AP2-LIKE ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR SMZ-RELATED (1 of 1)

0 0 0
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0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0

related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.011G071100PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
related to AP2.7 Phvul.L000308PTHR32467:SF29 - ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR RAP2-7 (1 of 2)
allene oxide cyclase 3 Phvul.003G111500K10525 - allene oxide cyclase (AOC)  (1 of 3)
BRI1 suppressor 1 (BSU1)-like 3 Phvul.005G118700PTHR11668//PTHR11668:SF243 - SERINE/THREONINE PROTEIN PHOSPHATASE // SUBFAMILY NOT NAMED (1 of 2)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
S-locus lectin protein kinase family protein Phvul.011G150100PTHR27002:SF9 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 27-RELATED (1 of 4)

0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
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0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0

RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
casein kinase alpha 1 Phvul.002G012700K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase alpha 1 Phvul.002G012700K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase alpha 1 Phvul.002G012700K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase alpha 1 Phvul.002G012700K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase alpha 1 Phvul.002G012700K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase alpha 1 Phvul.002G012700K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase alpha 1 Phvul.002G012700K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase alpha 1 Phvul.002G012700K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase alpha 1 Phvul.002G012700K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase alpha 1 Phvul.002G012700K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
O-acetyltransferase family protein Phvul.002G197200PTHR13533:SF11 - O-ACETYLTRANSFERASE CAS1P-LIKE PROTEIN-RELATED (1 of 2)
Aldolase-type TIM barrel family protein Phvul.002G2183004.4.1.19 - Phosphosulfolactate synthase / PSL synthase (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
zinc transporter 10 precursor Phvul.003G262400PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262500PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
S-locus lectin protein kinase family protein Phvul.005G030900PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.005G030900PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.005G030900PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.005G030900PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.005G030900PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.005G030900PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.005G030900PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.005G030900PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.005G030900PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.005G030900PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.005G030900PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.005G030900PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.005G088700PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.005G088700PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.005G088700PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
receptor kinase 3 Phvul.005G088800PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
serine carboxypeptidase-like 48 Phvul.005G131000K16298 - serine carboxypeptidase-like clade IV [EC:3.4.16.-] (SCPL-IV)  (1 of 9)
serine carboxypeptidase-like 48 Phvul.005G131000K16298 - serine carboxypeptidase-like clade IV [EC:3.4.16.-] (SCPL-IV)  (1 of 9)
serine carboxypeptidase-like 48 Phvul.005G131000K16298 - serine carboxypeptidase-like clade IV [EC:3.4.16.-] (SCPL-IV)  (1 of 9)
serine carboxypeptidase-like 48 Phvul.005G131000K16298 - serine carboxypeptidase-like clade IV [EC:3.4.16.-] (SCPL-IV)  (1 of 9)
serine carboxypeptidase-like 48 Phvul.005G131000K16298 - serine carboxypeptidase-like clade IV [EC:3.4.16.-] (SCPL-IV)  (1 of 9)
serine carboxypeptidase-like 48 Phvul.005G131000K16298 - serine carboxypeptidase-like clade IV [EC:3.4.16.-] (SCPL-IV)  (1 of 9)
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serine carboxypeptidase-like 48 Phvul.005G131000K16298 - serine carboxypeptidase-like clade IV [EC:3.4.16.-] (SCPL-IV)  (1 of 9)
serine carboxypeptidase-like 48 Phvul.005G131000K16298 - serine carboxypeptidase-like clade IV [EC:3.4.16.-] (SCPL-IV)  (1 of 9)
serine carboxypeptidase-like 48 Phvul.005G131000K16298 - serine carboxypeptidase-like clade IV [EC:3.4.16.-] (SCPL-IV)  (1 of 9)
serine carboxypeptidase-like 48 Phvul.005G131000K16298 - serine carboxypeptidase-like clade IV [EC:3.4.16.-] (SCPL-IV)  (1 of 9)
serine carboxypeptidase-like 48 Phvul.005G131000K16298 - serine carboxypeptidase-like clade IV [EC:3.4.16.-] (SCPL-IV)  (1 of 9)
serine carboxypeptidase-like 48 Phvul.005G131000K16298 - serine carboxypeptidase-like clade IV [EC:3.4.16.-] (SCPL-IV)  (1 of 9)

0 0 0
0 0 0

Nucleotide-sugar transporter family protein Phvul.006G137900PTHR11132//PTHR11132:SF104 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 4)
Nucleotide-sugar transporter family protein Phvul.006G137900PTHR11132//PTHR11132:SF104 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 4)
Nucleotide-sugar transporter family protein Phvul.006G137900PTHR11132//PTHR11132:SF104 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 4)
Nucleotide-sugar transporter family protein Phvul.006G137900PTHR11132//PTHR11132:SF104 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 4)
Nucleotide-sugar transporter family protein Phvul.006G137900PTHR11132//PTHR11132:SF104 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 4)
Nucleotide-sugar transporter family protein Phvul.006G137900PTHR11132//PTHR11132:SF104 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 4)
Nucleotide-sugar transporter family protein Phvul.006G137900PTHR11132//PTHR11132:SF104 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 4)
Nucleotide-sugar transporter family protein Phvul.006G137900PTHR11132//PTHR11132:SF104 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 4)
Nucleotide-sugar transporter family protein Phvul.006G137900PTHR11132//PTHR11132:SF104 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 4)
Nucleotide-sugar transporter family protein Phvul.006G137900PTHR11132//PTHR11132:SF104 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 4)
Nucleotide-sugar transporter family protein Phvul.006G137900PTHR11132//PTHR11132:SF104 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 4)
related to AP2.7 Phvul.007G240200PTHR32467:SF15 - AP2-LIKE ETHYLENE-RESPONSIVE TRANSCRIPTION FACTOR SMZ-RELATED (1 of 1)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
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magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
magnesium transporter 4 Phvul.008G033900PTHR13890:SF4 - MAGNESIUM TRANSPORTER MRS2-3 (1 of 4)
BTB/POZ domain-containing protein Phvul.009G130700K10523 - speckle-type POZ protein (SPOP)  (1 of 12)
BTB/POZ domain-containing protein Phvul.009G130700K10523 - speckle-type POZ protein (SPOP)  (1 of 12)
BTB/POZ domain-containing protein Phvul.009G130700K10523 - speckle-type POZ protein (SPOP)  (1 of 12)
BTB/POZ domain-containing protein Phvul.009G130700K10523 - speckle-type POZ protein (SPOP)  (1 of 12)
BTB/POZ domain-containing protein Phvul.009G130700K10523 - speckle-type POZ protein (SPOP)  (1 of 12)
BTB/POZ domain-containing protein Phvul.009G130700K10523 - speckle-type POZ protein (SPOP)  (1 of 12)
BTB/POZ domain-containing protein Phvul.009G130700K10523 - speckle-type POZ protein (SPOP)  (1 of 12)
BTB/POZ domain-containing protein Phvul.009G130700K10523 - speckle-type POZ protein (SPOP)  (1 of 12)
BTB/POZ domain-containing protein Phvul.009G130700K10523 - speckle-type POZ protein (SPOP)  (1 of 12)
BTB/POZ domain-containing protein Phvul.009G130700K10523 - speckle-type POZ protein (SPOP)  (1 of 12)
BTB/POZ domain-containing protein Phvul.009G130700K10523 - speckle-type POZ protein (SPOP)  (1 of 12)
Tetratricopeptide repeat (TPR)-like superfamily protein Phvul.009G249300PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)

0 0 0
S-locus lectin protein kinase family protein Phvul.011G150950PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152400PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G168400PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)

0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)
0 Phvul.001G033700PTHR13135 - CYTOSOLIC RESINIFERATOXIN BINDING PROTEIN RBP-26 (1 of 2)

Plant protein of unknown function (DUF247) Phvul.001G187200PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.001G187200PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.001G187200PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.001G187200PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.001G187200PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.001G187200PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.001G187200PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.001G187200PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.001G187200PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.001G187200PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.001G187200PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.001G187200PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)

0 0 0
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0 0 0
casein kinase alpha 1 Phvul.002G012700K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
Mitochondrial transcription termination factor family proteinPhvul.002G083700PTHR13068//PTHR13068:SF36 - CGI-12 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.002G083700PTHR13068//PTHR13068:SF36 - CGI-12 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.002G083700PTHR13068//PTHR13068:SF36 - CGI-12 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.002G083700PTHR13068//PTHR13068:SF36 - CGI-12 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.002G083700PTHR13068//PTHR13068:SF36 - CGI-12 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.002G083700PTHR13068//PTHR13068:SF36 - CGI-12 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.002G083700PTHR13068//PTHR13068:SF36 - CGI-12 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.002G083700PTHR13068//PTHR13068:SF36 - CGI-12 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.002G083700PTHR13068//PTHR13068:SF36 - CGI-12 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.002G083700PTHR13068//PTHR13068:SF36 - CGI-12 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
Flavin-binding monooxygenase family protein Phvul.002G313200PTHR23023//PTHR23023:SF108 - DIMETHYLANILINE MONOOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)
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Flavin-binding monooxygenase family protein Phvul.002G313200PTHR23023//PTHR23023:SF108 - DIMETHYLANILINE MONOOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)
Flavin-binding monooxygenase family protein Phvul.002G313200PTHR23023//PTHR23023:SF108 - DIMETHYLANILINE MONOOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)
Flavin-binding monooxygenase family protein Phvul.002G313200PTHR23023//PTHR23023:SF108 - DIMETHYLANILINE MONOOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)
Flavin-binding monooxygenase family protein Phvul.002G313200PTHR23023//PTHR23023:SF108 - DIMETHYLANILINE MONOOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)
Flavin-binding monooxygenase family protein Phvul.002G313200PTHR23023//PTHR23023:SF108 - DIMETHYLANILINE MONOOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)
Flavin-binding monooxygenase family protein Phvul.002G313200PTHR23023//PTHR23023:SF108 - DIMETHYLANILINE MONOOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)
Flavin-binding monooxygenase family protein Phvul.002G313200PTHR23023//PTHR23023:SF108 - DIMETHYLANILINE MONOOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)
Flavin-binding monooxygenase family protein Phvul.002G313200PTHR23023//PTHR23023:SF108 - DIMETHYLANILINE MONOOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)
Flavin-binding monooxygenase family protein Phvul.002G313200PTHR23023//PTHR23023:SF108 - DIMETHYLANILINE MONOOXYGENASE // SUBFAMILY NOT NAMED (1 of 2)
trehalose phosphate synthase Phvul.003G0530002.4.1.15//3.1.3.12 - Alpha,alpha-trehalose-phosphate synthase (UDP-forming) / UDP-glucose--glucose-phosphate glucosyltransferase // Trehalose-phosphatase / Trehalose 6-phosphate phosphatase (1 of 9)
trehalose phosphate synthase Phvul.003G0530002.4.1.15//3.1.3.12 - Alpha,alpha-trehalose-phosphate synthase (UDP-forming) / UDP-glucose--glucose-phosphate glucosyltransferase // Trehalose-phosphatase / Trehalose 6-phosphate phosphatase (1 of 9)
trehalose phosphate synthase Phvul.003G0530002.4.1.15//3.1.3.12 - Alpha,alpha-trehalose-phosphate synthase (UDP-forming) / UDP-glucose--glucose-phosphate glucosyltransferase // Trehalose-phosphatase / Trehalose 6-phosphate phosphatase (1 of 9)
trehalose phosphate synthase Phvul.003G0530002.4.1.15//3.1.3.12 - Alpha,alpha-trehalose-phosphate synthase (UDP-forming) / UDP-glucose--glucose-phosphate glucosyltransferase // Trehalose-phosphatase / Trehalose 6-phosphate phosphatase (1 of 9)
trehalose phosphate synthase Phvul.003G0530002.4.1.15//3.1.3.12 - Alpha,alpha-trehalose-phosphate synthase (UDP-forming) / UDP-glucose--glucose-phosphate glucosyltransferase // Trehalose-phosphatase / Trehalose 6-phosphate phosphatase (1 of 9)
trehalose phosphate synthase Phvul.003G0530002.4.1.15//3.1.3.12 - Alpha,alpha-trehalose-phosphate synthase (UDP-forming) / UDP-glucose--glucose-phosphate glucosyltransferase // Trehalose-phosphatase / Trehalose 6-phosphate phosphatase (1 of 9)
trehalose phosphate synthase Phvul.003G0530002.4.1.15//3.1.3.12 - Alpha,alpha-trehalose-phosphate synthase (UDP-forming) / UDP-glucose--glucose-phosphate glucosyltransferase // Trehalose-phosphatase / Trehalose 6-phosphate phosphatase (1 of 9)
trehalose phosphate synthase Phvul.003G0530002.4.1.15//3.1.3.12 - Alpha,alpha-trehalose-phosphate synthase (UDP-forming) / UDP-glucose--glucose-phosphate glucosyltransferase // Trehalose-phosphatase / Trehalose 6-phosphate phosphatase (1 of 9)
trehalose phosphate synthase Phvul.003G0530002.4.1.15//3.1.3.12 - Alpha,alpha-trehalose-phosphate synthase (UDP-forming) / UDP-glucose--glucose-phosphate glucosyltransferase // Trehalose-phosphatase / Trehalose 6-phosphate phosphatase (1 of 9)
trehalose phosphate synthase Phvul.003G0530002.4.1.15//3.1.3.12 - Alpha,alpha-trehalose-phosphate synthase (UDP-forming) / UDP-glucose--glucose-phosphate glucosyltransferase // Trehalose-phosphatase / Trehalose 6-phosphate phosphatase (1 of 9)
trehalose phosphate synthase Phvul.003G0530002.4.1.15//3.1.3.12 - Alpha,alpha-trehalose-phosphate synthase (UDP-forming) / UDP-glucose--glucose-phosphate glucosyltransferase // Trehalose-phosphatase / Trehalose 6-phosphate phosphatase (1 of 9)
calcium-dependent lipid-binding family protein Phvul.003G119100PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)
calcium-dependent lipid-binding family protein Phvul.003G119100PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)
calcium-dependent lipid-binding family protein Phvul.003G119100PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)
calcium-dependent lipid-binding family protein Phvul.003G119100PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)
calcium-dependent lipid-binding family protein Phvul.003G119100PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)
calcium-dependent lipid-binding family protein Phvul.003G119100PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)
calcium-dependent lipid-binding family protein Phvul.003G119100PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)
calcium-dependent lipid-binding family protein Phvul.003G119100PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)
calcium-dependent lipid-binding family protein Phvul.003G119100PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)
calcium-dependent lipid-binding family protein Phvul.003G119100PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)
calcium-dependent lipid-binding family protein Phvul.003G119100PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)
casein kinase II, alpha chain 2 Phvul.003G237100K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase II, alpha chain 2 Phvul.003G237100K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase II, alpha chain 2 Phvul.003G237100K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase II, alpha chain 2 Phvul.003G237100K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase II, alpha chain 2 Phvul.003G237100K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase II, alpha chain 2 Phvul.003G237100K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase II, alpha chain 2 Phvul.003G237100K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase II, alpha chain 2 Phvul.003G237100K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase II, alpha chain 2 Phvul.003G237100K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
casein kinase II, alpha chain 2 Phvul.003G237100K03097 - casein kinase II subunit alpha (CSNK2A)  (1 of 3)
zinc transporter 10 precursor Phvul.003G262400PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262400PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262400PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262400PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262400PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
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zinc transporter 10 precursor Phvul.003G262400PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262400PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262400PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262400PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262400PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262500PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262500PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262500PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262500PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262500PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262500PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262500PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262500PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262500PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
zinc transporter 10 precursor Phvul.003G262500PTHR11040:SF41 - ZINC TRANSPORTER 7 (1 of 2)
BRI1 suppressor 1 (BSU1)-like 3 Phvul.005G118700PTHR11668//PTHR11668:SF243 - SERINE/THREONINE PROTEIN PHOSPHATASE // SUBFAMILY NOT NAMED (1 of 2)
BRI1 suppressor 1 (BSU1)-like 3 Phvul.005G118700PTHR11668//PTHR11668:SF243 - SERINE/THREONINE PROTEIN PHOSPHATASE // SUBFAMILY NOT NAMED (1 of 2)
BRI1 suppressor 1 (BSU1)-like 3 Phvul.005G118700PTHR11668//PTHR11668:SF243 - SERINE/THREONINE PROTEIN PHOSPHATASE // SUBFAMILY NOT NAMED (1 of 2)
BRI1 suppressor 1 (BSU1)-like 3 Phvul.005G118700PTHR11668//PTHR11668:SF243 - SERINE/THREONINE PROTEIN PHOSPHATASE // SUBFAMILY NOT NAMED (1 of 2)
BRI1 suppressor 1 (BSU1)-like 3 Phvul.005G118700PTHR11668//PTHR11668:SF243 - SERINE/THREONINE PROTEIN PHOSPHATASE // SUBFAMILY NOT NAMED (1 of 2)
BRI1 suppressor 1 (BSU1)-like 3 Phvul.005G118700PTHR11668//PTHR11668:SF243 - SERINE/THREONINE PROTEIN PHOSPHATASE // SUBFAMILY NOT NAMED (1 of 2)
BRI1 suppressor 1 (BSU1)-like 3 Phvul.005G118700PTHR11668//PTHR11668:SF243 - SERINE/THREONINE PROTEIN PHOSPHATASE // SUBFAMILY NOT NAMED (1 of 2)
BRI1 suppressor 1 (BSU1)-like 3 Phvul.005G118700PTHR11668//PTHR11668:SF243 - SERINE/THREONINE PROTEIN PHOSPHATASE // SUBFAMILY NOT NAMED (1 of 2)
BRI1 suppressor 1 (BSU1)-like 3 Phvul.005G118700PTHR11668//PTHR11668:SF243 - SERINE/THREONINE PROTEIN PHOSPHATASE // SUBFAMILY NOT NAMED (1 of 2)
BRI1 suppressor 1 (BSU1)-like 3 Phvul.005G118700PTHR11668//PTHR11668:SF243 - SERINE/THREONINE PROTEIN PHOSPHATASE // SUBFAMILY NOT NAMED (1 of 2)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
FASCICLIN-like arabinogalactan-protein 11 Phvul.006G172200PTHR32077:SF7 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 11 (1 of 25)
Transcriptional factor B3 family protein / auxin-responsive factor AUX/IAA-relatedPhvul.006G181200PTHR31384:SF5 - AUXIN RESPONSE FACTOR 3 (1 of 2)
Transcriptional factor B3 family protein / auxin-responsive factor AUX/IAA-relatedPhvul.006G181200PTHR31384:SF5 - AUXIN RESPONSE FACTOR 3 (1 of 2)
Transcriptional factor B3 family protein / auxin-responsive factor AUX/IAA-relatedPhvul.006G181200PTHR31384:SF5 - AUXIN RESPONSE FACTOR 3 (1 of 2)
Transcriptional factor B3 family protein / auxin-responsive factor AUX/IAA-relatedPhvul.006G181200PTHR31384:SF5 - AUXIN RESPONSE FACTOR 3 (1 of 2)
Transcriptional factor B3 family protein / auxin-responsive factor AUX/IAA-relatedPhvul.006G181200PTHR31384:SF5 - AUXIN RESPONSE FACTOR 3 (1 of 2)
Transcriptional factor B3 family protein / auxin-responsive factor AUX/IAA-relatedPhvul.006G181200PTHR31384:SF5 - AUXIN RESPONSE FACTOR 3 (1 of 2)
Transcriptional factor B3 family protein / auxin-responsive factor AUX/IAA-relatedPhvul.006G181200PTHR31384:SF5 - AUXIN RESPONSE FACTOR 3 (1 of 2)
Transcriptional factor B3 family protein / auxin-responsive factor AUX/IAA-relatedPhvul.006G181200PTHR31384:SF5 - AUXIN RESPONSE FACTOR 3 (1 of 2)
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Transcriptional factor B3 family protein / auxin-responsive factor AUX/IAA-relatedPhvul.006G181200PTHR31384:SF5 - AUXIN RESPONSE FACTOR 3 (1 of 2)
Transcriptional factor B3 family protein / auxin-responsive factor AUX/IAA-relatedPhvul.006G181200PTHR31384:SF5 - AUXIN RESPONSE FACTOR 3 (1 of 2)
Core-2/I-branching beta-1,6-N-acetylglucosaminyltransferase family proteinPhvul.007G234200PTHR31042:SF4 - CORE-2/I-BRANCHING BETA-1,6-N-ACETYLGLUCOSAMINYLTRANSFERASE FAMILY PROTEIN (1 of 2)
Core-2/I-branching beta-1,6-N-acetylglucosaminyltransferase family proteinPhvul.007G234200PTHR31042:SF4 - CORE-2/I-BRANCHING BETA-1,6-N-ACETYLGLUCOSAMINYLTRANSFERASE FAMILY PROTEIN (1 of 2)
Core-2/I-branching beta-1,6-N-acetylglucosaminyltransferase family proteinPhvul.007G234200PTHR31042:SF4 - CORE-2/I-BRANCHING BETA-1,6-N-ACETYLGLUCOSAMINYLTRANSFERASE FAMILY PROTEIN (1 of 2)
Core-2/I-branching beta-1,6-N-acetylglucosaminyltransferase family proteinPhvul.007G234200PTHR31042:SF4 - CORE-2/I-BRANCHING BETA-1,6-N-ACETYLGLUCOSAMINYLTRANSFERASE FAMILY PROTEIN (1 of 2)
Core-2/I-branching beta-1,6-N-acetylglucosaminyltransferase family proteinPhvul.007G234200PTHR31042:SF4 - CORE-2/I-BRANCHING BETA-1,6-N-ACETYLGLUCOSAMINYLTRANSFERASE FAMILY PROTEIN (1 of 2)
Core-2/I-branching beta-1,6-N-acetylglucosaminyltransferase family proteinPhvul.007G234200PTHR31042:SF4 - CORE-2/I-BRANCHING BETA-1,6-N-ACETYLGLUCOSAMINYLTRANSFERASE FAMILY PROTEIN (1 of 2)
Core-2/I-branching beta-1,6-N-acetylglucosaminyltransferase family proteinPhvul.007G234200PTHR31042:SF4 - CORE-2/I-BRANCHING BETA-1,6-N-ACETYLGLUCOSAMINYLTRANSFERASE FAMILY PROTEIN (1 of 2)
Core-2/I-branching beta-1,6-N-acetylglucosaminyltransferase family proteinPhvul.007G234200PTHR31042:SF4 - CORE-2/I-BRANCHING BETA-1,6-N-ACETYLGLUCOSAMINYLTRANSFERASE FAMILY PROTEIN (1 of 2)
Core-2/I-branching beta-1,6-N-acetylglucosaminyltransferase family proteinPhvul.007G234200PTHR31042:SF4 - CORE-2/I-BRANCHING BETA-1,6-N-ACETYLGLUCOSAMINYLTRANSFERASE FAMILY PROTEIN (1 of 2)
Core-2/I-branching beta-1,6-N-acetylglucosaminyltransferase family proteinPhvul.007G234200PTHR31042:SF4 - CORE-2/I-BRANCHING BETA-1,6-N-ACETYLGLUCOSAMINYLTRANSFERASE FAMILY PROTEIN (1 of 2)
Ankyrin repeat family protein Phvul.007G236400PF11904//PF13857 - GPCR-chaperone (GPCR_chapero_1)  // Ankyrin repeats (many copies) (Ank_5)  (1 of 2)
Ankyrin repeat family protein Phvul.007G236400PF11904//PF13857 - GPCR-chaperone (GPCR_chapero_1)  // Ankyrin repeats (many copies) (Ank_5)  (1 of 2)
Ankyrin repeat family protein Phvul.007G236400PF11904//PF13857 - GPCR-chaperone (GPCR_chapero_1)  // Ankyrin repeats (many copies) (Ank_5)  (1 of 2)
Ankyrin repeat family protein Phvul.007G236400PF11904//PF13857 - GPCR-chaperone (GPCR_chapero_1)  // Ankyrin repeats (many copies) (Ank_5)  (1 of 2)
Ankyrin repeat family protein Phvul.007G236400PF11904//PF13857 - GPCR-chaperone (GPCR_chapero_1)  // Ankyrin repeats (many copies) (Ank_5)  (1 of 2)
Ankyrin repeat family protein Phvul.007G236400PF11904//PF13857 - GPCR-chaperone (GPCR_chapero_1)  // Ankyrin repeats (many copies) (Ank_5)  (1 of 2)
Ankyrin repeat family protein Phvul.007G236400PF11904//PF13857 - GPCR-chaperone (GPCR_chapero_1)  // Ankyrin repeats (many copies) (Ank_5)  (1 of 2)
Ankyrin repeat family protein Phvul.007G236400PF11904//PF13857 - GPCR-chaperone (GPCR_chapero_1)  // Ankyrin repeats (many copies) (Ank_5)  (1 of 2)
Ankyrin repeat family protein Phvul.007G236400PF11904//PF13857 - GPCR-chaperone (GPCR_chapero_1)  // Ankyrin repeats (many copies) (Ank_5)  (1 of 2)
Ankyrin repeat family protein Phvul.007G236400PF11904//PF13857 - GPCR-chaperone (GPCR_chapero_1)  // Ankyrin repeats (many copies) (Ank_5)  (1 of 2)
Ankyrin repeat family protein Phvul.007G236400PF11904//PF13857 - GPCR-chaperone (GPCR_chapero_1)  // Ankyrin repeats (many copies) (Ank_5)  (1 of 2)
Ankyrin repeat family protein Phvul.007G236400PF11904//PF13857 - GPCR-chaperone (GPCR_chapero_1)  // Ankyrin repeats (many copies) (Ank_5)  (1 of 2)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
cysteine-rich RLK (RECEPTOR-like protein kinase) 29 Phvul.008G058700PTHR27002:SF122 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 28-RELATED (1 of 17)
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Do not distribute

alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
like heterochromatin protein (LHP1) Phvul.009G117500PTHR22812 - CHROMOBOX PROTEIN (1 of 2)
like heterochromatin protein (LHP1) Phvul.009G117500PTHR22812 - CHROMOBOX PROTEIN (1 of 2)
like heterochromatin protein (LHP1) Phvul.009G117500PTHR22812 - CHROMOBOX PROTEIN (1 of 2)
like heterochromatin protein (LHP1) Phvul.009G117500PTHR22812 - CHROMOBOX PROTEIN (1 of 2)
like heterochromatin protein (LHP1) Phvul.009G117500PTHR22812 - CHROMOBOX PROTEIN (1 of 2)
like heterochromatin protein (LHP1) Phvul.009G117500PTHR22812 - CHROMOBOX PROTEIN (1 of 2)
like heterochromatin protein (LHP1) Phvul.009G117500PTHR22812 - CHROMOBOX PROTEIN (1 of 2)
like heterochromatin protein (LHP1) Phvul.009G117500PTHR22812 - CHROMOBOX PROTEIN (1 of 2)
like heterochromatin protein (LHP1) Phvul.009G117500PTHR22812 - CHROMOBOX PROTEIN (1 of 2)
like heterochromatin protein (LHP1) Phvul.009G117500PTHR22812 - CHROMOBOX PROTEIN (1 of 2)
like heterochromatin protein (LHP1) Phvul.009G117500PTHR22812 - CHROMOBOX PROTEIN (1 of 2)
BTB/POZ domain-containing protein Phvul.009G130700K10523 - speckle-type POZ protein (SPOP)  (1 of 12)
Plant protein of unknown function (DUF247) Phvul.010G002600PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.010G002600PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.010G002600PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.010G002600PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.010G002600PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.010G002600PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.010G002600PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.010G002600PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.010G002600PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.010G002600PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.010G002600PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Plant protein of unknown function (DUF247) Phvul.010G002600PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Leucine-rich repeat transmembrane protein kinase Phvul.011G067401PF00069//PF11721 - Protein kinase domain (Pkinase)  // Di-glucose binding within endoplasmic reticulum (Malectin)  (1 of 6)
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)
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Do not distribute

Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)
senescence-associated gene 12 Phvul.011G127400PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127400PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127400PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127400PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127400PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127400PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127400PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127400PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127400PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127400PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127400PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
S-locus lectin protein kinase family protein Phvul.011G147000PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G147000PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G147000PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G147000PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G147000PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G147000PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G147000PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G147000PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G147000PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G147000PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G150100PTHR27002:SF9 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 27-RELATED (1 of 4)
S-locus lectin protein kinase family protein Phvul.011G150100PTHR27002:SF9 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 27-RELATED (1 of 4)
S-locus lectin protein kinase family protein Phvul.011G150100PTHR27002:SF9 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 27-RELATED (1 of 4)
S-locus lectin protein kinase family protein Phvul.011G150100PTHR27002:SF9 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 27-RELATED (1 of 4)
S-locus lectin protein kinase family protein Phvul.011G150100PTHR27002:SF9 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 27-RELATED (1 of 4)
S-locus lectin protein kinase family protein Phvul.011G150100PTHR27002:SF9 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 27-RELATED (1 of 4)
S-locus lectin protein kinase family protein Phvul.011G150100PTHR27002:SF9 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 27-RELATED (1 of 4)
S-locus lectin protein kinase family protein Phvul.011G150100PTHR27002:SF9 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 27-RELATED (1 of 4)
S-locus lectin protein kinase family protein Phvul.011G150100PTHR27002:SF9 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 27-RELATED (1 of 4)
S-locus lectin protein kinase family protein Phvul.011G150100PTHR27002:SF9 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 27-RELATED (1 of 4)
S-locus lectin protein kinase family protein Phvul.011G150100PTHR27002:SF9 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 27-RELATED (1 of 4)
S-locus lectin protein kinase family protein Phvul.011G152200PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152200PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.L002332PTHR22835//PTHR22835:SF171 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)

Page 1655 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.L002332PTHR22835//PTHR22835:SF171 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.L002332PTHR22835//PTHR22835:SF171 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.L002332PTHR22835//PTHR22835:SF171 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.L002332PTHR22835//PTHR22835:SF171 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.L002332PTHR22835//PTHR22835:SF171 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.L002332PTHR22835//PTHR22835:SF171 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.L002332PTHR22835//PTHR22835:SF171 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.L002332PTHR22835//PTHR22835:SF171 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.L002332PTHR22835//PTHR22835:SF171 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.L002332PTHR22835//PTHR22835:SF171 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
Peptidase M20/M25/M40 family protein Phvul.003G0012003.5.1.14 - N-acyl-aliphatic-L-amino acid amidohydrolase / N-acyl-L-amino-acid amidohydrolase (1 of 2)
Peptidase M20/M25/M40 family protein Phvul.003G0012003.5.1.14 - N-acyl-aliphatic-L-amino acid amidohydrolase / N-acyl-L-amino-acid amidohydrolase (1 of 2)
Peptidase M20/M25/M40 family protein Phvul.003G0012003.5.1.14 - N-acyl-aliphatic-L-amino acid amidohydrolase / N-acyl-L-amino-acid amidohydrolase (1 of 2)
Peptidase M20/M25/M40 family protein Phvul.003G0012003.5.1.14 - N-acyl-aliphatic-L-amino acid amidohydrolase / N-acyl-L-amino-acid amidohydrolase (1 of 2)
Peptidase M20/M25/M40 family protein Phvul.003G0012003.5.1.14 - N-acyl-aliphatic-L-amino acid amidohydrolase / N-acyl-L-amino-acid amidohydrolase (1 of 2)
Peptidase M20/M25/M40 family protein Phvul.003G0012003.5.1.14 - N-acyl-aliphatic-L-amino acid amidohydrolase / N-acyl-L-amino-acid amidohydrolase (1 of 2)
Peptidase M20/M25/M40 family protein Phvul.003G0012003.5.1.14 - N-acyl-aliphatic-L-amino acid amidohydrolase / N-acyl-L-amino-acid amidohydrolase (1 of 2)
Peptidase M20/M25/M40 family protein Phvul.003G0012003.5.1.14 - N-acyl-aliphatic-L-amino acid amidohydrolase / N-acyl-L-amino-acid amidohydrolase (1 of 2)
Peptidase M20/M25/M40 family protein Phvul.003G0012003.5.1.14 - N-acyl-aliphatic-L-amino acid amidohydrolase / N-acyl-L-amino-acid amidohydrolase (1 of 2)
Peptidase M20/M25/M40 family protein Phvul.003G0012003.5.1.14 - N-acyl-aliphatic-L-amino acid amidohydrolase / N-acyl-L-amino-acid amidohydrolase (1 of 2)
Peptidase M20/M25/M40 family protein Phvul.003G0012003.5.1.14 - N-acyl-aliphatic-L-amino acid amidohydrolase / N-acyl-L-amino-acid amidohydrolase (1 of 2)
Peptidase M20/M25/M40 family protein Phvul.003G0012003.5.1.14 - N-acyl-aliphatic-L-amino acid amidohydrolase / N-acyl-L-amino-acid amidohydrolase (1 of 2)
resistance to phytophthora 1 Phvul.001G147500PTHR36359:SF1 - RESISTANCE TO PHYTOPHTHORA 1 PROTEIN (1 of 1)
histone H4 Phvul.001G169200K11254 - histone H4 (H4)  (1 of 13)
histone H4 Phvul.001G169200K11254 - histone H4 (H4)  (1 of 13)
histone H4 Phvul.001G169200K11254 - histone H4 (H4)  (1 of 13)
histone H4 Phvul.001G169200K11254 - histone H4 (H4)  (1 of 13)
histone H4 Phvul.001G169200K11254 - histone H4 (H4)  (1 of 13)
histone H4 Phvul.001G169200K11254 - histone H4 (H4)  (1 of 13)
histone H4 Phvul.001G169200K11254 - histone H4 (H4)  (1 of 13)
histone H4 Phvul.001G169200K11254 - histone H4 (H4)  (1 of 13)
histone H4 Phvul.001G169200K11254 - histone H4 (H4)  (1 of 13)
histone H4 Phvul.001G169200K11254 - histone H4 (H4)  (1 of 13)

0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0

RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
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RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/FYVE/PHD zinc finger superfamily protein Phvul.001G212400PTHR23012:SF93 - RING/FYVE/PHD ZINC FINGER-CONTAINING PROTEIN (1 of 2)
RING/U-box superfamily protein Phvul.001G216400PTHR22938 - ZINC FINGER PROTEIN 598 (1 of 1)
RING/U-box superfamily protein Phvul.001G216400PTHR22938 - ZINC FINGER PROTEIN 598 (1 of 1)
RING/U-box superfamily protein Phvul.001G216400PTHR22938 - ZINC FINGER PROTEIN 598 (1 of 1)
RING/U-box superfamily protein Phvul.001G216400PTHR22938 - ZINC FINGER PROTEIN 598 (1 of 1)
RING/U-box superfamily protein Phvul.001G216400PTHR22938 - ZINC FINGER PROTEIN 598 (1 of 1)
RING/U-box superfamily protein Phvul.001G216400PTHR22938 - ZINC FINGER PROTEIN 598 (1 of 1)
RING/U-box superfamily protein Phvul.001G216400PTHR22938 - ZINC FINGER PROTEIN 598 (1 of 1)
RING/U-box superfamily protein Phvul.001G216400PTHR22938 - ZINC FINGER PROTEIN 598 (1 of 1)
RING/U-box superfamily protein Phvul.001G216400PTHR22938 - ZINC FINGER PROTEIN 598 (1 of 1)
RING/U-box superfamily protein Phvul.001G216400PTHR22938 - ZINC FINGER PROTEIN 598 (1 of 1)
RING/U-box superfamily protein Phvul.001G216400PTHR22938 - ZINC FINGER PROTEIN 598 (1 of 1)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
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protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
protein kinase 1B Phvul.001G2323002.7.10.2//2.7.11.1 - Non-specific protein-tyrosine kinase / Cytoplasmic protein tyrosine kinase // Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 32)
SKU5  similar 12 Phvul.001G269200PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269200PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269200PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269200PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269200PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269200PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269200PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269200PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269200PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269200PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269200PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269301PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269301PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269301PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269301PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269301PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269301PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269301PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269301PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269301PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269301PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269301PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
O-acetyltransferase family protein Phvul.002G197200PTHR13533:SF11 - O-ACETYLTRANSFERASE CAS1P-LIKE PROTEIN-RELATED (1 of 2)
O-acetyltransferase family protein Phvul.002G197200PTHR13533:SF11 - O-ACETYLTRANSFERASE CAS1P-LIKE PROTEIN-RELATED (1 of 2)
O-acetyltransferase family protein Phvul.002G197200PTHR13533:SF11 - O-ACETYLTRANSFERASE CAS1P-LIKE PROTEIN-RELATED (1 of 2)
O-acetyltransferase family protein Phvul.002G197200PTHR13533:SF11 - O-ACETYLTRANSFERASE CAS1P-LIKE PROTEIN-RELATED (1 of 2)
O-acetyltransferase family protein Phvul.002G197200PTHR13533:SF11 - O-ACETYLTRANSFERASE CAS1P-LIKE PROTEIN-RELATED (1 of 2)
O-acetyltransferase family protein Phvul.002G197200PTHR13533:SF11 - O-ACETYLTRANSFERASE CAS1P-LIKE PROTEIN-RELATED (1 of 2)
O-acetyltransferase family protein Phvul.002G197200PTHR13533:SF11 - O-ACETYLTRANSFERASE CAS1P-LIKE PROTEIN-RELATED (1 of 2)
O-acetyltransferase family protein Phvul.002G197200PTHR13533:SF11 - O-ACETYLTRANSFERASE CAS1P-LIKE PROTEIN-RELATED (1 of 2)
O-acetyltransferase family protein Phvul.002G197200PTHR13533:SF11 - O-ACETYLTRANSFERASE CAS1P-LIKE PROTEIN-RELATED (1 of 2)
O-acetyltransferase family protein Phvul.002G197200PTHR13533:SF11 - O-ACETYLTRANSFERASE CAS1P-LIKE PROTEIN-RELATED (1 of 2)
Aldolase-type TIM barrel family protein Phvul.002G2183004.4.1.19 - Phosphosulfolactate synthase / PSL synthase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.002G2183004.4.1.19 - Phosphosulfolactate synthase / PSL synthase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.002G2183004.4.1.19 - Phosphosulfolactate synthase / PSL synthase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.002G2183004.4.1.19 - Phosphosulfolactate synthase / PSL synthase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.002G2183004.4.1.19 - Phosphosulfolactate synthase / PSL synthase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.002G2183004.4.1.19 - Phosphosulfolactate synthase / PSL synthase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.002G2183004.4.1.19 - Phosphosulfolactate synthase / PSL synthase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.002G2183004.4.1.19 - Phosphosulfolactate synthase / PSL synthase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.002G2183004.4.1.19 - Phosphosulfolactate synthase / PSL synthase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.002G2183004.4.1.19 - Phosphosulfolactate synthase / PSL synthase (1 of 1)
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Aldolase-type TIM barrel family protein Phvul.002G2183004.4.1.19 - Phosphosulfolactate synthase / PSL synthase (1 of 1)
ABC2 homolog 13 Phvul.002G264200PTHR10566:SF74 - ABC TRANSPORTER-LIKE (1 of 3)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
Nucleic acid-binding, OB-fold-like protein Phvul.002G330500PTHR14513 - PROTECTION OF TELOMERES 1 (1 of 1)
allene oxide cyclase 3 Phvul.003G111500K10525 - allene oxide cyclase (AOC)  (1 of 3)
allene oxide cyclase 3 Phvul.003G111500K10525 - allene oxide cyclase (AOC)  (1 of 3)
allene oxide cyclase 3 Phvul.003G111500K10525 - allene oxide cyclase (AOC)  (1 of 3)
allene oxide cyclase 3 Phvul.003G111500K10525 - allene oxide cyclase (AOC)  (1 of 3)
allene oxide cyclase 3 Phvul.003G111500K10525 - allene oxide cyclase (AOC)  (1 of 3)
allene oxide cyclase 3 Phvul.003G111500K10525 - allene oxide cyclase (AOC)  (1 of 3)
allene oxide cyclase 3 Phvul.003G111500K10525 - allene oxide cyclase (AOC)  (1 of 3)
allene oxide cyclase 3 Phvul.003G111500K10525 - allene oxide cyclase (AOC)  (1 of 3)
allene oxide cyclase 3 Phvul.003G111500K10525 - allene oxide cyclase (AOC)  (1 of 3)
allene oxide cyclase 3 Phvul.003G111500K10525 - allene oxide cyclase (AOC)  (1 of 3)
calcium-dependent lipid-binding family protein Phvul.003G119100PTHR16166:SF93 - PROTEIN T08G11.1, ISOFORM A (1 of 1)
Leucine-rich receptor-like protein kinase family protein Phvul.003G203100PF00069//PF00560//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 43)
Leucine-rich receptor-like protein kinase family protein Phvul.003G203100PF00069//PF00560//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 43)
Leucine-rich receptor-like protein kinase family protein Phvul.003G203100PF00069//PF00560//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 43)
Leucine-rich receptor-like protein kinase family protein Phvul.003G203100PF00069//PF00560//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 43)
Leucine-rich receptor-like protein kinase family protein Phvul.003G203100PF00069//PF00560//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 43)
Leucine-rich receptor-like protein kinase family protein Phvul.003G203100PF00069//PF00560//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 43)
Leucine-rich receptor-like protein kinase family protein Phvul.003G203100PF00069//PF00560//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 43)
Leucine-rich receptor-like protein kinase family protein Phvul.003G203100PF00069//PF00560//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 43)
Leucine-rich receptor-like protein kinase family protein Phvul.003G203100PF00069//PF00560//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 43)
Leucine-rich receptor-like protein kinase family protein Phvul.003G203100PF00069//PF00560//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 43)
Leucine-rich receptor-like protein kinase family protein Phvul.003G203100PF00069//PF00560//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 43)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
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NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
Protein kinase superfamily protein Phvul.003G235900PTHR24054:SF33 - CASEIN KINASE II SUBUNIT ALPHA, CHLOROPLASTIC (1 of 1)
Serine carboxypeptidase S28 family protein Phvul.003G2597003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2597003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2597003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2597003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2597003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2597003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2597003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2597003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2597003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2597003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
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Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
Serine carboxypeptidase S28 family protein Phvul.003G2600003.4.14.2 - Dipeptidyl-peptidase II / Quiescent cell proline dipeptidase (1 of 2)
basic chitinase Phvul.003G268500PTHR22595:SF34 - BASIC ENDOCHITINASE B (1 of 8)
basic chitinase Phvul.003G268500PTHR22595:SF34 - BASIC ENDOCHITINASE B (1 of 8)
basic chitinase Phvul.003G268500PTHR22595:SF34 - BASIC ENDOCHITINASE B (1 of 8)
basic chitinase Phvul.003G268500PTHR22595:SF34 - BASIC ENDOCHITINASE B (1 of 8)
basic chitinase Phvul.003G268500PTHR22595:SF34 - BASIC ENDOCHITINASE B (1 of 8)
basic chitinase Phvul.003G268500PTHR22595:SF34 - BASIC ENDOCHITINASE B (1 of 8)
basic chitinase Phvul.003G268500PTHR22595:SF34 - BASIC ENDOCHITINASE B (1 of 8)
basic chitinase Phvul.003G268500PTHR22595:SF34 - BASIC ENDOCHITINASE B (1 of 8)
basic chitinase Phvul.003G268500PTHR22595:SF34 - BASIC ENDOCHITINASE B (1 of 8)
basic chitinase Phvul.003G268500PTHR22595:SF34 - BASIC ENDOCHITINASE B (1 of 8)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family proteinPhvul.003G291200PTHR32387:SF0 - NO VEIN-LIKE PROTEIN-RELATED (1 of 1)
hypothetical protein 1 Phvul.004G031700PTHR13018//PTHR13018:SF32 - PROBABLE MEMBRANE PROTEIN DUF221-RELATED // SUBFAMILY NOT NAMED (1 of 2)
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hypothetical protein 1 Phvul.004G031700PTHR13018//PTHR13018:SF32 - PROBABLE MEMBRANE PROTEIN DUF221-RELATED // SUBFAMILY NOT NAMED (1 of 2)
hypothetical protein 1 Phvul.004G031700PTHR13018//PTHR13018:SF32 - PROBABLE MEMBRANE PROTEIN DUF221-RELATED // SUBFAMILY NOT NAMED (1 of 2)
hypothetical protein 1 Phvul.004G031700PTHR13018//PTHR13018:SF32 - PROBABLE MEMBRANE PROTEIN DUF221-RELATED // SUBFAMILY NOT NAMED (1 of 2)
hypothetical protein 1 Phvul.004G031700PTHR13018//PTHR13018:SF32 - PROBABLE MEMBRANE PROTEIN DUF221-RELATED // SUBFAMILY NOT NAMED (1 of 2)
hypothetical protein 1 Phvul.004G031700PTHR13018//PTHR13018:SF32 - PROBABLE MEMBRANE PROTEIN DUF221-RELATED // SUBFAMILY NOT NAMED (1 of 2)
hypothetical protein 1 Phvul.004G031700PTHR13018//PTHR13018:SF32 - PROBABLE MEMBRANE PROTEIN DUF221-RELATED // SUBFAMILY NOT NAMED (1 of 2)
hypothetical protein 1 Phvul.004G031700PTHR13018//PTHR13018:SF32 - PROBABLE MEMBRANE PROTEIN DUF221-RELATED // SUBFAMILY NOT NAMED (1 of 2)
hypothetical protein 1 Phvul.004G031700PTHR13018//PTHR13018:SF32 - PROBABLE MEMBRANE PROTEIN DUF221-RELATED // SUBFAMILY NOT NAMED (1 of 2)
hypothetical protein 1 Phvul.004G031700PTHR13018//PTHR13018:SF32 - PROBABLE MEMBRANE PROTEIN DUF221-RELATED // SUBFAMILY NOT NAMED (1 of 2)
hypothetical protein 1 Phvul.004G031700PTHR13018//PTHR13018:SF32 - PROBABLE MEMBRANE PROTEIN DUF221-RELATED // SUBFAMILY NOT NAMED (1 of 2)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
receptor kinase 3 Phvul.005G088800PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
receptor kinase 3 Phvul.005G088800PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
receptor kinase 3 Phvul.005G088800PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
receptor kinase 3 Phvul.005G088800PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
receptor kinase 3 Phvul.005G088800PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
receptor kinase 3 Phvul.005G088800PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
receptor kinase 3 Phvul.005G088800PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
receptor kinase 3 Phvul.005G088800PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
receptor kinase 3 Phvul.005G088800PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
receptor kinase 3 Phvul.005G088800PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
receptor kinase 3 Phvul.005G088800PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
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Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
Coatomer, beta\' subunit Phvul.005G171900KOG0265//KOG0279 - U5 snRNP-specific protein-like factor and related proteins // G protein beta subunit-like protein (1 of 1)
vacuoleless1 (VCL1) Phvul.006G022400PTHR12811 - VACUOLAR PROTEIN SORTING VPS16 (1 of 1)
cleavage and polyadenylation specificity factor 30 Phvul.006G130200PTHR12357:SF3 - FI21232P1 (1 of 1)
cleavage and polyadenylation specificity factor 30 Phvul.006G130200PTHR12357:SF3 - FI21232P1 (1 of 1)
cleavage and polyadenylation specificity factor 30 Phvul.006G130200PTHR12357:SF3 - FI21232P1 (1 of 1)
cleavage and polyadenylation specificity factor 30 Phvul.006G130200PTHR12357:SF3 - FI21232P1 (1 of 1)
cleavage and polyadenylation specificity factor 30 Phvul.006G130200PTHR12357:SF3 - FI21232P1 (1 of 1)
cleavage and polyadenylation specificity factor 30 Phvul.006G130200PTHR12357:SF3 - FI21232P1 (1 of 1)
cleavage and polyadenylation specificity factor 30 Phvul.006G130200PTHR12357:SF3 - FI21232P1 (1 of 1)
cleavage and polyadenylation specificity factor 30 Phvul.006G130200PTHR12357:SF3 - FI21232P1 (1 of 1)
cleavage and polyadenylation specificity factor 30 Phvul.006G130200PTHR12357:SF3 - FI21232P1 (1 of 1)
cleavage and polyadenylation specificity factor 30 Phvul.006G130200PTHR12357:SF3 - FI21232P1 (1 of 1)
cleavage and polyadenylation specificity factor 30 Phvul.006G130200PTHR12357:SF3 - FI21232P1 (1 of 1)
Nucleotide-sugar transporter family protein Phvul.006G137900PTHR11132//PTHR11132:SF104 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 4)
Transcriptional factor B3 family protein / auxin-responsive factor AUX/IAA-relatedPhvul.006G181200PTHR31384:SF5 - AUXIN RESPONSE FACTOR 3 (1 of 2)
leucine-rich repeat transmembrane protein kinase family proteinPhvul.007G029900PF00560//PF07714//PF08263 - Leucine Rich Repeat (LRR_1)  // Protein tyrosine kinase (Pkinase_Tyr)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 14)
leucine-rich repeat transmembrane protein kinase family proteinPhvul.007G029900PF00560//PF07714//PF08263 - Leucine Rich Repeat (LRR_1)  // Protein tyrosine kinase (Pkinase_Tyr)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 14)
leucine-rich repeat transmembrane protein kinase family proteinPhvul.007G029900PF00560//PF07714//PF08263 - Leucine Rich Repeat (LRR_1)  // Protein tyrosine kinase (Pkinase_Tyr)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 14)
leucine-rich repeat transmembrane protein kinase family proteinPhvul.007G029900PF00560//PF07714//PF08263 - Leucine Rich Repeat (LRR_1)  // Protein tyrosine kinase (Pkinase_Tyr)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 14)
leucine-rich repeat transmembrane protein kinase family proteinPhvul.007G029900PF00560//PF07714//PF08263 - Leucine Rich Repeat (LRR_1)  // Protein tyrosine kinase (Pkinase_Tyr)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 14)
leucine-rich repeat transmembrane protein kinase family proteinPhvul.007G029900PF00560//PF07714//PF08263 - Leucine Rich Repeat (LRR_1)  // Protein tyrosine kinase (Pkinase_Tyr)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 14)
leucine-rich repeat transmembrane protein kinase family proteinPhvul.007G029900PF00560//PF07714//PF08263 - Leucine Rich Repeat (LRR_1)  // Protein tyrosine kinase (Pkinase_Tyr)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 14)
leucine-rich repeat transmembrane protein kinase family proteinPhvul.007G029900PF00560//PF07714//PF08263 - Leucine Rich Repeat (LRR_1)  // Protein tyrosine kinase (Pkinase_Tyr)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 14)
leucine-rich repeat transmembrane protein kinase family proteinPhvul.007G029900PF00560//PF07714//PF08263 - Leucine Rich Repeat (LRR_1)  // Protein tyrosine kinase (Pkinase_Tyr)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 14)
leucine-rich repeat transmembrane protein kinase family proteinPhvul.007G029900PF00560//PF07714//PF08263 - Leucine Rich Repeat (LRR_1)  // Protein tyrosine kinase (Pkinase_Tyr)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 14)
methyltransferases Phvul.007G0469002.1.1.193 - 16S rRNA (uracil(1498)-N(3))-methyltransferase / M(3)U(1498) specific methyltransferase (1 of 1)
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Mitochondrial transcription termination factor family proteinPhvul.007G089900PTHR13068:SF26 - MITOCHONDRIAL TRANSCRIPTION TERMINATION FACTOR FAMILY PROTEIN (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.007G089900PTHR13068:SF26 - MITOCHONDRIAL TRANSCRIPTION TERMINATION FACTOR FAMILY PROTEIN (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.007G089900PTHR13068:SF26 - MITOCHONDRIAL TRANSCRIPTION TERMINATION FACTOR FAMILY PROTEIN (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.007G089900PTHR13068:SF26 - MITOCHONDRIAL TRANSCRIPTION TERMINATION FACTOR FAMILY PROTEIN (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.007G089900PTHR13068:SF26 - MITOCHONDRIAL TRANSCRIPTION TERMINATION FACTOR FAMILY PROTEIN (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.007G089900PTHR13068:SF26 - MITOCHONDRIAL TRANSCRIPTION TERMINATION FACTOR FAMILY PROTEIN (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.007G089900PTHR13068:SF26 - MITOCHONDRIAL TRANSCRIPTION TERMINATION FACTOR FAMILY PROTEIN (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.007G089900PTHR13068:SF26 - MITOCHONDRIAL TRANSCRIPTION TERMINATION FACTOR FAMILY PROTEIN (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.007G089900PTHR13068:SF26 - MITOCHONDRIAL TRANSCRIPTION TERMINATION FACTOR FAMILY PROTEIN (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.007G089900PTHR13068:SF26 - MITOCHONDRIAL TRANSCRIPTION TERMINATION FACTOR FAMILY PROTEIN (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.007G089900PTHR13068:SF26 - MITOCHONDRIAL TRANSCRIPTION TERMINATION FACTOR FAMILY PROTEIN (1 of 1)
Mitochondrial transcription termination factor family proteinPhvul.007G089900PTHR13068:SF26 - MITOCHONDRIAL TRANSCRIPTION TERMINATION FACTOR FAMILY PROTEIN (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
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0 0 0
0 0 0
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0 0 0
0 0 0

alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
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alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
alpha-soluble NSF attachment protein 2 Phvul.008G089600K15296 - alpha-soluble NSF attachment protein (NAPA, SNAPA, SEC17)  (1 of 3)
Protein kinase superfamily protein with octicosapeptide/Phox/Bem1p domainPhvul.008G122700PTHR23257//PTHR23257:SF478 - SERINE-THREONINE PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)
Protein kinase superfamily protein with octicosapeptide/Phox/Bem1p domainPhvul.008G122700PTHR23257//PTHR23257:SF478 - SERINE-THREONINE PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)
Protein kinase superfamily protein with octicosapeptide/Phox/Bem1p domainPhvul.008G122700PTHR23257//PTHR23257:SF478 - SERINE-THREONINE PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)
Protein kinase superfamily protein with octicosapeptide/Phox/Bem1p domainPhvul.008G122700PTHR23257//PTHR23257:SF478 - SERINE-THREONINE PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)
Protein kinase superfamily protein with octicosapeptide/Phox/Bem1p domainPhvul.008G122700PTHR23257//PTHR23257:SF478 - SERINE-THREONINE PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)
Protein kinase superfamily protein with octicosapeptide/Phox/Bem1p domainPhvul.008G122700PTHR23257//PTHR23257:SF478 - SERINE-THREONINE PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)
Protein kinase superfamily protein with octicosapeptide/Phox/Bem1p domainPhvul.008G122700PTHR23257//PTHR23257:SF478 - SERINE-THREONINE PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)
Protein kinase superfamily protein with octicosapeptide/Phox/Bem1p domainPhvul.008G122700PTHR23257//PTHR23257:SF478 - SERINE-THREONINE PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)
Protein kinase superfamily protein with octicosapeptide/Phox/Bem1p domainPhvul.008G122700PTHR23257//PTHR23257:SF478 - SERINE-THREONINE PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)
Protein kinase superfamily protein with octicosapeptide/Phox/Bem1p domainPhvul.008G122700PTHR23257//PTHR23257:SF478 - SERINE-THREONINE PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)
Protein kinase superfamily protein with octicosapeptide/Phox/Bem1p domainPhvul.008G122700PTHR23257//PTHR23257:SF478 - SERINE-THREONINE PROTEIN KINASE // SUBFAMILY NOT NAMED (1 of 2)
Coproporphyrinogen III oxidase Phvul.008G2899001.3.3.3 - Coproporphyrinogen oxidase / Coproporphyrinogenase (1 of 1)
Coproporphyrinogen III oxidase Phvul.008G2899001.3.3.3 - Coproporphyrinogen oxidase / Coproporphyrinogenase (1 of 1)
Coproporphyrinogen III oxidase Phvul.008G2899001.3.3.3 - Coproporphyrinogen oxidase / Coproporphyrinogenase (1 of 1)
Coproporphyrinogen III oxidase Phvul.008G2899001.3.3.3 - Coproporphyrinogen oxidase / Coproporphyrinogenase (1 of 1)
Coproporphyrinogen III oxidase Phvul.008G2899001.3.3.3 - Coproporphyrinogen oxidase / Coproporphyrinogenase (1 of 1)
Coproporphyrinogen III oxidase Phvul.008G2899001.3.3.3 - Coproporphyrinogen oxidase / Coproporphyrinogenase (1 of 1)
Coproporphyrinogen III oxidase Phvul.008G2899001.3.3.3 - Coproporphyrinogen oxidase / Coproporphyrinogenase (1 of 1)
Coproporphyrinogen III oxidase Phvul.008G2899001.3.3.3 - Coproporphyrinogen oxidase / Coproporphyrinogenase (1 of 1)
Coproporphyrinogen III oxidase Phvul.008G2899001.3.3.3 - Coproporphyrinogen oxidase / Coproporphyrinogenase (1 of 1)
Coproporphyrinogen III oxidase Phvul.008G2899001.3.3.3 - Coproporphyrinogen oxidase / Coproporphyrinogenase (1 of 1)
Coproporphyrinogen III oxidase Phvul.008G2899001.3.3.3 - Coproporphyrinogen oxidase / Coproporphyrinogenase (1 of 1)
phosphorylcholine cytidylyltransferase Phvul.008G2906002.7.7.15 - Choline-phosphate cytidylyltransferase / Phosphorylcholine transferase (1 of 3)
phosphorylcholine cytidylyltransferase Phvul.008G2906002.7.7.15 - Choline-phosphate cytidylyltransferase / Phosphorylcholine transferase (1 of 3)
phosphorylcholine cytidylyltransferase Phvul.008G2906002.7.7.15 - Choline-phosphate cytidylyltransferase / Phosphorylcholine transferase (1 of 3)
phosphorylcholine cytidylyltransferase Phvul.008G2906002.7.7.15 - Choline-phosphate cytidylyltransferase / Phosphorylcholine transferase (1 of 3)
phosphorylcholine cytidylyltransferase Phvul.008G2906002.7.7.15 - Choline-phosphate cytidylyltransferase / Phosphorylcholine transferase (1 of 3)
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phosphorylcholine cytidylyltransferase Phvul.008G2906002.7.7.15 - Choline-phosphate cytidylyltransferase / Phosphorylcholine transferase (1 of 3)
phosphorylcholine cytidylyltransferase Phvul.008G2906002.7.7.15 - Choline-phosphate cytidylyltransferase / Phosphorylcholine transferase (1 of 3)
phosphorylcholine cytidylyltransferase Phvul.008G2906002.7.7.15 - Choline-phosphate cytidylyltransferase / Phosphorylcholine transferase (1 of 3)
phosphorylcholine cytidylyltransferase Phvul.008G2906002.7.7.15 - Choline-phosphate cytidylyltransferase / Phosphorylcholine transferase (1 of 3)
phosphorylcholine cytidylyltransferase Phvul.008G2906002.7.7.15 - Choline-phosphate cytidylyltransferase / Phosphorylcholine transferase (1 of 3)
phosphorylcholine cytidylyltransferase Phvul.008G2906002.7.7.15 - Choline-phosphate cytidylyltransferase / Phosphorylcholine transferase (1 of 3)
like heterochromatin protein (LHP1) Phvul.009G117500PTHR22812 - CHROMOBOX PROTEIN (1 of 2)
GDSL-motif lipase 5 Phvul.010G124800PTHR22835:SF262 - GDSL ESTERASE/LIPASE 5-RELATED (1 of 3)
GDSL-motif lipase 5 Phvul.010G124800PTHR22835:SF262 - GDSL ESTERASE/LIPASE 5-RELATED (1 of 3)
GDSL-motif lipase 5 Phvul.010G124800PTHR22835:SF262 - GDSL ESTERASE/LIPASE 5-RELATED (1 of 3)
GDSL-motif lipase 5 Phvul.010G124800PTHR22835:SF262 - GDSL ESTERASE/LIPASE 5-RELATED (1 of 3)
GDSL-motif lipase 5 Phvul.010G124800PTHR22835:SF262 - GDSL ESTERASE/LIPASE 5-RELATED (1 of 3)
GDSL-motif lipase 5 Phvul.010G124800PTHR22835:SF262 - GDSL ESTERASE/LIPASE 5-RELATED (1 of 3)
GDSL-motif lipase 5 Phvul.010G124800PTHR22835:SF262 - GDSL ESTERASE/LIPASE 5-RELATED (1 of 3)
GDSL-motif lipase 5 Phvul.010G124800PTHR22835:SF262 - GDSL ESTERASE/LIPASE 5-RELATED (1 of 3)
GDSL-motif lipase 5 Phvul.010G124800PTHR22835:SF262 - GDSL ESTERASE/LIPASE 5-RELATED (1 of 3)
GDSL-motif lipase 5 Phvul.010G124800PTHR22835:SF262 - GDSL ESTERASE/LIPASE 5-RELATED (1 of 3)
Plant protein of unknown function (DUF247) Phvul.010G158100PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)
Protein kinase superfamily protein Phvul.011G0131002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)
Protein kinase superfamily protein Phvul.011G0131002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)
Protein kinase superfamily protein Phvul.011G0131002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)
Protein kinase superfamily protein Phvul.011G0131002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)
Protein kinase superfamily protein Phvul.011G0131002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)
Protein kinase superfamily protein Phvul.011G0131002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)
Protein kinase superfamily protein Phvul.011G0131002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)
Protein kinase superfamily protein Phvul.011G0131002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)
Protein kinase superfamily protein Phvul.011G0131002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)
Protein kinase superfamily protein Phvul.011G0131002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)
Protein kinase superfamily protein Phvul.011G0131002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)
cytochrome c biogenesis protein family Phvul.011G047800K07399 - cytochrome c biogenesis protein (resB, ccs1)  (1 of 1)
cytochrome c biogenesis protein family Phvul.011G047800K07399 - cytochrome c biogenesis protein (resB, ccs1)  (1 of 1)
Leucine-rich repeat transmembrane protein kinase Phvul.011G067401PF00069//PF11721 - Protein kinase domain (Pkinase)  // Di-glucose binding within endoplasmic reticulum (Malectin)  (1 of 6)
Leucine-rich repeat transmembrane protein kinase Phvul.011G067401PF00069//PF11721 - Protein kinase domain (Pkinase)  // Di-glucose binding within endoplasmic reticulum (Malectin)  (1 of 6)
Leucine-rich repeat transmembrane protein kinase Phvul.011G067401PF00069//PF11721 - Protein kinase domain (Pkinase)  // Di-glucose binding within endoplasmic reticulum (Malectin)  (1 of 6)
Leucine-rich repeat transmembrane protein kinase Phvul.011G067401PF00069//PF11721 - Protein kinase domain (Pkinase)  // Di-glucose binding within endoplasmic reticulum (Malectin)  (1 of 6)
Leucine-rich repeat transmembrane protein kinase Phvul.011G067401PF00069//PF11721 - Protein kinase domain (Pkinase)  // Di-glucose binding within endoplasmic reticulum (Malectin)  (1 of 6)
Leucine-rich repeat transmembrane protein kinase Phvul.011G067401PF00069//PF11721 - Protein kinase domain (Pkinase)  // Di-glucose binding within endoplasmic reticulum (Malectin)  (1 of 6)
Leucine-rich repeat transmembrane protein kinase Phvul.011G067401PF00069//PF11721 - Protein kinase domain (Pkinase)  // Di-glucose binding within endoplasmic reticulum (Malectin)  (1 of 6)
Leucine-rich repeat transmembrane protein kinase Phvul.011G067401PF00069//PF11721 - Protein kinase domain (Pkinase)  // Di-glucose binding within endoplasmic reticulum (Malectin)  (1 of 6)
Leucine-rich repeat transmembrane protein kinase Phvul.011G067401PF00069//PF11721 - Protein kinase domain (Pkinase)  // Di-glucose binding within endoplasmic reticulum (Malectin)  (1 of 6)
Leucine-rich repeat transmembrane protein kinase Phvul.011G067401PF00069//PF11721 - Protein kinase domain (Pkinase)  // Di-glucose binding within endoplasmic reticulum (Malectin)  (1 of 6)
senescence-associated gene 12 Phvul.011G127100PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127100PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127100PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127100PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127100PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
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senescence-associated gene 12 Phvul.011G127100PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127100PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127100PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127100PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
senescence-associated gene 12 Phvul.011G127100PTHR12411//PTHR12411:SF339 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 5)
S-locus lectin protein kinase family protein Phvul.011G150950PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G150950PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G150950PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G150950PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G150950PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G150950PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G150950PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G150950PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G150950PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G150950PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G150950PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
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S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152400PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G152400PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G152400PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G152400PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G152400PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G152400PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G152400PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G152400PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G152400PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G152400PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G152400PF00954//PF01453//PF07714//PF08276//PF11883 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  // Domain of unknown function (DUF3403) (DUF3403)  (1 of 9)
S-locus lectin protein kinase family protein Phvul.011G156200PTHR27002:SF9 - CYSTEINE-RICH RECEPTOR-LIKE PROTEIN KINASE 27-RELATED (1 of 4)
S-locus lectin protein kinase family protein Phvul.011G168400PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G168400PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G168400PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G168400PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G168400PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G168400PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G168400PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G168400PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G168400PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
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S-locus lectin protein kinase family protein Phvul.011G168400PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G168400PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G202200PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G202200PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G202200PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G202200PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G202200PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G202200PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G202200PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G202200PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G202200PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G202200PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G202200PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
RNI-like superfamily protein Phvul.001G152400K10268 - F-box and leucine-rich repeat protein 2/20 (FBXL2_20)  (1 of 15)
RNI-like superfamily protein Phvul.001G152400K10268 - F-box and leucine-rich repeat protein 2/20 (FBXL2_20)  (1 of 15)
RNI-like superfamily protein Phvul.001G152400K10268 - F-box and leucine-rich repeat protein 2/20 (FBXL2_20)  (1 of 15)
RNI-like superfamily protein Phvul.001G152400K10268 - F-box and leucine-rich repeat protein 2/20 (FBXL2_20)  (1 of 15)
RNI-like superfamily protein Phvul.001G152400K10268 - F-box and leucine-rich repeat protein 2/20 (FBXL2_20)  (1 of 15)
RNI-like superfamily protein Phvul.001G152400K10268 - F-box and leucine-rich repeat protein 2/20 (FBXL2_20)  (1 of 15)
RNI-like superfamily protein Phvul.001G152400K10268 - F-box and leucine-rich repeat protein 2/20 (FBXL2_20)  (1 of 15)
RNI-like superfamily protein Phvul.001G152400K10268 - F-box and leucine-rich repeat protein 2/20 (FBXL2_20)  (1 of 15)
RNI-like superfamily protein Phvul.001G152400K10268 - F-box and leucine-rich repeat protein 2/20 (FBXL2_20)  (1 of 15)
RNI-like superfamily protein Phvul.001G152400K10268 - F-box and leucine-rich repeat protein 2/20 (FBXL2_20)  (1 of 15)
RNI-like superfamily protein Phvul.001G152400K10268 - F-box and leucine-rich repeat protein 2/20 (FBXL2_20)  (1 of 15)
C2H2-like zinc finger protein Phvul.001G176200PTHR10593:SF42 - ZINC FINGER PROTEIN JACKDAW (1 of 2)
C2H2-like zinc finger protein Phvul.001G176200PTHR10593:SF42 - ZINC FINGER PROTEIN JACKDAW (1 of 2)
C2H2-like zinc finger protein Phvul.001G176200PTHR10593:SF42 - ZINC FINGER PROTEIN JACKDAW (1 of 2)
C2H2-like zinc finger protein Phvul.001G176200PTHR10593:SF42 - ZINC FINGER PROTEIN JACKDAW (1 of 2)
C2H2-like zinc finger protein Phvul.001G176200PTHR10593:SF42 - ZINC FINGER PROTEIN JACKDAW (1 of 2)
C2H2-like zinc finger protein Phvul.001G176200PTHR10593:SF42 - ZINC FINGER PROTEIN JACKDAW (1 of 2)
C2H2-like zinc finger protein Phvul.001G176200PTHR10593:SF42 - ZINC FINGER PROTEIN JACKDAW (1 of 2)
C2H2-like zinc finger protein Phvul.001G176200PTHR10593:SF42 - ZINC FINGER PROTEIN JACKDAW (1 of 2)
C2H2-like zinc finger protein Phvul.001G176200PTHR10593:SF42 - ZINC FINGER PROTEIN JACKDAW (1 of 2)
C2H2-like zinc finger protein Phvul.001G176200PTHR10593:SF42 - ZINC FINGER PROTEIN JACKDAW (1 of 2)
C2H2-like zinc finger protein Phvul.001G176200PTHR10593:SF42 - ZINC FINGER PROTEIN JACKDAW (1 of 2)
SKU5  similar 12 Phvul.001G269200PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
SKU5  similar 12 Phvul.001G269301PTHR11709:SF27 - L-ASCORBATE OXIDASE PECTINESTERASE-LIKE PROTEIN POLLEN-SPECIFIC PROTEIN-LIKE (1 of 5)
plant U-box 49 Phvul.002G010800K10598 - peptidyl-prolyl cis-trans isomerase-like 2 (PPIL2, CYC4, CHP60)  (1 of 1)
plant U-box 49 Phvul.002G010800K10598 - peptidyl-prolyl cis-trans isomerase-like 2 (PPIL2, CYC4, CHP60)  (1 of 1)
plant U-box 49 Phvul.002G010800K10598 - peptidyl-prolyl cis-trans isomerase-like 2 (PPIL2, CYC4, CHP60)  (1 of 1)
plant U-box 49 Phvul.002G010800K10598 - peptidyl-prolyl cis-trans isomerase-like 2 (PPIL2, CYC4, CHP60)  (1 of 1)
plant U-box 49 Phvul.002G010800K10598 - peptidyl-prolyl cis-trans isomerase-like 2 (PPIL2, CYC4, CHP60)  (1 of 1)
plant U-box 49 Phvul.002G010800K10598 - peptidyl-prolyl cis-trans isomerase-like 2 (PPIL2, CYC4, CHP60)  (1 of 1)
plant U-box 49 Phvul.002G010800K10598 - peptidyl-prolyl cis-trans isomerase-like 2 (PPIL2, CYC4, CHP60)  (1 of 1)
plant U-box 49 Phvul.002G010800K10598 - peptidyl-prolyl cis-trans isomerase-like 2 (PPIL2, CYC4, CHP60)  (1 of 1)
plant U-box 49 Phvul.002G010800K10598 - peptidyl-prolyl cis-trans isomerase-like 2 (PPIL2, CYC4, CHP60)  (1 of 1)
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plant U-box 49 Phvul.002G010800K10598 - peptidyl-prolyl cis-trans isomerase-like 2 (PPIL2, CYC4, CHP60)  (1 of 1)
plant U-box 49 Phvul.002G010800K10598 - peptidyl-prolyl cis-trans isomerase-like 2 (PPIL2, CYC4, CHP60)  (1 of 1)
plant U-box 49 Phvul.002G010800K10598 - peptidyl-prolyl cis-trans isomerase-like 2 (PPIL2, CYC4, CHP60)  (1 of 1)
FAD-binding Berberine family protein Phvul.002G1998001.3.3.8 - Tetrahydroberberine oxidase / THB oxidase (1 of 37)
FAD-binding Berberine family protein Phvul.002G1998001.3.3.8 - Tetrahydroberberine oxidase / THB oxidase (1 of 37)
FAD-binding Berberine family protein Phvul.002G1998001.3.3.8 - Tetrahydroberberine oxidase / THB oxidase (1 of 37)
FAD-binding Berberine family protein Phvul.002G1998001.3.3.8 - Tetrahydroberberine oxidase / THB oxidase (1 of 37)
FAD-binding Berberine family protein Phvul.002G1998001.3.3.8 - Tetrahydroberberine oxidase / THB oxidase (1 of 37)
FAD-binding Berberine family protein Phvul.002G1998001.3.3.8 - Tetrahydroberberine oxidase / THB oxidase (1 of 37)
FAD-binding Berberine family protein Phvul.002G1998001.3.3.8 - Tetrahydroberberine oxidase / THB oxidase (1 of 37)
FAD-binding Berberine family protein Phvul.002G1998001.3.3.8 - Tetrahydroberberine oxidase / THB oxidase (1 of 37)
FAD-binding Berberine family protein Phvul.002G1998001.3.3.8 - Tetrahydroberberine oxidase / THB oxidase (1 of 37)
FAD-binding Berberine family protein Phvul.002G1998001.3.3.8 - Tetrahydroberberine oxidase / THB oxidase (1 of 37)
FAD-binding Berberine family protein Phvul.002G1998001.3.3.8 - Tetrahydroberberine oxidase / THB oxidase (1 of 37)
Concanavalin A-like lectin protein kinase family protein Phvul.002G214900PTHR27007:SF24 - L-TYPE LECTIN-DOMAIN CONTAINING RECEPTOR KINASE IX.1-RELATED (1 of 16)
Concanavalin A-like lectin protein kinase family protein Phvul.002G214900PTHR27007:SF24 - L-TYPE LECTIN-DOMAIN CONTAINING RECEPTOR KINASE IX.1-RELATED (1 of 16)
Concanavalin A-like lectin protein kinase family protein Phvul.002G214900PTHR27007:SF24 - L-TYPE LECTIN-DOMAIN CONTAINING RECEPTOR KINASE IX.1-RELATED (1 of 16)
Concanavalin A-like lectin protein kinase family protein Phvul.002G214900PTHR27007:SF24 - L-TYPE LECTIN-DOMAIN CONTAINING RECEPTOR KINASE IX.1-RELATED (1 of 16)
Concanavalin A-like lectin protein kinase family protein Phvul.002G214900PTHR27007:SF24 - L-TYPE LECTIN-DOMAIN CONTAINING RECEPTOR KINASE IX.1-RELATED (1 of 16)
Concanavalin A-like lectin protein kinase family protein Phvul.002G214900PTHR27007:SF24 - L-TYPE LECTIN-DOMAIN CONTAINING RECEPTOR KINASE IX.1-RELATED (1 of 16)
Concanavalin A-like lectin protein kinase family protein Phvul.002G214900PTHR27007:SF24 - L-TYPE LECTIN-DOMAIN CONTAINING RECEPTOR KINASE IX.1-RELATED (1 of 16)
Concanavalin A-like lectin protein kinase family protein Phvul.002G214900PTHR27007:SF24 - L-TYPE LECTIN-DOMAIN CONTAINING RECEPTOR KINASE IX.1-RELATED (1 of 16)
Concanavalin A-like lectin protein kinase family protein Phvul.002G214900PTHR27007:SF24 - L-TYPE LECTIN-DOMAIN CONTAINING RECEPTOR KINASE IX.1-RELATED (1 of 16)
Concanavalin A-like lectin protein kinase family protein Phvul.002G214900PTHR27007:SF24 - L-TYPE LECTIN-DOMAIN CONTAINING RECEPTOR KINASE IX.1-RELATED (1 of 16)
Concanavalin A-like lectin protein kinase family protein Phvul.002G215000PF00139//PF07714 - Legume lectin domain (Lectin_legB)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 5)
Concanavalin A-like lectin protein kinase family protein Phvul.002G215000PF00139//PF07714 - Legume lectin domain (Lectin_legB)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 5)
Concanavalin A-like lectin protein kinase family protein Phvul.002G215000PF00139//PF07714 - Legume lectin domain (Lectin_legB)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 5)
Concanavalin A-like lectin protein kinase family protein Phvul.002G215000PF00139//PF07714 - Legume lectin domain (Lectin_legB)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 5)
Concanavalin A-like lectin protein kinase family protein Phvul.002G215000PF00139//PF07714 - Legume lectin domain (Lectin_legB)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 5)
Concanavalin A-like lectin protein kinase family protein Phvul.002G215000PF00139//PF07714 - Legume lectin domain (Lectin_legB)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 5)
Concanavalin A-like lectin protein kinase family protein Phvul.002G215000PF00139//PF07714 - Legume lectin domain (Lectin_legB)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 5)
Concanavalin A-like lectin protein kinase family protein Phvul.002G215000PF00139//PF07714 - Legume lectin domain (Lectin_legB)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 5)
Concanavalin A-like lectin protein kinase family protein Phvul.002G215000PF00139//PF07714 - Legume lectin domain (Lectin_legB)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 5)
Concanavalin A-like lectin protein kinase family protein Phvul.002G215000PF00139//PF07714 - Legume lectin domain (Lectin_legB)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 5)
ABC2 homolog 13 Phvul.002G264200PTHR10566:SF74 - ABC TRANSPORTER-LIKE (1 of 3)
ABC2 homolog 13 Phvul.002G264200PTHR10566:SF74 - ABC TRANSPORTER-LIKE (1 of 3)
ABC2 homolog 13 Phvul.002G264200PTHR10566:SF74 - ABC TRANSPORTER-LIKE (1 of 3)
ABC2 homolog 13 Phvul.002G264200PTHR10566:SF74 - ABC TRANSPORTER-LIKE (1 of 3)
ABC2 homolog 13 Phvul.002G264200PTHR10566:SF74 - ABC TRANSPORTER-LIKE (1 of 3)
ABC2 homolog 13 Phvul.002G264200PTHR10566:SF74 - ABC TRANSPORTER-LIKE (1 of 3)
ABC2 homolog 13 Phvul.002G264200PTHR10566:SF74 - ABC TRANSPORTER-LIKE (1 of 3)
ABC2 homolog 13 Phvul.002G264200PTHR10566:SF74 - ABC TRANSPORTER-LIKE (1 of 3)
ABC2 homolog 13 Phvul.002G264200PTHR10566:SF74 - ABC TRANSPORTER-LIKE (1 of 3)
ABC2 homolog 13 Phvul.002G264200PTHR10566:SF74 - ABC TRANSPORTER-LIKE (1 of 3)
ABC2 homolog 13 Phvul.002G264200PTHR10566:SF74 - ABC TRANSPORTER-LIKE (1 of 3)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
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diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
diacylglycerol kinase 2 Phvul.002G276700PTHR11255:SF46 - DIACYLGLYCEROL KINASE 2 (1 of 1)
endonucleases Phvul.002G308800PF03161 - LAGLIDADG DNA endonuclease family (LAGLIDADG_2)  (1 of 1)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)
heptahelical transmembrane protein1 Phvul.003G170000PTHR20855//PTHR20855:SF32 - ADIPOR/PROGESTIN RECEPTOR-RELATED // SUBFAMILY NOT NAMED (1 of 1)
heptahelical transmembrane protein1 Phvul.003G170000PTHR20855//PTHR20855:SF32 - ADIPOR/PROGESTIN RECEPTOR-RELATED // SUBFAMILY NOT NAMED (1 of 1)
heptahelical transmembrane protein1 Phvul.003G170000PTHR20855//PTHR20855:SF32 - ADIPOR/PROGESTIN RECEPTOR-RELATED // SUBFAMILY NOT NAMED (1 of 1)
heptahelical transmembrane protein1 Phvul.003G170000PTHR20855//PTHR20855:SF32 - ADIPOR/PROGESTIN RECEPTOR-RELATED // SUBFAMILY NOT NAMED (1 of 1)
heptahelical transmembrane protein1 Phvul.003G170000PTHR20855//PTHR20855:SF32 - ADIPOR/PROGESTIN RECEPTOR-RELATED // SUBFAMILY NOT NAMED (1 of 1)
heptahelical transmembrane protein1 Phvul.003G170000PTHR20855//PTHR20855:SF32 - ADIPOR/PROGESTIN RECEPTOR-RELATED // SUBFAMILY NOT NAMED (1 of 1)
heptahelical transmembrane protein1 Phvul.003G170000PTHR20855//PTHR20855:SF32 - ADIPOR/PROGESTIN RECEPTOR-RELATED // SUBFAMILY NOT NAMED (1 of 1)
heptahelical transmembrane protein1 Phvul.003G170000PTHR20855//PTHR20855:SF32 - ADIPOR/PROGESTIN RECEPTOR-RELATED // SUBFAMILY NOT NAMED (1 of 1)
heptahelical transmembrane protein1 Phvul.003G170000PTHR20855//PTHR20855:SF32 - ADIPOR/PROGESTIN RECEPTOR-RELATED // SUBFAMILY NOT NAMED (1 of 1)
heptahelical transmembrane protein1 Phvul.003G170000PTHR20855//PTHR20855:SF32 - ADIPOR/PROGESTIN RECEPTOR-RELATED // SUBFAMILY NOT NAMED (1 of 1)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
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cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
cycling DOF factor 3 Phvul.003G189300PTHR31089:SF4 - CYCLIC DOF FACTOR 2-RELATED (1 of 7)
Leucine-rich repeat transmembrane protein kinase Phvul.003G202100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)
Leucine-rich repeat transmembrane protein kinase Phvul.003G202100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)
Leucine-rich repeat transmembrane protein kinase Phvul.003G202100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)
Leucine-rich repeat transmembrane protein kinase Phvul.003G202100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)
Leucine-rich repeat transmembrane protein kinase Phvul.003G202100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)
Leucine-rich repeat transmembrane protein kinase Phvul.003G202100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)
Leucine-rich repeat transmembrane protein kinase Phvul.003G202100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)
Leucine-rich repeat transmembrane protein kinase Phvul.003G202100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)
Leucine-rich repeat transmembrane protein kinase Phvul.003G202100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)
Leucine-rich repeat transmembrane protein kinase Phvul.003G202100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)

0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0

NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
NAC domain containing protein 96 Phvul.003G229600PTHR31989:SF51 - F5D14.30 PROTEIN-RELATED (1 of 1)
Protein kinase superfamily protein Phvul.003G235900PTHR24054:SF33 - CASEIN KINASE II SUBUNIT ALPHA, CHLOROPLASTIC (1 of 1)
Protein kinase superfamily protein Phvul.003G235900PTHR24054:SF33 - CASEIN KINASE II SUBUNIT ALPHA, CHLOROPLASTIC (1 of 1)
Protein kinase superfamily protein Phvul.003G235900PTHR24054:SF33 - CASEIN KINASE II SUBUNIT ALPHA, CHLOROPLASTIC (1 of 1)
Protein kinase superfamily protein Phvul.003G235900PTHR24054:SF33 - CASEIN KINASE II SUBUNIT ALPHA, CHLOROPLASTIC (1 of 1)
Protein kinase superfamily protein Phvul.003G235900PTHR24054:SF33 - CASEIN KINASE II SUBUNIT ALPHA, CHLOROPLASTIC (1 of 1)
Protein kinase superfamily protein Phvul.003G235900PTHR24054:SF33 - CASEIN KINASE II SUBUNIT ALPHA, CHLOROPLASTIC (1 of 1)
Protein kinase superfamily protein Phvul.003G235900PTHR24054:SF33 - CASEIN KINASE II SUBUNIT ALPHA, CHLOROPLASTIC (1 of 1)
Protein kinase superfamily protein Phvul.003G235900PTHR24054:SF33 - CASEIN KINASE II SUBUNIT ALPHA, CHLOROPLASTIC (1 of 1)
Protein kinase superfamily protein Phvul.003G235900PTHR24054:SF33 - CASEIN KINASE II SUBUNIT ALPHA, CHLOROPLASTIC (1 of 1)
Protein kinase superfamily protein Phvul.003G235900PTHR24054:SF33 - CASEIN KINASE II SUBUNIT ALPHA, CHLOROPLASTIC (1 of 1)
disease resistance protein (TIR-NBS-LRR class), putative Phvul.004G046400PTHR11017//PTHR11017:SF162 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 17)
disease resistance protein (TIR-NBS-LRR class), putative Phvul.004G046400PTHR11017//PTHR11017:SF162 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 17)
disease resistance protein (TIR-NBS-LRR class), putative Phvul.004G046400PTHR11017//PTHR11017:SF162 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 17)
disease resistance protein (TIR-NBS-LRR class), putative Phvul.004G046400PTHR11017//PTHR11017:SF162 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 17)
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disease resistance protein (TIR-NBS-LRR class), putative Phvul.004G046400PTHR11017//PTHR11017:SF162 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 17)
disease resistance protein (TIR-NBS-LRR class), putative Phvul.004G046400PTHR11017//PTHR11017:SF162 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 17)
disease resistance protein (TIR-NBS-LRR class), putative Phvul.004G046400PTHR11017//PTHR11017:SF162 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 17)
disease resistance protein (TIR-NBS-LRR class), putative Phvul.004G046400PTHR11017//PTHR11017:SF162 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 17)
disease resistance protein (TIR-NBS-LRR class), putative Phvul.004G046400PTHR11017//PTHR11017:SF162 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 17)
disease resistance protein (TIR-NBS-LRR class), putative Phvul.004G046400PTHR11017//PTHR11017:SF162 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 17)
disease resistance protein (TIR-NBS-LRR class), putative Phvul.004G046400PTHR11017//PTHR11017:SF162 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 17)
UDP-Glycosyltransferase superfamily protein Phvul.005G0579002.4.1.142 - Chitobiosyldiphosphodolichol beta-mannosyltransferase / mannosyltransferase (1 of 1)
UDP-Glycosyltransferase superfamily protein Phvul.005G0579002.4.1.142 - Chitobiosyldiphosphodolichol beta-mannosyltransferase / mannosyltransferase (1 of 1)
UDP-Glycosyltransferase superfamily protein Phvul.005G0579002.4.1.142 - Chitobiosyldiphosphodolichol beta-mannosyltransferase / mannosyltransferase (1 of 1)
UDP-Glycosyltransferase superfamily protein Phvul.005G0579002.4.1.142 - Chitobiosyldiphosphodolichol beta-mannosyltransferase / mannosyltransferase (1 of 1)
UDP-Glycosyltransferase superfamily protein Phvul.005G0579002.4.1.142 - Chitobiosyldiphosphodolichol beta-mannosyltransferase / mannosyltransferase (1 of 1)
UDP-Glycosyltransferase superfamily protein Phvul.005G0579002.4.1.142 - Chitobiosyldiphosphodolichol beta-mannosyltransferase / mannosyltransferase (1 of 1)
UDP-Glycosyltransferase superfamily protein Phvul.005G0579002.4.1.142 - Chitobiosyldiphosphodolichol beta-mannosyltransferase / mannosyltransferase (1 of 1)
UDP-Glycosyltransferase superfamily protein Phvul.005G0579002.4.1.142 - Chitobiosyldiphosphodolichol beta-mannosyltransferase / mannosyltransferase (1 of 1)
UDP-Glycosyltransferase superfamily protein Phvul.005G0579002.4.1.142 - Chitobiosyldiphosphodolichol beta-mannosyltransferase / mannosyltransferase (1 of 1)
UDP-Glycosyltransferase superfamily protein Phvul.005G0579002.4.1.142 - Chitobiosyldiphosphodolichol beta-mannosyltransferase / mannosyltransferase (1 of 1)
RHO guanyl-nucleotide exchange factor 12 Phvul.005G168700PF03759 - PRONE (Plant-specific Rop nucleotide exchanger) (PRONE)  (1 of 13)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106300K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106300K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106300K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106300K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106300K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106300K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106300K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106300K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106300K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106300K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)

Page 1673 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
lipid transfer protein 3 Phvul.006G112211PF00234 - Protease inhibitor/seed storage/LTP family (Tryp_alpha_amyl)  (1 of 24)
ferric reduction oxidase 7 Phvul.006G1336001.16.1.7 - Ferric-chelate reductase (NADH) / NADH:Fe(3+)-EDTA reductase (1 of 6)
ferric reduction oxidase 7 Phvul.006G1336001.16.1.7 - Ferric-chelate reductase (NADH) / NADH:Fe(3+)-EDTA reductase (1 of 6)
ferric reduction oxidase 7 Phvul.006G1336001.16.1.7 - Ferric-chelate reductase (NADH) / NADH:Fe(3+)-EDTA reductase (1 of 6)
ferric reduction oxidase 7 Phvul.006G1336001.16.1.7 - Ferric-chelate reductase (NADH) / NADH:Fe(3+)-EDTA reductase (1 of 6)
ferric reduction oxidase 7 Phvul.006G1336001.16.1.7 - Ferric-chelate reductase (NADH) / NADH:Fe(3+)-EDTA reductase (1 of 6)
ferric reduction oxidase 7 Phvul.006G1336001.16.1.7 - Ferric-chelate reductase (NADH) / NADH:Fe(3+)-EDTA reductase (1 of 6)
ferric reduction oxidase 7 Phvul.006G1336001.16.1.7 - Ferric-chelate reductase (NADH) / NADH:Fe(3+)-EDTA reductase (1 of 6)
ferric reduction oxidase 7 Phvul.006G1336001.16.1.7 - Ferric-chelate reductase (NADH) / NADH:Fe(3+)-EDTA reductase (1 of 6)
ferric reduction oxidase 7 Phvul.006G1336001.16.1.7 - Ferric-chelate reductase (NADH) / NADH:Fe(3+)-EDTA reductase (1 of 6)
ferric reduction oxidase 7 Phvul.006G1336001.16.1.7 - Ferric-chelate reductase (NADH) / NADH:Fe(3+)-EDTA reductase (1 of 6)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Sec14p-like phosphatidylinositol transfer family protein Phvul.006G136700PTHR23324//PTHR23324:SF79 - SEC14 RELATED PROTEIN // SUBFAMILY NOT NAMED (1 of 4)
Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.006G139100PTHR31731:SF7 - BIFUNCTIONAL INHIBITOR/LIPID-TRANSFER PROTEIN/SEED STORAGE 2S ALBUMIN SUPERFAMILY PROTEIN (1 of 3)
Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.006G139100PTHR31731:SF7 - BIFUNCTIONAL INHIBITOR/LIPID-TRANSFER PROTEIN/SEED STORAGE 2S ALBUMIN SUPERFAMILY PROTEIN (1 of 3)
Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.006G139100PTHR31731:SF7 - BIFUNCTIONAL INHIBITOR/LIPID-TRANSFER PROTEIN/SEED STORAGE 2S ALBUMIN SUPERFAMILY PROTEIN (1 of 3)
Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.006G139100PTHR31731:SF7 - BIFUNCTIONAL INHIBITOR/LIPID-TRANSFER PROTEIN/SEED STORAGE 2S ALBUMIN SUPERFAMILY PROTEIN (1 of 3)
Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.006G139100PTHR31731:SF7 - BIFUNCTIONAL INHIBITOR/LIPID-TRANSFER PROTEIN/SEED STORAGE 2S ALBUMIN SUPERFAMILY PROTEIN (1 of 3)
Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.006G139100PTHR31731:SF7 - BIFUNCTIONAL INHIBITOR/LIPID-TRANSFER PROTEIN/SEED STORAGE 2S ALBUMIN SUPERFAMILY PROTEIN (1 of 3)
Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.006G139100PTHR31731:SF7 - BIFUNCTIONAL INHIBITOR/LIPID-TRANSFER PROTEIN/SEED STORAGE 2S ALBUMIN SUPERFAMILY PROTEIN (1 of 3)
Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.006G139100PTHR31731:SF7 - BIFUNCTIONAL INHIBITOR/LIPID-TRANSFER PROTEIN/SEED STORAGE 2S ALBUMIN SUPERFAMILY PROTEIN (1 of 3)
Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.006G139100PTHR31731:SF7 - BIFUNCTIONAL INHIBITOR/LIPID-TRANSFER PROTEIN/SEED STORAGE 2S ALBUMIN SUPERFAMILY PROTEIN (1 of 3)
Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.006G139100PTHR31731:SF7 - BIFUNCTIONAL INHIBITOR/LIPID-TRANSFER PROTEIN/SEED STORAGE 2S ALBUMIN SUPERFAMILY PROTEIN (1 of 3)
Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.006G139100PTHR31731:SF7 - BIFUNCTIONAL INHIBITOR/LIPID-TRANSFER PROTEIN/SEED STORAGE 2S ALBUMIN SUPERFAMILY PROTEIN (1 of 3)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
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Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)
FASCICLIN-like arabinogalactan-protein 11 Phvul.006G172200PTHR32077:SF7 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 11 (1 of 25)
FASCICLIN-like arabinogalactan-protein 11 Phvul.006G172200PTHR32077:SF7 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 11 (1 of 25)
FASCICLIN-like arabinogalactan-protein 11 Phvul.006G172200PTHR32077:SF7 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 11 (1 of 25)
FASCICLIN-like arabinogalactan-protein 11 Phvul.006G172200PTHR32077:SF7 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 11 (1 of 25)
FASCICLIN-like arabinogalactan-protein 11 Phvul.006G172200PTHR32077:SF7 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 11 (1 of 25)
FASCICLIN-like arabinogalactan-protein 11 Phvul.006G172200PTHR32077:SF7 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 11 (1 of 25)
FASCICLIN-like arabinogalactan-protein 11 Phvul.006G172200PTHR32077:SF7 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 11 (1 of 25)
FASCICLIN-like arabinogalactan-protein 11 Phvul.006G172200PTHR32077:SF7 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 11 (1 of 25)
FASCICLIN-like arabinogalactan-protein 11 Phvul.006G172200PTHR32077:SF7 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 11 (1 of 25)
FASCICLIN-like arabinogalactan-protein 11 Phvul.006G172200PTHR32077:SF7 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 11 (1 of 25)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)
Polynucleotidyl transferase, ribonuclease H-like superfamily proteinPhvul.007G199800KOG4793 - Three prime repair exonuclease (1 of 1)

0 Phvul.007G280600PF14577 - Sieve element occlusion C-terminus (SEO_C)  (1 of 14)
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
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0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0

Aldolase-type TIM barrel family protein Phvul.008G0490002.5.1.55 - 3-deoxy-8-phosphooctulonate synthase / Phospho-2-keto-3-deoxyoctonate aldolase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.008G0490002.5.1.55 - 3-deoxy-8-phosphooctulonate synthase / Phospho-2-keto-3-deoxyoctonate aldolase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.008G0490002.5.1.55 - 3-deoxy-8-phosphooctulonate synthase / Phospho-2-keto-3-deoxyoctonate aldolase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.008G0490002.5.1.55 - 3-deoxy-8-phosphooctulonate synthase / Phospho-2-keto-3-deoxyoctonate aldolase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.008G0490002.5.1.55 - 3-deoxy-8-phosphooctulonate synthase / Phospho-2-keto-3-deoxyoctonate aldolase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.008G0490002.5.1.55 - 3-deoxy-8-phosphooctulonate synthase / Phospho-2-keto-3-deoxyoctonate aldolase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.008G0490002.5.1.55 - 3-deoxy-8-phosphooctulonate synthase / Phospho-2-keto-3-deoxyoctonate aldolase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.008G0490002.5.1.55 - 3-deoxy-8-phosphooctulonate synthase / Phospho-2-keto-3-deoxyoctonate aldolase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.008G0490002.5.1.55 - 3-deoxy-8-phosphooctulonate synthase / Phospho-2-keto-3-deoxyoctonate aldolase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.008G0490002.5.1.55 - 3-deoxy-8-phosphooctulonate synthase / Phospho-2-keto-3-deoxyoctonate aldolase (1 of 1)
Aldolase-type TIM barrel family protein Phvul.008G0490002.5.1.55 - 3-deoxy-8-phosphooctulonate synthase / Phospho-2-keto-3-deoxyoctonate aldolase (1 of 1)

0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0

Leucine-rich repeat protein kinase family protein Phvul.008G093200PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)
Leucine-rich repeat protein kinase family protein Phvul.008G093200PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)
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Leucine-rich repeat protein kinase family protein Phvul.008G093200PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)
Leucine-rich repeat protein kinase family protein Phvul.008G093200PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)
Leucine-rich repeat protein kinase family protein Phvul.008G093200PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)
Leucine-rich repeat protein kinase family protein Phvul.008G093200PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)
Leucine-rich repeat protein kinase family protein Phvul.008G093200PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)
Leucine-rich repeat protein kinase family protein Phvul.008G093200PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)
Leucine-rich repeat protein kinase family protein Phvul.008G093200PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)
Leucine-rich repeat protein kinase family protein Phvul.008G093200PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)
Leucine-rich repeat protein kinase family protein Phvul.008G093200PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)
PQ-loop repeat family protein / transmembrane family proteinPhvul.008G145800K12386 - cystinosin (CTNS)  (1 of 5)
PQ-loop repeat family protein / transmembrane family proteinPhvul.008G145800K12386 - cystinosin (CTNS)  (1 of 5)
PQ-loop repeat family protein / transmembrane family proteinPhvul.008G145800K12386 - cystinosin (CTNS)  (1 of 5)
PQ-loop repeat family protein / transmembrane family proteinPhvul.008G145800K12386 - cystinosin (CTNS)  (1 of 5)
PQ-loop repeat family protein / transmembrane family proteinPhvul.008G145800K12386 - cystinosin (CTNS)  (1 of 5)
PQ-loop repeat family protein / transmembrane family proteinPhvul.008G145800K12386 - cystinosin (CTNS)  (1 of 5)
PQ-loop repeat family protein / transmembrane family proteinPhvul.008G145800K12386 - cystinosin (CTNS)  (1 of 5)
PQ-loop repeat family protein / transmembrane family proteinPhvul.008G145800K12386 - cystinosin (CTNS)  (1 of 5)
PQ-loop repeat family protein / transmembrane family proteinPhvul.008G145800K12386 - cystinosin (CTNS)  (1 of 5)
PQ-loop repeat family protein / transmembrane family proteinPhvul.008G145800K12386 - cystinosin (CTNS)  (1 of 5)
PQ-loop repeat family protein / transmembrane family proteinPhvul.008G145800K12386 - cystinosin (CTNS)  (1 of 5)
PQ-loop repeat family protein / transmembrane family proteinPhvul.008G145800K12386 - cystinosin (CTNS)  (1 of 5)
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.008G260200PTHR10209:SF206 - GIBBERELLIN OXIDASE-LIKE PROTEIN-RELATED (1 of 2)
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.008G260200PTHR10209:SF206 - GIBBERELLIN OXIDASE-LIKE PROTEIN-RELATED (1 of 2)
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.008G260200PTHR10209:SF206 - GIBBERELLIN OXIDASE-LIKE PROTEIN-RELATED (1 of 2)
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.008G260200PTHR10209:SF206 - GIBBERELLIN OXIDASE-LIKE PROTEIN-RELATED (1 of 2)
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.008G260200PTHR10209:SF206 - GIBBERELLIN OXIDASE-LIKE PROTEIN-RELATED (1 of 2)
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.008G260200PTHR10209:SF206 - GIBBERELLIN OXIDASE-LIKE PROTEIN-RELATED (1 of 2)
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.008G260200PTHR10209:SF206 - GIBBERELLIN OXIDASE-LIKE PROTEIN-RELATED (1 of 2)
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.008G260200PTHR10209:SF206 - GIBBERELLIN OXIDASE-LIKE PROTEIN-RELATED (1 of 2)
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.008G260200PTHR10209:SF206 - GIBBERELLIN OXIDASE-LIKE PROTEIN-RELATED (1 of 2)
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.008G260200PTHR10209:SF206 - GIBBERELLIN OXIDASE-LIKE PROTEIN-RELATED (1 of 2)
phosphorylcholine cytidylyltransferase Phvul.008G2906002.7.7.15 - Choline-phosphate cytidylyltransferase / Phosphorylcholine transferase (1 of 3)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
alpha/beta-Hydrolases superfamily protein Phvul.009G014600PTHR10992//PTHR10992:SF866 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.009G149200PTHR12565:SF125 - TRANSCRIPTION FACTOR HEC3-RELATED (1 of 1)
Transmembrane amino acid transporter family protein Phvul.009G198000PTHR22950:SF237 - AMINO ACID TRANSPORTER-RELATED (1 of 2)
Transmembrane amino acid transporter family protein Phvul.009G198000PTHR22950:SF237 - AMINO ACID TRANSPORTER-RELATED (1 of 2)
Transmembrane amino acid transporter family protein Phvul.009G198000PTHR22950:SF237 - AMINO ACID TRANSPORTER-RELATED (1 of 2)
Transmembrane amino acid transporter family protein Phvul.009G198000PTHR22950:SF237 - AMINO ACID TRANSPORTER-RELATED (1 of 2)
Transmembrane amino acid transporter family protein Phvul.009G198000PTHR22950:SF237 - AMINO ACID TRANSPORTER-RELATED (1 of 2)
Transmembrane amino acid transporter family protein Phvul.009G198000PTHR22950:SF237 - AMINO ACID TRANSPORTER-RELATED (1 of 2)
Transmembrane amino acid transporter family protein Phvul.009G198000PTHR22950:SF237 - AMINO ACID TRANSPORTER-RELATED (1 of 2)
Transmembrane amino acid transporter family protein Phvul.009G198000PTHR22950:SF237 - AMINO ACID TRANSPORTER-RELATED (1 of 2)
Transmembrane amino acid transporter family protein Phvul.009G198000PTHR22950:SF237 - AMINO ACID TRANSPORTER-RELATED (1 of 2)
Transmembrane amino acid transporter family protein Phvul.009G198000PTHR22950:SF237 - AMINO ACID TRANSPORTER-RELATED (1 of 2)
GDSL-motif lipase 5 Phvul.010G124800PTHR22835:SF262 - GDSL ESTERASE/LIPASE 5-RELATED (1 of 3)
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3-beta hydroxysteroid dehydrogenase/isomerase family proteinPhvul.011G053200PTHR10366:SF386 - 3BETA-HYDROXYSTEROID-DEHYDROGENASE/DECARBOXYLASE ISOFORM 3 (1 of 1)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.L002332PTHR22835//PTHR22835:SF171 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
ARM repeat superfamily protein Phvul.001G013800PTHR22849:SF40 - U-BOX DOMAIN-CONTAINING PROTEIN 5 (1 of 3)
Patatin-like phospholipase family protein Phvul.001G126800K14674 - TAG lipase / steryl ester hydrolase / phospholipase A2 / LPA acyltransferase (TGL4)  (1 of 2)
Patatin-like phospholipase family protein Phvul.001G126800K14674 - TAG lipase / steryl ester hydrolase / phospholipase A2 / LPA acyltransferase (TGL4)  (1 of 2)
Patatin-like phospholipase family protein Phvul.001G126800K14674 - TAG lipase / steryl ester hydrolase / phospholipase A2 / LPA acyltransferase (TGL4)  (1 of 2)
Patatin-like phospholipase family protein Phvul.001G126800K14674 - TAG lipase / steryl ester hydrolase / phospholipase A2 / LPA acyltransferase (TGL4)  (1 of 2)
Patatin-like phospholipase family protein Phvul.001G126800K14674 - TAG lipase / steryl ester hydrolase / phospholipase A2 / LPA acyltransferase (TGL4)  (1 of 2)
Patatin-like phospholipase family protein Phvul.001G126800K14674 - TAG lipase / steryl ester hydrolase / phospholipase A2 / LPA acyltransferase (TGL4)  (1 of 2)
Patatin-like phospholipase family protein Phvul.001G126800K14674 - TAG lipase / steryl ester hydrolase / phospholipase A2 / LPA acyltransferase (TGL4)  (1 of 2)
Patatin-like phospholipase family protein Phvul.001G126800K14674 - TAG lipase / steryl ester hydrolase / phospholipase A2 / LPA acyltransferase (TGL4)  (1 of 2)
Patatin-like phospholipase family protein Phvul.001G126800K14674 - TAG lipase / steryl ester hydrolase / phospholipase A2 / LPA acyltransferase (TGL4)  (1 of 2)
Patatin-like phospholipase family protein Phvul.001G126800K14674 - TAG lipase / steryl ester hydrolase / phospholipase A2 / LPA acyltransferase (TGL4)  (1 of 2)
villin 2 Phvul.001G131700PTHR11977:SF46 - VILLIN-2-RELATED (1 of 2)
villin 2 Phvul.001G131700PTHR11977:SF46 - VILLIN-2-RELATED (1 of 2)
villin 2 Phvul.001G131700PTHR11977:SF46 - VILLIN-2-RELATED (1 of 2)
RING/U-box superfamily protein Phvul.001G216400PTHR22938 - ZINC FINGER PROTEIN 598 (1 of 1)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134400PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134400PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134400PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134400PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134400PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134400PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134400PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134400PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134400PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134400PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134400PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G134700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G135500PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G135500PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G135500PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G135500PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G135500PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
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Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G135500PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G135500PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G135500PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G135500PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G135500PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G135500PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3 Phvul.002G135500PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)
SEC14-like 12 Phvul.002G166200PTHR23324:SF55 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH10-RELATED (1 of 3)
SEC14-like 12 Phvul.002G166200PTHR23324:SF55 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH10-RELATED (1 of 3)
SEC14-like 12 Phvul.002G166200PTHR23324:SF55 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH10-RELATED (1 of 3)

0 Phvul.002G285400K13146 - integrator complex subunit 9 (INTS9)  (1 of 1)
0 Phvul.002G285400K13146 - integrator complex subunit 9 (INTS9)  (1 of 1)
0 Phvul.002G285400K13146 - integrator complex subunit 9 (INTS9)  (1 of 1)
0 Phvul.002G285400K13146 - integrator complex subunit 9 (INTS9)  (1 of 1)
0 Phvul.002G285400K13146 - integrator complex subunit 9 (INTS9)  (1 of 1)
0 Phvul.002G285400K13146 - integrator complex subunit 9 (INTS9)  (1 of 1)
0 Phvul.002G285400K13146 - integrator complex subunit 9 (INTS9)  (1 of 1)
0 Phvul.002G285400K13146 - integrator complex subunit 9 (INTS9)  (1 of 1)
0 Phvul.002G285400K13146 - integrator complex subunit 9 (INTS9)  (1 of 1)
0 Phvul.002G285400K13146 - integrator complex subunit 9 (INTS9)  (1 of 1)
0 Phvul.002G285400K13146 - integrator complex subunit 9 (INTS9)  (1 of 1)

trehalose phosphate synthase Phvul.003G0530002.4.1.15//3.1.3.12 - Alpha,alpha-trehalose-phosphate synthase (UDP-forming) / UDP-glucose--glucose-phosphate glucosyltransferase // Trehalose-phosphatase / Trehalose 6-phosphate phosphatase (1 of 9)
C2 calcium/lipid-binding plant phosphoribosyltransferase family proteinPhvul.003G192500PTHR10024:SF201 - C2 CALCIUM/LIPID-BINDING PLANT PHOSPHORIBOSYLTRANSFERASE-LIKE PROTEIN (1 of 1)
C2 calcium/lipid-binding plant phosphoribosyltransferase family proteinPhvul.003G192500PTHR10024:SF201 - C2 CALCIUM/LIPID-BINDING PLANT PHOSPHORIBOSYLTRANSFERASE-LIKE PROTEIN (1 of 1)
C2 calcium/lipid-binding plant phosphoribosyltransferase family proteinPhvul.003G192500PTHR10024:SF201 - C2 CALCIUM/LIPID-BINDING PLANT PHOSPHORIBOSYLTRANSFERASE-LIKE PROTEIN (1 of 1)
C2 calcium/lipid-binding plant phosphoribosyltransferase family proteinPhvul.003G192500PTHR10024:SF201 - C2 CALCIUM/LIPID-BINDING PLANT PHOSPHORIBOSYLTRANSFERASE-LIKE PROTEIN (1 of 1)
C2 calcium/lipid-binding plant phosphoribosyltransferase family proteinPhvul.003G192500PTHR10024:SF201 - C2 CALCIUM/LIPID-BINDING PLANT PHOSPHORIBOSYLTRANSFERASE-LIKE PROTEIN (1 of 1)
C2 calcium/lipid-binding plant phosphoribosyltransferase family proteinPhvul.003G192500PTHR10024:SF201 - C2 CALCIUM/LIPID-BINDING PLANT PHOSPHORIBOSYLTRANSFERASE-LIKE PROTEIN (1 of 1)
C2 calcium/lipid-binding plant phosphoribosyltransferase family proteinPhvul.003G192500PTHR10024:SF201 - C2 CALCIUM/LIPID-BINDING PLANT PHOSPHORIBOSYLTRANSFERASE-LIKE PROTEIN (1 of 1)
C2 calcium/lipid-binding plant phosphoribosyltransferase family proteinPhvul.003G192500PTHR10024:SF201 - C2 CALCIUM/LIPID-BINDING PLANT PHOSPHORIBOSYLTRANSFERASE-LIKE PROTEIN (1 of 1)
C2 calcium/lipid-binding plant phosphoribosyltransferase family proteinPhvul.003G192500PTHR10024:SF201 - C2 CALCIUM/LIPID-BINDING PLANT PHOSPHORIBOSYLTRANSFERASE-LIKE PROTEIN (1 of 1)
C2 calcium/lipid-binding plant phosphoribosyltransferase family proteinPhvul.003G192500PTHR10024:SF201 - C2 CALCIUM/LIPID-BINDING PLANT PHOSPHORIBOSYLTRANSFERASE-LIKE PROTEIN (1 of 1)
Acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc finger proteinPhvul.003G223934PTHR24098:SF9 - ACYL-COA N-ACYLTRANSFERASE DOMAIN-CONTAINING PROTEIN-RELATED (1 of 3)
Acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc finger proteinPhvul.003G223934PTHR24098:SF9 - ACYL-COA N-ACYLTRANSFERASE DOMAIN-CONTAINING PROTEIN-RELATED (1 of 3)
Acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc finger proteinPhvul.003G223934PTHR24098:SF9 - ACYL-COA N-ACYLTRANSFERASE DOMAIN-CONTAINING PROTEIN-RELATED (1 of 3)
Acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc finger proteinPhvul.003G223934PTHR24098:SF9 - ACYL-COA N-ACYLTRANSFERASE DOMAIN-CONTAINING PROTEIN-RELATED (1 of 3)
Acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc finger proteinPhvul.003G223934PTHR24098:SF9 - ACYL-COA N-ACYLTRANSFERASE DOMAIN-CONTAINING PROTEIN-RELATED (1 of 3)
Acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc finger proteinPhvul.003G223934PTHR24098:SF9 - ACYL-COA N-ACYLTRANSFERASE DOMAIN-CONTAINING PROTEIN-RELATED (1 of 3)
Acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc finger proteinPhvul.003G223934PTHR24098:SF9 - ACYL-COA N-ACYLTRANSFERASE DOMAIN-CONTAINING PROTEIN-RELATED (1 of 3)
Acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc finger proteinPhvul.003G223934PTHR24098:SF9 - ACYL-COA N-ACYLTRANSFERASE DOMAIN-CONTAINING PROTEIN-RELATED (1 of 3)
Acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc finger proteinPhvul.003G223934PTHR24098:SF9 - ACYL-COA N-ACYLTRANSFERASE DOMAIN-CONTAINING PROTEIN-RELATED (1 of 3)
Acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc finger proteinPhvul.003G223934PTHR24098:SF9 - ACYL-COA N-ACYLTRANSFERASE DOMAIN-CONTAINING PROTEIN-RELATED (1 of 3)
Acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc finger proteinPhvul.003G223934PTHR24098:SF9 - ACYL-COA N-ACYLTRANSFERASE DOMAIN-CONTAINING PROTEIN-RELATED (1 of 3)
Acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc finger proteinPhvul.003G223934PTHR24098:SF9 - ACYL-COA N-ACYLTRANSFERASE DOMAIN-CONTAINING PROTEIN-RELATED (1 of 3)
Arp2/3 complex, 34 kD subunit p34-Arc Phvul.003G274500K05758 - actin related protein 2/3 complex, subunit 2 (ARPC2)  (1 of 2)
Arp2/3 complex, 34 kD subunit p34-Arc Phvul.003G274500K05758 - actin related protein 2/3 complex, subunit 2 (ARPC2)  (1 of 2)
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Arp2/3 complex, 34 kD subunit p34-Arc Phvul.003G274500K05758 - actin related protein 2/3 complex, subunit 2 (ARPC2)  (1 of 2)
Arp2/3 complex, 34 kD subunit p34-Arc Phvul.003G274500K05758 - actin related protein 2/3 complex, subunit 2 (ARPC2)  (1 of 2)
Arp2/3 complex, 34 kD subunit p34-Arc Phvul.003G274500K05758 - actin related protein 2/3 complex, subunit 2 (ARPC2)  (1 of 2)
Arp2/3 complex, 34 kD subunit p34-Arc Phvul.003G274500K05758 - actin related protein 2/3 complex, subunit 2 (ARPC2)  (1 of 2)
Arp2/3 complex, 34 kD subunit p34-Arc Phvul.003G274500K05758 - actin related protein 2/3 complex, subunit 2 (ARPC2)  (1 of 2)
Arp2/3 complex, 34 kD subunit p34-Arc Phvul.003G274500K05758 - actin related protein 2/3 complex, subunit 2 (ARPC2)  (1 of 2)
Arp2/3 complex, 34 kD subunit p34-Arc Phvul.003G274500K05758 - actin related protein 2/3 complex, subunit 2 (ARPC2)  (1 of 2)
Arp2/3 complex, 34 kD subunit p34-Arc Phvul.003G274500K05758 - actin related protein 2/3 complex, subunit 2 (ARPC2)  (1 of 2)
Arp2/3 complex, 34 kD subunit p34-Arc Phvul.003G274500K05758 - actin related protein 2/3 complex, subunit 2 (ARPC2)  (1 of 2)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
F-box/RNI-like superfamily protein Phvul.004G118500PF00646 - F-box domain (F-box)  (1 of 135)
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.004G176200PTHR12726 - CERAMIDE GLUCOSYLTRANSFERASE (1 of 2)
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.004G176200PTHR12726 - CERAMIDE GLUCOSYLTRANSFERASE (1 of 2)
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.004G176200PTHR12726 - CERAMIDE GLUCOSYLTRANSFERASE (1 of 2)
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.004G176200PTHR12726 - CERAMIDE GLUCOSYLTRANSFERASE (1 of 2)
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.004G176200PTHR12726 - CERAMIDE GLUCOSYLTRANSFERASE (1 of 2)
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.004G176200PTHR12726 - CERAMIDE GLUCOSYLTRANSFERASE (1 of 2)
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.004G176200PTHR12726 - CERAMIDE GLUCOSYLTRANSFERASE (1 of 2)
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.004G176200PTHR12726 - CERAMIDE GLUCOSYLTRANSFERASE (1 of 2)
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.004G176200PTHR12726 - CERAMIDE GLUCOSYLTRANSFERASE (1 of 2)
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.004G176200PTHR12726 - CERAMIDE GLUCOSYLTRANSFERASE (1 of 2)
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.004G176200PTHR12726 - CERAMIDE GLUCOSYLTRANSFERASE (1 of 2)
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.004G176200PTHR12726 - CERAMIDE GLUCOSYLTRANSFERASE (1 of 2)
UDP-Glycosyltransferase superfamily protein Phvul.005G0579002.4.1.142 - Chitobiosyldiphosphodolichol beta-mannosyltransferase / mannosyltransferase (1 of 1)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
RING/U-box superfamily protein Phvul.005G068800K19041 - E3 ubiquitin-protein ligase RNF38/44 [EC:6.3.2.19] (RNF38_44)  (1 of 9)
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Ribosomal protein L19 family protein Phvul.006G055700PTHR15680:SF9 - 39S RIBOSOMAL PROTEIN L19, MITOCHONDRIAL (1 of 1)
Ribosomal protein L19 family protein Phvul.006G055700PTHR15680:SF9 - 39S RIBOSOMAL PROTEIN L19, MITOCHONDRIAL (1 of 1)
Ribosomal protein L19 family protein Phvul.006G055700PTHR15680:SF9 - 39S RIBOSOMAL PROTEIN L19, MITOCHONDRIAL (1 of 1)
Ribosomal protein L19 family protein Phvul.006G055700PTHR15680:SF9 - 39S RIBOSOMAL PROTEIN L19, MITOCHONDRIAL (1 of 1)
Ribosomal protein L19 family protein Phvul.006G055700PTHR15680:SF9 - 39S RIBOSOMAL PROTEIN L19, MITOCHONDRIAL (1 of 1)
Ribosomal protein L19 family protein Phvul.006G055700PTHR15680:SF9 - 39S RIBOSOMAL PROTEIN L19, MITOCHONDRIAL (1 of 1)
Ribosomal protein L19 family protein Phvul.006G055700PTHR15680:SF9 - 39S RIBOSOMAL PROTEIN L19, MITOCHONDRIAL (1 of 1)
Ribosomal protein L19 family protein Phvul.006G055700PTHR15680:SF9 - 39S RIBOSOMAL PROTEIN L19, MITOCHONDRIAL (1 of 1)
Ribosomal protein L19 family protein Phvul.006G055700PTHR15680:SF9 - 39S RIBOSOMAL PROTEIN L19, MITOCHONDRIAL (1 of 1)
Ribosomal protein L19 family protein Phvul.006G055700PTHR15680:SF9 - 39S RIBOSOMAL PROTEIN L19, MITOCHONDRIAL (1 of 1)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106300K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
Signal transduction histidine kinase, hybrid-type, ethylene sensorPhvul.006G106400K14509 - ethylene receptor (ETR, ERS)  (1 of 6)
lipid transfer protein 3 Phvul.006G112211PF00234 - Protease inhibitor/seed storage/LTP family (Tryp_alpha_amyl)  (1 of 24)
lipid transfer protein 3 Phvul.006G112211PF00234 - Protease inhibitor/seed storage/LTP family (Tryp_alpha_amyl)  (1 of 24)
lipid transfer protein 3 Phvul.006G112211PF00234 - Protease inhibitor/seed storage/LTP family (Tryp_alpha_amyl)  (1 of 24)
lipid transfer protein 3 Phvul.006G112211PF00234 - Protease inhibitor/seed storage/LTP family (Tryp_alpha_amyl)  (1 of 24)
lipid transfer protein 3 Phvul.006G112211PF00234 - Protease inhibitor/seed storage/LTP family (Tryp_alpha_amyl)  (1 of 24)
lipid transfer protein 3 Phvul.006G112211PF00234 - Protease inhibitor/seed storage/LTP family (Tryp_alpha_amyl)  (1 of 24)
lipid transfer protein 3 Phvul.006G112211PF00234 - Protease inhibitor/seed storage/LTP family (Tryp_alpha_amyl)  (1 of 24)
lipid transfer protein 3 Phvul.006G112211PF00234 - Protease inhibitor/seed storage/LTP family (Tryp_alpha_amyl)  (1 of 24)
lipid transfer protein 3 Phvul.006G112211PF00234 - Protease inhibitor/seed storage/LTP family (Tryp_alpha_amyl)  (1 of 24)
lipid transfer protein 3 Phvul.006G112211PF00234 - Protease inhibitor/seed storage/LTP family (Tryp_alpha_amyl)  (1 of 24)
lipid transfer protein 3 Phvul.006G112211PF00234 - Protease inhibitor/seed storage/LTP family (Tryp_alpha_amyl)  (1 of 24)

0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0
0 0 0

Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily proteinPhvul.006G139100PTHR31731:SF7 - BIFUNCTIONAL INHIBITOR/LIPID-TRANSFER PROTEIN/SEED STORAGE 2S ALBUMIN SUPERFAMILY PROTEIN (1 of 3)
syntaxin of plants 43 Phvul.007G199700K08489 - syntaxin 16 (STX16)  (1 of 2)
syntaxin of plants 43 Phvul.007G199700K08489 - syntaxin 16 (STX16)  (1 of 2)
syntaxin of plants 43 Phvul.007G199700K08489 - syntaxin 16 (STX16)  (1 of 2)
syntaxin of plants 43 Phvul.007G199700K08489 - syntaxin 16 (STX16)  (1 of 2)
syntaxin of plants 43 Phvul.007G199700K08489 - syntaxin 16 (STX16)  (1 of 2)
syntaxin of plants 43 Phvul.007G199700K08489 - syntaxin 16 (STX16)  (1 of 2)
syntaxin of plants 43 Phvul.007G199700K08489 - syntaxin 16 (STX16)  (1 of 2)
syntaxin of plants 43 Phvul.007G199700K08489 - syntaxin 16 (STX16)  (1 of 2)
syntaxin of plants 43 Phvul.007G199700K08489 - syntaxin 16 (STX16)  (1 of 2)
syntaxin of plants 43 Phvul.007G199700K08489 - syntaxin 16 (STX16)  (1 of 2)
homogentisate phytyltransferase 1 Phvul.007G2279002.5.1.36 - Trihydroxypterocarpan dimethylallyltransferase / Glyceollin synthase (1 of 10)
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homogentisate phytyltransferase 1 Phvul.007G2279002.5.1.36 - Trihydroxypterocarpan dimethylallyltransferase / Glyceollin synthase (1 of 10)
homogentisate phytyltransferase 1 Phvul.007G2279002.5.1.36 - Trihydroxypterocarpan dimethylallyltransferase / Glyceollin synthase (1 of 10)
homogentisate phytyltransferase 1 Phvul.007G2279002.5.1.36 - Trihydroxypterocarpan dimethylallyltransferase / Glyceollin synthase (1 of 10)
homogentisate phytyltransferase 1 Phvul.007G2279002.5.1.36 - Trihydroxypterocarpan dimethylallyltransferase / Glyceollin synthase (1 of 10)
homogentisate phytyltransferase 1 Phvul.007G2279002.5.1.36 - Trihydroxypterocarpan dimethylallyltransferase / Glyceollin synthase (1 of 10)
homogentisate phytyltransferase 1 Phvul.007G2279002.5.1.36 - Trihydroxypterocarpan dimethylallyltransferase / Glyceollin synthase (1 of 10)
homogentisate phytyltransferase 1 Phvul.007G2279002.5.1.36 - Trihydroxypterocarpan dimethylallyltransferase / Glyceollin synthase (1 of 10)
homogentisate phytyltransferase 1 Phvul.007G2279002.5.1.36 - Trihydroxypterocarpan dimethylallyltransferase / Glyceollin synthase (1 of 10)
homogentisate phytyltransferase 1 Phvul.007G2279002.5.1.36 - Trihydroxypterocarpan dimethylallyltransferase / Glyceollin synthase (1 of 10)
magnesium-chelatase subunit chlH, chloroplast, putative / Mg-protoporphyrin IX chelatase, putative (CHLH)Phvul.007G252700K03403 - magnesium chelatase subunit H (chlH, bchH)  (1 of 2)
no exine formation 1 Phvul.008G003900PTHR35313:SF1 - NO EXINE FORMATION 1 (1 of 1)
no exine formation 1 Phvul.008G003900PTHR35313:SF1 - NO EXINE FORMATION 1 (1 of 1)
Protein of unknown function (DUF1666) Phvul.008G041600PTHR10759//PTHR10759:SF1 - 60S RIBOSOMAL PROTEIN L34 // SUBFAMILY NOT NAMED (1 of 2)
Protein of unknown function (DUF1666) Phvul.008G041600PTHR10759//PTHR10759:SF1 - 60S RIBOSOMAL PROTEIN L34 // SUBFAMILY NOT NAMED (1 of 2)
Protein of unknown function (DUF1666) Phvul.008G041600PTHR10759//PTHR10759:SF1 - 60S RIBOSOMAL PROTEIN L34 // SUBFAMILY NOT NAMED (1 of 2)
Protein of unknown function (DUF1666) Phvul.008G041600PTHR10759//PTHR10759:SF1 - 60S RIBOSOMAL PROTEIN L34 // SUBFAMILY NOT NAMED (1 of 2)
Protein of unknown function (DUF1666) Phvul.008G041600PTHR10759//PTHR10759:SF1 - 60S RIBOSOMAL PROTEIN L34 // SUBFAMILY NOT NAMED (1 of 2)
Protein of unknown function (DUF1666) Phvul.008G041600PTHR10759//PTHR10759:SF1 - 60S RIBOSOMAL PROTEIN L34 // SUBFAMILY NOT NAMED (1 of 2)
Protein of unknown function (DUF1666) Phvul.008G041600PTHR10759//PTHR10759:SF1 - 60S RIBOSOMAL PROTEIN L34 // SUBFAMILY NOT NAMED (1 of 2)
Protein of unknown function (DUF1666) Phvul.008G041600PTHR10759//PTHR10759:SF1 - 60S RIBOSOMAL PROTEIN L34 // SUBFAMILY NOT NAMED (1 of 2)
Protein of unknown function (DUF1666) Phvul.008G041600PTHR10759//PTHR10759:SF1 - 60S RIBOSOMAL PROTEIN L34 // SUBFAMILY NOT NAMED (1 of 2)
Protein of unknown function (DUF1666) Phvul.008G041600PTHR10759//PTHR10759:SF1 - 60S RIBOSOMAL PROTEIN L34 // SUBFAMILY NOT NAMED (1 of 2)
Protein of unknown function (DUF1666) Phvul.008G041600PTHR10759//PTHR10759:SF1 - 60S RIBOSOMAL PROTEIN L34 // SUBFAMILY NOT NAMED (1 of 2)

0 0 0
Leucine-rich repeat protein kinase family protein Phvul.008G093200PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)
Class-II DAHP synthetase family protein Phvul.008G1762002.5.1.54 - 3-deoxy-7-phosphoheptulonate synthase / Phospho-2-oxo-3-deoxyheptonate aldolase (1 of 3)
Class-II DAHP synthetase family protein Phvul.008G1762002.5.1.54 - 3-deoxy-7-phosphoheptulonate synthase / Phospho-2-oxo-3-deoxyheptonate aldolase (1 of 3)
Class-II DAHP synthetase family protein Phvul.008G1762002.5.1.54 - 3-deoxy-7-phosphoheptulonate synthase / Phospho-2-oxo-3-deoxyheptonate aldolase (1 of 3)
Class-II DAHP synthetase family protein Phvul.008G1762002.5.1.54 - 3-deoxy-7-phosphoheptulonate synthase / Phospho-2-oxo-3-deoxyheptonate aldolase (1 of 3)
Class-II DAHP synthetase family protein Phvul.008G1762002.5.1.54 - 3-deoxy-7-phosphoheptulonate synthase / Phospho-2-oxo-3-deoxyheptonate aldolase (1 of 3)
Class-II DAHP synthetase family protein Phvul.008G1762002.5.1.54 - 3-deoxy-7-phosphoheptulonate synthase / Phospho-2-oxo-3-deoxyheptonate aldolase (1 of 3)
Class-II DAHP synthetase family protein Phvul.008G1762002.5.1.54 - 3-deoxy-7-phosphoheptulonate synthase / Phospho-2-oxo-3-deoxyheptonate aldolase (1 of 3)
Class-II DAHP synthetase family protein Phvul.008G1762002.5.1.54 - 3-deoxy-7-phosphoheptulonate synthase / Phospho-2-oxo-3-deoxyheptonate aldolase (1 of 3)
Class-II DAHP synthetase family protein Phvul.008G1762002.5.1.54 - 3-deoxy-7-phosphoheptulonate synthase / Phospho-2-oxo-3-deoxyheptonate aldolase (1 of 3)
Class-II DAHP synthetase family protein Phvul.008G1762002.5.1.54 - 3-deoxy-7-phosphoheptulonate synthase / Phospho-2-oxo-3-deoxyheptonate aldolase (1 of 3)
Pentatricopeptide repeat (PPR) superfamily protein Phvul.008G199500PTHR13343:SF18 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN-LIKE PROTEIN (1 of 1)
Pentatricopeptide repeat (PPR) superfamily protein Phvul.008G199500PTHR13343:SF18 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN-LIKE PROTEIN (1 of 1)
Lateral organ boundaries (LOB) domain family protein Phvul.008G257400PTHR31301:SF4 - LOB DOMAIN-CONTAINING PROTEIN 12 (1 of 4)
epsin N-terminal homology (ENTH) domain-containing protein / clathrin assembly protein-relatedPhvul.009G092600PTHR22951//PTHR22951:SF13 - CLATHRIN ASSEMBLY PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
epsin N-terminal homology (ENTH) domain-containing protein / clathrin assembly protein-relatedPhvul.009G092600PTHR22951//PTHR22951:SF13 - CLATHRIN ASSEMBLY PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
epsin N-terminal homology (ENTH) domain-containing protein / clathrin assembly protein-relatedPhvul.009G092600PTHR22951//PTHR22951:SF13 - CLATHRIN ASSEMBLY PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
epsin N-terminal homology (ENTH) domain-containing protein / clathrin assembly protein-relatedPhvul.009G092600PTHR22951//PTHR22951:SF13 - CLATHRIN ASSEMBLY PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
epsin N-terminal homology (ENTH) domain-containing protein / clathrin assembly protein-relatedPhvul.009G092600PTHR22951//PTHR22951:SF13 - CLATHRIN ASSEMBLY PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
epsin N-terminal homology (ENTH) domain-containing protein / clathrin assembly protein-relatedPhvul.009G092600PTHR22951//PTHR22951:SF13 - CLATHRIN ASSEMBLY PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
epsin N-terminal homology (ENTH) domain-containing protein / clathrin assembly protein-relatedPhvul.009G092600PTHR22951//PTHR22951:SF13 - CLATHRIN ASSEMBLY PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
epsin N-terminal homology (ENTH) domain-containing protein / clathrin assembly protein-relatedPhvul.009G092600PTHR22951//PTHR22951:SF13 - CLATHRIN ASSEMBLY PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
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epsin N-terminal homology (ENTH) domain-containing protein / clathrin assembly protein-relatedPhvul.009G092600PTHR22951//PTHR22951:SF13 - CLATHRIN ASSEMBLY PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
epsin N-terminal homology (ENTH) domain-containing protein / clathrin assembly protein-relatedPhvul.009G092600PTHR22951//PTHR22951:SF13 - CLATHRIN ASSEMBLY PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
epsin N-terminal homology (ENTH) domain-containing protein / clathrin assembly protein-relatedPhvul.009G092600PTHR22951//PTHR22951:SF13 - CLATHRIN ASSEMBLY PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
Vacuolar sorting protein 39 Phvul.010G053600PTHR12894:SF17 - TRANSFORMING GROWTH FACTOR-BETA RECEPTOR-ASSOCIATED PROTEIN 1 (1 of 1)
Basic-leucine zipper (bZIP) transcription factor family proteinPhvul.011G035700PTHR23334 - CCAAT/ENHANCER BINDING PROTEIN (1 of 2)
Basic-leucine zipper (bZIP) transcription factor family proteinPhvul.011G035700PTHR23334 - CCAAT/ENHANCER BINDING PROTEIN (1 of 2)
Basic-leucine zipper (bZIP) transcription factor family proteinPhvul.011G035700PTHR23334 - CCAAT/ENHANCER BINDING PROTEIN (1 of 2)
Basic-leucine zipper (bZIP) transcription factor family proteinPhvul.011G035700PTHR23334 - CCAAT/ENHANCER BINDING PROTEIN (1 of 2)
Basic-leucine zipper (bZIP) transcription factor family proteinPhvul.011G035700PTHR23334 - CCAAT/ENHANCER BINDING PROTEIN (1 of 2)
Basic-leucine zipper (bZIP) transcription factor family proteinPhvul.011G035700PTHR23334 - CCAAT/ENHANCER BINDING PROTEIN (1 of 2)
Basic-leucine zipper (bZIP) transcription factor family proteinPhvul.011G035700PTHR23334 - CCAAT/ENHANCER BINDING PROTEIN (1 of 2)
Basic-leucine zipper (bZIP) transcription factor family proteinPhvul.011G035700PTHR23334 - CCAAT/ENHANCER BINDING PROTEIN (1 of 2)
Basic-leucine zipper (bZIP) transcription factor family proteinPhvul.011G035700PTHR23334 - CCAAT/ENHANCER BINDING PROTEIN (1 of 2)
Basic-leucine zipper (bZIP) transcription factor family proteinPhvul.011G035700PTHR23334 - CCAAT/ENHANCER BINDING PROTEIN (1 of 2)

0 0 0
S-locus lectin protein kinase family protein Phvul.011G147000PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
S-locus lectin protein kinase family protein Phvul.011G152100PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)
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IDENTIFIER NAME DESCRIPTION
Phvul.001G174400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
Phvul.001G174400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
Phvul.001G174400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
Phvul.001G174400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
Phvul.001G174400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
Phvul.001G174400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
Phvul.001G174400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
Phvul.001G174400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
Phvul.001G174400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
Phvul.001G174400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
Phvul.001G174400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
Phvul.002G016900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
Phvul.002G016900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
Phvul.002G016900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
Phvul.002G016900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
Phvul.002G016900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
Phvul.002G016900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
Phvul.002G016900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
Phvul.002G016900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
Phvul.002G016900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
Phvul.002G016900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
Phvul.002G016900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
Phvul.003G241900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
Phvul.003G241900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
Phvul.003G241900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
Phvul.003G241900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
Phvul.003G241900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
Phvul.003G241900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
Phvul.003G241900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
Phvul.003G241900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
Phvul.003G241900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
Phvul.003G241900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
Phvul.003G241900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.001G174400RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
Phvul.002G016900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
Phvul.003G241900RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
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Do not distribute

Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.007G240200RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
Phvul.007G240200RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
Phvul.007G240200RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
Phvul.007G240200RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
Phvul.007G240200RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
Phvul.007G240200RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
Phvul.007G240200RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
Phvul.007G240200RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
Phvul.007G240200RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
Phvul.007G240200RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
Phvul.007G240200RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
Phvul.011G082801not assigned.not annotated no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
Phvul.011G082801not assigned.not annotated no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
Phvul.011G082801not assigned.not annotated no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
Phvul.011G082801not assigned.not annotated no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
Phvul.011G082801not assigned.not annotated no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
Phvul.011G082801not assigned.not annotated no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
Phvul.011G082801not assigned.not annotated no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
Phvul.011G082801not assigned.not annotated no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
Phvul.011G082801not assigned.not annotated no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
Phvul.011G082801not assigned.not annotated no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
Phvul.011G082801not assigned.not annotated no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
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Do not distribute

Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.011G071100RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.L000308RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
Phvul.003G111500Phytohormone action.jasmonic acid.biosynthesis.allene oxidase cyclase (AOC)allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
Phvul.005G118700Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PPKL-class phosphatase (BSU/BSL)phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.011G150100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G172501not assigned.annotated (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
Phvul.001G172501not assigned.annotated (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
Phvul.001G172501not assigned.annotated (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
Phvul.001G172501not assigned.annotated (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
Phvul.001G172501not assigned.annotated (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
Phvul.001G172501not assigned.annotated (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
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Phvul.001G172501not assigned.annotated (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
Phvul.001G172501not assigned.annotated (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
Phvul.001G172501not assigned.annotated (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
Phvul.001G172501not assigned.annotated (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
Phvul.001G172501not assigned.annotated (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
Phvul.001G172501not assigned.annotated (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.002G012700Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
Phvul.002G012700Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
Phvul.002G012700Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
Phvul.002G012700Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
Phvul.002G012700Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
Phvul.002G012700Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
Phvul.002G012700Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
Phvul.002G012700Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
Phvul.002G012700Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
Phvul.002G012700Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
Phvul.002G197200Cell wall organisation.hemicellulose.xylan.modification and degradation.O-acetyltransferase (RWA)O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
Phvul.002G218300not assigned.annotated (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.003G262400Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
Phvul.003G262500Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
Phvul.005G030900Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
Phvul.005G030900Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
Phvul.005G030900Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
Phvul.005G030900Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
Phvul.005G030900Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
Phvul.005G030900Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
Phvul.005G030900Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
Phvul.005G030900Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
Phvul.005G030900Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
Phvul.005G030900Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
Phvul.005G030900Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
Phvul.005G030900Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
Phvul.005G088700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153153 transcript=Phvul.005G088700.3 locus=Phvul.005G088700 ID=Phvul.005G088700.3.v2.1 annot-version=v2.1) &
Phvul.005G088700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153153 transcript=Phvul.005G088700.3 locus=Phvul.005G088700 ID=Phvul.005G088700.3.v2.1 annot-version=v2.1) &
Phvul.005G088700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153153 transcript=Phvul.005G088700.3 locus=Phvul.005G088700 ID=Phvul.005G088700.3.v2.1 annot-version=v2.1) &
Phvul.005G088800Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
Phvul.005G131000Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
Phvul.005G131000Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
Phvul.005G131000Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
Phvul.005G131000Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
Phvul.005G131000Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
Phvul.005G131000Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
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Phvul.005G131000Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
Phvul.005G131000Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
Phvul.005G131000Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
Phvul.005G131000Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
Phvul.005G131000Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
Phvul.005G131000Protein homeostasis.proteolysis.serine-type peptidase activities.S10-class serine carboxypeptidase (SCPL)serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.005G132300not assigned.not annotated no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
Phvul.006G137900not assigned.annotated (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
Phvul.006G137900not assigned.annotated (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
Phvul.006G137900not assigned.annotated (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
Phvul.006G137900not assigned.annotated (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
Phvul.006G137900not assigned.annotated (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
Phvul.006G137900not assigned.annotated (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
Phvul.006G137900not assigned.annotated (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
Phvul.006G137900not assigned.annotated (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
Phvul.006G137900not assigned.annotated (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
Phvul.006G137900not assigned.annotated (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
Phvul.006G137900not assigned.annotated (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
Phvul.007G240200RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (AP2)transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
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Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.008G033900Solute transport.channels.CorA family.metal cation transporter (MRS/MGT)metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
Phvul.009G130700not assigned.annotated (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
Phvul.009G130700not assigned.annotated (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
Phvul.009G130700not assigned.annotated (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
Phvul.009G130700not assigned.annotated (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
Phvul.009G130700not assigned.annotated (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
Phvul.009G130700not assigned.annotated (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
Phvul.009G130700not assigned.annotated (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
Phvul.009G130700not assigned.annotated (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
Phvul.009G130700not assigned.annotated (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
Phvul.009G130700not assigned.annotated (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
Phvul.009G130700not assigned.annotated (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
Phvul.009G249300not assigned.annotated (original description: pacid=37151143 transcript=Phvul.009G249300.1 locus=Phvul.009G249300 ID=Phvul.009G249300.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At5g50990 OS=Arabidopsis thaliana (sp|q9fi49|pp428_arath : 614.0)
Phvul.011G082801not assigned.not annotated no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
Phvul.011G150950Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
Phvul.011G168400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G033700not assigned.not annotated no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
Phvul.001G187200not assigned.annotated (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
Phvul.001G187200not assigned.annotated (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
Phvul.001G187200not assigned.annotated (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
Phvul.001G187200not assigned.annotated (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
Phvul.001G187200not assigned.annotated (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
Phvul.001G187200not assigned.annotated (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
Phvul.001G187200not assigned.annotated (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
Phvul.001G187200not assigned.annotated (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
Phvul.001G187200not assigned.annotated (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
Phvul.001G187200not assigned.annotated (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
Phvul.001G187200not assigned.annotated (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
Phvul.001G187200not assigned.annotated (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
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Phvul.001G233200not assigned.not annotated no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
Phvul.002G012700Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
Phvul.002G083700RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
Phvul.002G083700RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
Phvul.002G083700RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
Phvul.002G083700RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
Phvul.002G083700RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
Phvul.002G083700RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
Phvul.002G083700RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
Phvul.002G083700RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
Phvul.002G083700RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
Phvul.002G083700RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G313200Phytohormone action.auxin.biosynthesis.indole-3-pyruvic acid (IPyA) pathway.flavin monooxygenase (YUCCA)flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.002G313200Phytohormone action.auxin.biosynthesis.indole-3-pyruvic acid (IPyA) pathway.flavin monooxygenase (YUCCA)flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
Phvul.002G313200Phytohormone action.auxin.biosynthesis.indole-3-pyruvic acid (IPyA) pathway.flavin monooxygenase (YUCCA)flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
Phvul.002G313200Phytohormone action.auxin.biosynthesis.indole-3-pyruvic acid (IPyA) pathway.flavin monooxygenase (YUCCA)flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
Phvul.002G313200Phytohormone action.auxin.biosynthesis.indole-3-pyruvic acid (IPyA) pathway.flavin monooxygenase (YUCCA)flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
Phvul.002G313200Phytohormone action.auxin.biosynthesis.indole-3-pyruvic acid (IPyA) pathway.flavin monooxygenase (YUCCA)flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
Phvul.002G313200Phytohormone action.auxin.biosynthesis.indole-3-pyruvic acid (IPyA) pathway.flavin monooxygenase (YUCCA)flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
Phvul.002G313200Phytohormone action.auxin.biosynthesis.indole-3-pyruvic acid (IPyA) pathway.flavin monooxygenase (YUCCA)flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
Phvul.002G313200Phytohormone action.auxin.biosynthesis.indole-3-pyruvic acid (IPyA) pathway.flavin monooxygenase (YUCCA)flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
Phvul.002G313200Phytohormone action.auxin.biosynthesis.indole-3-pyruvic acid (IPyA) pathway.flavin monooxygenase (YUCCA)flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
Phvul.003G053000Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseProbable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Phvul.003G053000Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseProbable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Phvul.003G053000Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseProbable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Phvul.003G053000Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseProbable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Phvul.003G053000Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseProbable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Phvul.003G053000Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseProbable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Phvul.003G053000Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseProbable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Phvul.003G053000Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseProbable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Phvul.003G053000Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseProbable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Phvul.003G053000Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseProbable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Phvul.003G053000Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseProbable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
Phvul.003G237100Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
Phvul.003G237100Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
Phvul.003G237100Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
Phvul.003G237100Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
Phvul.003G237100Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
Phvul.003G237100Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
Phvul.003G237100Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
Phvul.003G237100Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
Phvul.003G237100Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
Phvul.003G237100Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
Phvul.003G262400Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
Phvul.003G262400Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
Phvul.003G262400Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
Phvul.003G262400Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
Phvul.003G262400Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
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Phvul.003G262400Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
Phvul.003G262400Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
Phvul.003G262400Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
Phvul.003G262400Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
Phvul.003G262400Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
Phvul.003G262500Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
Phvul.003G262500Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
Phvul.003G262500Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
Phvul.003G262500Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
Phvul.003G262500Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
Phvul.003G262500Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
Phvul.003G262500Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
Phvul.003G262500Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
Phvul.003G262500Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
Phvul.003G262500Solute transport.carrier-mediated transport.ZIP family.metal cation transporter (ZIP)metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
Phvul.005G118700Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PPKL-class phosphatase (BSU/BSL)phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
Phvul.005G118700Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PPKL-class phosphatase (BSU/BSL)phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
Phvul.005G118700Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PPKL-class phosphatase (BSU/BSL)phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
Phvul.005G118700Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PPKL-class phosphatase (BSU/BSL)phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
Phvul.005G118700Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PPKL-class phosphatase (BSU/BSL)phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
Phvul.005G118700Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PPKL-class phosphatase (BSU/BSL)phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
Phvul.005G118700Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PPKL-class phosphatase (BSU/BSL)phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
Phvul.005G118700Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PPKL-class phosphatase (BSU/BSL)phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
Phvul.005G118700Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PPKL-class phosphatase (BSU/BSL)phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
Phvul.005G118700Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PPKL-class phosphatase (BSU/BSL)phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G172200Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
Phvul.006G181200RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
Phvul.006G181200RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
Phvul.006G181200RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
Phvul.006G181200RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
Phvul.006G181200RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
Phvul.006G181200RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
Phvul.006G181200RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
Phvul.006G181200RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
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Phvul.006G181200RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
Phvul.006G181200RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
Phvul.007G234200not assigned.not annotated no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
Phvul.007G234200not assigned.not annotated no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
Phvul.007G234200not assigned.not annotated no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
Phvul.007G234200not assigned.not annotated no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
Phvul.007G234200not assigned.not annotated no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
Phvul.007G234200not assigned.not annotated no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
Phvul.007G234200not assigned.not annotated no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
Phvul.007G234200not assigned.not annotated no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
Phvul.007G234200not assigned.not annotated no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
Phvul.007G234200not assigned.not annotated no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
Phvul.007G236400not assigned.not annotated no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
Phvul.007G236400not assigned.not annotated no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
Phvul.007G236400not assigned.not annotated no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
Phvul.007G236400not assigned.not annotated no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
Phvul.007G236400not assigned.not annotated no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
Phvul.007G236400not assigned.not annotated no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
Phvul.007G236400not assigned.not annotated no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
Phvul.007G236400not assigned.not annotated no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
Phvul.007G236400not assigned.not annotated no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
Phvul.007G236400not assigned.not annotated no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
Phvul.007G236400not assigned.not annotated no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
Phvul.007G236400not assigned.not annotated no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
Phvul.008G058700Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G117500Chromatin organisation.histone modifications.histone ubiquitination.PRC1 histone mono-ubiquitination complex.modification reader component Pc/LHP1modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
Phvul.009G117500Chromatin organisation.histone modifications.histone ubiquitination.PRC1 histone mono-ubiquitination complex.modification reader component Pc/LHP1modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
Phvul.009G117500Chromatin organisation.histone modifications.histone ubiquitination.PRC1 histone mono-ubiquitination complex.modification reader component Pc/LHP1modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
Phvul.009G117500Chromatin organisation.histone modifications.histone ubiquitination.PRC1 histone mono-ubiquitination complex.modification reader component Pc/LHP1modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
Phvul.009G117500Chromatin organisation.histone modifications.histone ubiquitination.PRC1 histone mono-ubiquitination complex.modification reader component Pc/LHP1modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
Phvul.009G117500Chromatin organisation.histone modifications.histone ubiquitination.PRC1 histone mono-ubiquitination complex.modification reader component Pc/LHP1modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
Phvul.009G117500Chromatin organisation.histone modifications.histone ubiquitination.PRC1 histone mono-ubiquitination complex.modification reader component Pc/LHP1modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
Phvul.009G117500Chromatin organisation.histone modifications.histone ubiquitination.PRC1 histone mono-ubiquitination complex.modification reader component Pc/LHP1modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
Phvul.009G117500Chromatin organisation.histone modifications.histone ubiquitination.PRC1 histone mono-ubiquitination complex.modification reader component Pc/LHP1modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
Phvul.009G117500Chromatin organisation.histone modifications.histone ubiquitination.PRC1 histone mono-ubiquitination complex.modification reader component Pc/LHP1modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
Phvul.009G117500Chromatin organisation.histone modifications.histone ubiquitination.PRC1 histone mono-ubiquitination complex.modification reader component Pc/LHP1modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
Phvul.009G130700not assigned.annotated (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
Phvul.010G002600not assigned.annotated (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
Phvul.010G002600not assigned.annotated (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
Phvul.010G002600not assigned.annotated (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
Phvul.010G002600not assigned.annotated (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
Phvul.010G002600not assigned.annotated (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
Phvul.010G002600not assigned.annotated (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
Phvul.010G002600not assigned.annotated (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
Phvul.010G002600not assigned.annotated (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
Phvul.010G002600not assigned.annotated (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
Phvul.010G002600not assigned.annotated (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
Phvul.010G002600not assigned.annotated (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
Phvul.010G002600not assigned.annotated (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
Phvul.011G067401Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-VIII protein kinase families.protein kinase (LRR-VIII-2)protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
Phvul.011G079800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
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Phvul.011G079800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Phvul.011G079800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Phvul.011G079800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Phvul.011G079800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Phvul.011G079800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Phvul.011G079800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Phvul.011G079800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Phvul.011G079800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Phvul.011G079800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Phvul.011G079800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Phvul.011G079800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Phvul.011G127400Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
Phvul.011G127400Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
Phvul.011G127400Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
Phvul.011G127400Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
Phvul.011G127400Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
Phvul.011G127400Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
Phvul.011G127400Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
Phvul.011G127400Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
Phvul.011G127400Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
Phvul.011G127400Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
Phvul.011G127400Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
Phvul.011G147000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
Phvul.011G147000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
Phvul.011G147000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
Phvul.011G147000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
Phvul.011G147000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
Phvul.011G147000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
Phvul.011G147000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
Phvul.011G147000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
Phvul.011G147000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
Phvul.011G147000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
Phvul.011G150100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
Phvul.011G150100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
Phvul.011G150100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
Phvul.011G150100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
Phvul.011G150100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
Phvul.011G150100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
Phvul.011G150100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
Phvul.011G150100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
Phvul.011G150100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
Phvul.011G150100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
Phvul.011G150100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
Phvul.011G152200Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155807 transcript=Phvul.011G152200.3 locus=Phvul.011G152200 ID=Phvul.011G152200.3.v2.1 annot-version=v2.1) &
Phvul.011G152200Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155807 transcript=Phvul.011G152200.3 locus=Phvul.011G152200 ID=Phvul.011G152200.3.v2.1 annot-version=v2.1) &
Phvul.L002332Cell wall organisation.cutin and suberin.cutin polyester biosynthesis.cutin synthase (CD)cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
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Phvul.L002332Cell wall organisation.cutin and suberin.cutin polyester biosynthesis.cutin synthase (CD)cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
Phvul.L002332Cell wall organisation.cutin and suberin.cutin polyester biosynthesis.cutin synthase (CD)cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
Phvul.L002332Cell wall organisation.cutin and suberin.cutin polyester biosynthesis.cutin synthase (CD)cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
Phvul.L002332Cell wall organisation.cutin and suberin.cutin polyester biosynthesis.cutin synthase (CD)cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
Phvul.L002332Cell wall organisation.cutin and suberin.cutin polyester biosynthesis.cutin synthase (CD)cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
Phvul.L002332Cell wall organisation.cutin and suberin.cutin polyester biosynthesis.cutin synthase (CD)cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
Phvul.L002332Cell wall organisation.cutin and suberin.cutin polyester biosynthesis.cutin synthase (CD)cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
Phvul.L002332Cell wall organisation.cutin and suberin.cutin polyester biosynthesis.cutin synthase (CD)cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
Phvul.L002332Cell wall organisation.cutin and suberin.cutin polyester biosynthesis.cutin synthase (CD)cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
Phvul.L002332Cell wall organisation.cutin and suberin.cutin polyester biosynthesis.cutin synthase (CD)cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
Phvul.003G001200Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bondEnzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Phvul.003G001200Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bondEnzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Phvul.003G001200Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bondEnzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Phvul.003G001200Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bondEnzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Phvul.003G001200Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bondEnzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Phvul.003G001200Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bondEnzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Phvul.003G001200Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bondEnzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Phvul.003G001200Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bondEnzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Phvul.003G001200Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bondEnzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Phvul.003G001200Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bondEnzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Phvul.003G001200Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bondEnzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Phvul.003G001200Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bondEnzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Phvul.001G147500not assigned.annotated (original description: pacid=37168555 transcript=Phvul.001G147500.1 locus=Phvul.001G147500 ID=Phvul.001G147500.1.v2.1 annot-version=v2.1) & no description available(sp|m1c5m7|rph1_soltu : 239.0)
Phvul.001G169200Chromatin organisation.histones.histone (H4)histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
Phvul.001G169200Chromatin organisation.histones.histone (H4)histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
Phvul.001G169200Chromatin organisation.histones.histone (H4)histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
Phvul.001G169200Chromatin organisation.histones.histone (H4)histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
Phvul.001G169200Chromatin organisation.histones.histone (H4)histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
Phvul.001G169200Chromatin organisation.histones.histone (H4)histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
Phvul.001G169200Chromatin organisation.histones.histone (H4)histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
Phvul.001G169200Chromatin organisation.histones.histone (H4)histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
Phvul.001G169200Chromatin organisation.histones.histone (H4)histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
Phvul.001G169200Chromatin organisation.histones.histone (H4)histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
Phvul.001G174800Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule (MT) plus-end-tracking.MT plus-end-tracking protein (GPT)MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
Phvul.001G174800Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule (MT) plus-end-tracking.MT plus-end-tracking protein (GPT)MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
Phvul.001G174800Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule (MT) plus-end-tracking.MT plus-end-tracking protein (GPT)MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
Phvul.001G174800Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule (MT) plus-end-tracking.MT plus-end-tracking protein (GPT)MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
Phvul.001G174800Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule (MT) plus-end-tracking.MT plus-end-tracking protein (GPT)MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
Phvul.001G174800Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule (MT) plus-end-tracking.MT plus-end-tracking protein (GPT)MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
Phvul.001G174800Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule (MT) plus-end-tracking.MT plus-end-tracking protein (GPT)MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
Phvul.001G174800Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule (MT) plus-end-tracking.MT plus-end-tracking protein (GPT)MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
Phvul.001G174800Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule (MT) plus-end-tracking.MT plus-end-tracking protein (GPT)MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
Phvul.001G174800Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule (MT) plus-end-tracking.MT plus-end-tracking protein (GPT)MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G212400Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-v-class E3 ligaseRING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
Phvul.001G216400RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
Phvul.001G216400RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
Phvul.001G216400RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
Phvul.001G216400RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
Phvul.001G216400RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
Phvul.001G216400RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
Phvul.001G216400RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
Phvul.001G216400RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
Phvul.001G216400RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
Phvul.001G216400RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
Phvul.001G216400RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
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Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G232300External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.protein kinase (BIK1)protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
Phvul.001G269200Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
Phvul.001G269200Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
Phvul.001G269200Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
Phvul.001G269200Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
Phvul.001G269200Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
Phvul.001G269200Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
Phvul.001G269200Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
Phvul.001G269200Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
Phvul.001G269200Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
Phvul.001G269200Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
Phvul.001G269200Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
Phvul.001G269301Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
Phvul.001G269301Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
Phvul.001G269301Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
Phvul.001G269301Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
Phvul.001G269301Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
Phvul.001G269301Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
Phvul.001G269301Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
Phvul.001G269301Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
Phvul.001G269301Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
Phvul.001G269301Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
Phvul.001G269301Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
Phvul.002G197200Cell wall organisation.hemicellulose.xylan.modification and degradation.O-acetyltransferase (RWA)O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
Phvul.002G197200Cell wall organisation.hemicellulose.xylan.modification and degradation.O-acetyltransferase (RWA)O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
Phvul.002G197200Cell wall organisation.hemicellulose.xylan.modification and degradation.O-acetyltransferase (RWA)O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
Phvul.002G197200Cell wall organisation.hemicellulose.xylan.modification and degradation.O-acetyltransferase (RWA)O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
Phvul.002G197200Cell wall organisation.hemicellulose.xylan.modification and degradation.O-acetyltransferase (RWA)O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
Phvul.002G197200Cell wall organisation.hemicellulose.xylan.modification and degradation.O-acetyltransferase (RWA)O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
Phvul.002G197200Cell wall organisation.hemicellulose.xylan.modification and degradation.O-acetyltransferase (RWA)O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
Phvul.002G197200Cell wall organisation.hemicellulose.xylan.modification and degradation.O-acetyltransferase (RWA)O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
Phvul.002G197200Cell wall organisation.hemicellulose.xylan.modification and degradation.O-acetyltransferase (RWA)O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
Phvul.002G197200Cell wall organisation.hemicellulose.xylan.modification and degradation.O-acetyltransferase (RWA)O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
Phvul.002G218300not assigned.annotated (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
Phvul.002G218300not assigned.annotated (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
Phvul.002G218300not assigned.annotated (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
Phvul.002G218300not assigned.annotated (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
Phvul.002G218300not assigned.annotated (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
Phvul.002G218300not assigned.annotated (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
Phvul.002G218300not assigned.annotated (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
Phvul.002G218300not assigned.annotated (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
Phvul.002G218300not assigned.annotated (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
Phvul.002G218300not assigned.annotated (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
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Phvul.002G218300not assigned.annotated (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
Phvul.002G264200Protein modification.phosphorylation.atypical protein kinase families.protein kinase (ABC1)protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.002G330500Cell cycle organisation.DNA replication.telomere replication.telomerase ribonucleoprotein complex.associated component POTassociated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
Phvul.003G111500Phytohormone action.jasmonic acid.biosynthesis.allene oxidase cyclase (AOC)allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
Phvul.003G111500Phytohormone action.jasmonic acid.biosynthesis.allene oxidase cyclase (AOC)allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
Phvul.003G111500Phytohormone action.jasmonic acid.biosynthesis.allene oxidase cyclase (AOC)allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
Phvul.003G111500Phytohormone action.jasmonic acid.biosynthesis.allene oxidase cyclase (AOC)allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
Phvul.003G111500Phytohormone action.jasmonic acid.biosynthesis.allene oxidase cyclase (AOC)allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
Phvul.003G111500Phytohormone action.jasmonic acid.biosynthesis.allene oxidase cyclase (AOC)allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
Phvul.003G111500Phytohormone action.jasmonic acid.biosynthesis.allene oxidase cyclase (AOC)allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
Phvul.003G111500Phytohormone action.jasmonic acid.biosynthesis.allene oxidase cyclase (AOC)allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
Phvul.003G111500Phytohormone action.jasmonic acid.biosynthesis.allene oxidase cyclase (AOC)allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
Phvul.003G111500Phytohormone action.jasmonic acid.biosynthesis.allene oxidase cyclase (AOC)allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
Phvul.003G119100not assigned.not annotated no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
Phvul.003G203100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
Phvul.003G203100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
Phvul.003G203100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
Phvul.003G203100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
Phvul.003G203100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
Phvul.003G203100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
Phvul.003G203100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
Phvul.003G203100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
Phvul.003G203100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
Phvul.003G203100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
Phvul.003G203100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G235900Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
Phvul.003G259700Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
Phvul.003G259700Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
Phvul.003G259700Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
Phvul.003G259700Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
Phvul.003G259700Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
Phvul.003G259700Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
Phvul.003G259700Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
Phvul.003G259700Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
Phvul.003G259700Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
Phvul.003G259700Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G260000Protein homeostasis.proteolysis.serine-type peptidase activities.S28-class serine carboxypeptidaseS28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
Phvul.003G268500not assigned.annotated (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
Phvul.003G268500not assigned.annotated (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
Phvul.003G268500not assigned.annotated (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
Phvul.003G268500not assigned.annotated (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
Phvul.003G268500not assigned.annotated (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
Phvul.003G268500not assigned.annotated (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
Phvul.003G268500not assigned.annotated (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
Phvul.003G268500not assigned.annotated (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
Phvul.003G268500not assigned.annotated (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
Phvul.003G268500not assigned.annotated (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.003G291200not assigned.annotated (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
Phvul.004G031700Solute transport.channels.calcium-permeable channel (OSCA)calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.004G031700Solute transport.channels.calcium-permeable channel (OSCA)calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
Phvul.004G031700Solute transport.channels.calcium-permeable channel (OSCA)calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
Phvul.004G031700Solute transport.channels.calcium-permeable channel (OSCA)calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
Phvul.004G031700Solute transport.channels.calcium-permeable channel (OSCA)calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
Phvul.004G031700Solute transport.channels.calcium-permeable channel (OSCA)calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
Phvul.004G031700Solute transport.channels.calcium-permeable channel (OSCA)calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
Phvul.004G031700Solute transport.channels.calcium-permeable channel (OSCA)calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
Phvul.004G031700Solute transport.channels.calcium-permeable channel (OSCA)calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
Phvul.004G031700Solute transport.channels.calcium-permeable channel (OSCA)calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
Phvul.004G031700Solute transport.channels.calcium-permeable channel (OSCA)calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G088800Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
Phvul.005G088800Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
Phvul.005G088800Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
Phvul.005G088800Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
Phvul.005G088800Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
Phvul.005G088800Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
Phvul.005G088800Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
Phvul.005G088800Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
Phvul.005G088800Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
Phvul.005G088800Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
Phvul.005G088800Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
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Do not distribute

Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.005G171900not assigned.annotated (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
Phvul.006G022400Vesicle trafficking.target membrane tethering.HOPS/CORVET membrane tethering complexes.component VPS16/VCL1component VPS16/VCL1 of HOPS/CORVET membrane tethering complexes (original description: pacid=37172252 transcript=Phvul.006G022400.1 locus=Phvul.006G022400 ID=Phvul.006G022400.1.v2.1 annot-version=v2.1) &
Phvul.006G130200RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component CPSF30/Yth1component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
Phvul.006G130200RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component CPSF30/Yth1component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
Phvul.006G130200RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component CPSF30/Yth1component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
Phvul.006G130200RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component CPSF30/Yth1component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
Phvul.006G130200RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component CPSF30/Yth1component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
Phvul.006G130200RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component CPSF30/Yth1component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
Phvul.006G130200RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component CPSF30/Yth1component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
Phvul.006G130200RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component CPSF30/Yth1component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
Phvul.006G130200RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component CPSF30/Yth1component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
Phvul.006G130200RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component CPSF30/Yth1component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
Phvul.006G130200RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component CPSF30/Yth1component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
Phvul.006G137900not assigned.annotated (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
Phvul.006G181200RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
Phvul.007G029900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
Phvul.007G029900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
Phvul.007G029900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
Phvul.007G029900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
Phvul.007G029900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
Phvul.007G029900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
Phvul.007G029900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
Phvul.007G029900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
Phvul.007G029900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
Phvul.007G029900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
Phvul.007G046900not assigned.not annotated no hits & (original description: pacid=37165281 transcript=Phvul.007G046900.2 locus=Phvul.007G046900 ID=Phvul.007G046900.2.v2.1 annot-version=v2.1)
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Do not distribute

Phvul.007G089900RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
Phvul.007G089900RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
Phvul.007G089900RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
Phvul.007G089900RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
Phvul.007G089900RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
Phvul.007G089900RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
Phvul.007G089900RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
Phvul.007G089900RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
Phvul.007G089900RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
Phvul.007G089900RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
Phvul.007G089900RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
Phvul.007G089900RNA biosynthesis.organelle machinery.transcriptional regulation.transcription factor (mTERF)transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.008G081500not assigned.not annotated no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
Phvul.008G081500not assigned.not annotated no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
Phvul.008G081500not assigned.not annotated no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
Phvul.008G081500not assigned.not annotated no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
Phvul.008G081500not assigned.not annotated no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
Phvul.008G081500not assigned.not annotated no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
Phvul.008G081500not assigned.not annotated no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
Phvul.008G081500not assigned.not annotated no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
Phvul.008G081500not assigned.not annotated no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
Phvul.008G081500not assigned.not annotated no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
Phvul.008G081500not assigned.not annotated no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
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Do not distribute

Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G089600not assigned.annotated (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
Phvul.008G122700Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
Phvul.008G122700Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
Phvul.008G122700Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
Phvul.008G122700Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
Phvul.008G122700Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
Phvul.008G122700Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
Phvul.008G122700Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
Phvul.008G122700Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
Phvul.008G122700Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
Phvul.008G122700Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
Phvul.008G122700Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
Phvul.008G289900Coenzyme metabolism.tetrapyrrol biosynthesis.protoporphyrin IX formation.coproporphyrinogen III oxidase activities.oxygen-dependent coproporphyrinogen III oxidase (HemF)oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
Phvul.008G289900Coenzyme metabolism.tetrapyrrol biosynthesis.protoporphyrin IX formation.coproporphyrinogen III oxidase activities.oxygen-dependent coproporphyrinogen III oxidase (HemF)oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
Phvul.008G289900Coenzyme metabolism.tetrapyrrol biosynthesis.protoporphyrin IX formation.coproporphyrinogen III oxidase activities.oxygen-dependent coproporphyrinogen III oxidase (HemF)oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
Phvul.008G289900Coenzyme metabolism.tetrapyrrol biosynthesis.protoporphyrin IX formation.coproporphyrinogen III oxidase activities.oxygen-dependent coproporphyrinogen III oxidase (HemF)oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
Phvul.008G289900Coenzyme metabolism.tetrapyrrol biosynthesis.protoporphyrin IX formation.coproporphyrinogen III oxidase activities.oxygen-dependent coproporphyrinogen III oxidase (HemF)oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
Phvul.008G289900Coenzyme metabolism.tetrapyrrol biosynthesis.protoporphyrin IX formation.coproporphyrinogen III oxidase activities.oxygen-dependent coproporphyrinogen III oxidase (HemF)oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
Phvul.008G289900Coenzyme metabolism.tetrapyrrol biosynthesis.protoporphyrin IX formation.coproporphyrinogen III oxidase activities.oxygen-dependent coproporphyrinogen III oxidase (HemF)oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
Phvul.008G289900Coenzyme metabolism.tetrapyrrol biosynthesis.protoporphyrin IX formation.coproporphyrinogen III oxidase activities.oxygen-dependent coproporphyrinogen III oxidase (HemF)oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
Phvul.008G289900Coenzyme metabolism.tetrapyrrol biosynthesis.protoporphyrin IX formation.coproporphyrinogen III oxidase activities.oxygen-dependent coproporphyrinogen III oxidase (HemF)oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
Phvul.008G289900Coenzyme metabolism.tetrapyrrol biosynthesis.protoporphyrin IX formation.coproporphyrinogen III oxidase activities.oxygen-dependent coproporphyrinogen III oxidase (HemF)oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
Phvul.008G289900Coenzyme metabolism.tetrapyrrol biosynthesis.protoporphyrin IX formation.coproporphyrinogen III oxidase activities.oxygen-dependent coproporphyrinogen III oxidase (HemF)oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
Phvul.008G290600Lipid metabolism.glycerolipid biosynthesis.phosphatidylcholine.CTP:phosphorylcholine cytidylyltransferaseCTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
Phvul.008G290600Lipid metabolism.glycerolipid biosynthesis.phosphatidylcholine.CTP:phosphorylcholine cytidylyltransferaseCTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
Phvul.008G290600Lipid metabolism.glycerolipid biosynthesis.phosphatidylcholine.CTP:phosphorylcholine cytidylyltransferaseCTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
Phvul.008G290600Lipid metabolism.glycerolipid biosynthesis.phosphatidylcholine.CTP:phosphorylcholine cytidylyltransferaseCTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
Phvul.008G290600Lipid metabolism.glycerolipid biosynthesis.phosphatidylcholine.CTP:phosphorylcholine cytidylyltransferaseCTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
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Phvul.008G290600Lipid metabolism.glycerolipid biosynthesis.phosphatidylcholine.CTP:phosphorylcholine cytidylyltransferaseCTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
Phvul.008G290600Lipid metabolism.glycerolipid biosynthesis.phosphatidylcholine.CTP:phosphorylcholine cytidylyltransferaseCTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
Phvul.008G290600Lipid metabolism.glycerolipid biosynthesis.phosphatidylcholine.CTP:phosphorylcholine cytidylyltransferaseCTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
Phvul.008G290600Lipid metabolism.glycerolipid biosynthesis.phosphatidylcholine.CTP:phosphorylcholine cytidylyltransferaseCTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
Phvul.008G290600Lipid metabolism.glycerolipid biosynthesis.phosphatidylcholine.CTP:phosphorylcholine cytidylyltransferaseCTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
Phvul.008G290600Lipid metabolism.glycerolipid biosynthesis.phosphatidylcholine.CTP:phosphorylcholine cytidylyltransferaseCTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
Phvul.009G117500Chromatin organisation.histone modifications.histone ubiquitination.PRC1 histone mono-ubiquitination complex.modification reader component Pc/LHP1modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
Phvul.010G124800not assigned.annotated (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
Phvul.010G124800not assigned.annotated (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
Phvul.010G124800not assigned.annotated (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
Phvul.010G124800not assigned.annotated (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
Phvul.010G124800not assigned.annotated (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
Phvul.010G124800not assigned.annotated (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
Phvul.010G124800not assigned.annotated (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
Phvul.010G124800not assigned.annotated (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
Phvul.010G124800not assigned.annotated (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
Phvul.010G124800not assigned.annotated (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
Phvul.010G158100not assigned.annotated (original description: pacid=37143692 transcript=Phvul.010G158100.1 locus=Phvul.010G158100 ID=Phvul.010G158100.1.v2.1 annot-version=v2.1) & Putative UPF0481 protein At3g02645 OS=Arabidopsis thaliana (sp|p0c897|y3264_arath : 278.0)
Phvul.011G013100Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupSerine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Phvul.011G013100Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupSerine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Phvul.011G013100Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupSerine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Phvul.011G013100Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupSerine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Phvul.011G013100Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupSerine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Phvul.011G013100Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupSerine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Phvul.011G013100Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupSerine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Phvul.011G013100Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupSerine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Phvul.011G013100Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupSerine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Phvul.011G013100Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupSerine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Phvul.011G013100Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupSerine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Phvul.011G047800Photosynthesis.photophosphorylation.cytochrome b6/f complex.assembly.CCS cytochrome f/c6 maturation system (system II).assembly factor (Ccs1/CcsB)assembly factor CcsB of CCS cytochrome f/c6 maturation system (system II) (original description: pacid=37154723 transcript=Phvul.011G047800.2 locus=Phvul.011G047800 ID=Phvul.011G047800.2.v2.1 annot-version=v2.1) &
Phvul.011G047800Photosynthesis.photophosphorylation.cytochrome b6/f complex.assembly.CCS cytochrome f/c6 maturation system (system II).assembly factor (Ccs1/CcsB)assembly factor CcsB of CCS cytochrome f/c6 maturation system (system II) (original description: pacid=37154723 transcript=Phvul.011G047800.2 locus=Phvul.011G047800 ID=Phvul.011G047800.2.v2.1 annot-version=v2.1) &
Phvul.011G067401Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-VIII protein kinase families.protein kinase (LRR-VIII-2)protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
Phvul.011G067401Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-VIII protein kinase families.protein kinase (LRR-VIII-2)protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
Phvul.011G067401Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-VIII protein kinase families.protein kinase (LRR-VIII-2)protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
Phvul.011G067401Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-VIII protein kinase families.protein kinase (LRR-VIII-2)protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
Phvul.011G067401Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-VIII protein kinase families.protein kinase (LRR-VIII-2)protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
Phvul.011G067401Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-VIII protein kinase families.protein kinase (LRR-VIII-2)protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
Phvul.011G067401Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-VIII protein kinase families.protein kinase (LRR-VIII-2)protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
Phvul.011G067401Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-VIII protein kinase families.protein kinase (LRR-VIII-2)protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
Phvul.011G067401Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-VIII protein kinase families.protein kinase (LRR-VIII-2)protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
Phvul.011G067401Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-VIII protein kinase families.protein kinase (LRR-VIII-2)protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
Phvul.011G127100Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
Phvul.011G127100Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
Phvul.011G127100Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
Phvul.011G127100Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
Phvul.011G127100Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
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Phvul.011G127100Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
Phvul.011G127100Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
Phvul.011G127100Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
Phvul.011G127100Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
Phvul.011G127100Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
Phvul.011G150950Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
Phvul.011G150950Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
Phvul.011G150950Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
Phvul.011G150950Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
Phvul.011G150950Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
Phvul.011G150950Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
Phvul.011G150950Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
Phvul.011G150950Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
Phvul.011G150950Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
Phvul.011G150950Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
Phvul.011G150950Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152300Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Phvul.011G152400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
Phvul.011G152400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
Phvul.011G152400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
Phvul.011G152400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
Phvul.011G152400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
Phvul.011G152400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
Phvul.011G152400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
Phvul.011G152400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
Phvul.011G152400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
Phvul.011G152400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
Phvul.011G152400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
Phvul.011G156200Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155579 transcript=Phvul.011G156200.1 locus=Phvul.011G156200 ID=Phvul.011G156200.1.v2.1 annot-version=v2.1) &
Phvul.011G168400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
Phvul.011G168400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
Phvul.011G168400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
Phvul.011G168400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
Phvul.011G168400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
Phvul.011G168400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
Phvul.011G168400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
Phvul.011G168400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
Phvul.011G168400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.011G168400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
Phvul.011G168400Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
Phvul.011G202200Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
Phvul.011G202200Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
Phvul.011G202200Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
Phvul.011G202200Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
Phvul.011G202200Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
Phvul.011G202200Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
Phvul.011G202200Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
Phvul.011G202200Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
Phvul.011G202200Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
Phvul.011G202200Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
Phvul.011G202200Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
Phvul.001G152400not assigned.annotated (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
Phvul.001G152400not assigned.annotated (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
Phvul.001G152400not assigned.annotated (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
Phvul.001G152400not assigned.annotated (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
Phvul.001G152400not assigned.annotated (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
Phvul.001G152400not assigned.annotated (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
Phvul.001G152400not assigned.annotated (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
Phvul.001G152400not assigned.annotated (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
Phvul.001G152400not assigned.annotated (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
Phvul.001G152400not assigned.annotated (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
Phvul.001G152400not assigned.annotated (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
Phvul.001G176200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
Phvul.001G176200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
Phvul.001G176200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
Phvul.001G176200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
Phvul.001G176200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
Phvul.001G176200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
Phvul.001G176200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
Phvul.001G176200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
Phvul.001G176200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
Phvul.001G176200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
Phvul.001G176200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
Phvul.001G269200Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
Phvul.001G269301Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorL-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
Phvul.002G010800Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
Phvul.002G010800Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
Phvul.002G010800Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
Phvul.002G010800Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
Phvul.002G010800Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
Phvul.002G010800Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
Phvul.002G010800Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
Phvul.002G010800Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
Phvul.002G010800Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
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Phvul.002G010800Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
Phvul.002G010800Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
Phvul.002G010800Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
Phvul.002G199800Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Phvul.002G199800Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Phvul.002G199800Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Phvul.002G199800Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Phvul.002G199800Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Phvul.002G199800Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Phvul.002G199800Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Phvul.002G199800Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Phvul.002G199800Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Phvul.002G199800Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Phvul.002G199800Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Phvul.002G214900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
Phvul.002G214900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
Phvul.002G214900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
Phvul.002G214900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
Phvul.002G214900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
Phvul.002G214900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
Phvul.002G214900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
Phvul.002G214900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
Phvul.002G214900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
Phvul.002G214900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
Phvul.002G215000Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
Phvul.002G215000Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
Phvul.002G215000Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
Phvul.002G215000Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
Phvul.002G215000Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
Phvul.002G215000Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
Phvul.002G215000Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
Phvul.002G215000Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
Phvul.002G215000Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
Phvul.002G215000Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
Phvul.002G264200Protein modification.phosphorylation.atypical protein kinase families.protein kinase (ABC1)protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
Phvul.002G264200Protein modification.phosphorylation.atypical protein kinase families.protein kinase (ABC1)protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
Phvul.002G264200Protein modification.phosphorylation.atypical protein kinase families.protein kinase (ABC1)protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
Phvul.002G264200Protein modification.phosphorylation.atypical protein kinase families.protein kinase (ABC1)protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
Phvul.002G264200Protein modification.phosphorylation.atypical protein kinase families.protein kinase (ABC1)protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
Phvul.002G264200Protein modification.phosphorylation.atypical protein kinase families.protein kinase (ABC1)protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
Phvul.002G264200Protein modification.phosphorylation.atypical protein kinase families.protein kinase (ABC1)protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
Phvul.002G264200Protein modification.phosphorylation.atypical protein kinase families.protein kinase (ABC1)protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
Phvul.002G264200Protein modification.phosphorylation.atypical protein kinase families.protein kinase (ABC1)protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
Phvul.002G264200Protein modification.phosphorylation.atypical protein kinase families.protein kinase (ABC1)protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
Phvul.002G264200Protein modification.phosphorylation.atypical protein kinase families.protein kinase (ABC1)protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G276700Lipid metabolism.glycerolipid biosynthesis.phosphatidate.diacylglycerol kinasediacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
Phvul.002G308800RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.splicing factor (OTP51)OTP51 plastidial RNA splicing factor (original description: pacid=37178117 transcript=Phvul.002G308800.1 locus=Phvul.002G308800 ID=Phvul.002G308800.1.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
Phvul.003G170000not assigned.annotated (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
Phvul.003G170000not assigned.annotated (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
Phvul.003G170000not assigned.annotated (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
Phvul.003G170000not assigned.annotated (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
Phvul.003G170000not assigned.annotated (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
Phvul.003G170000not assigned.annotated (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
Phvul.003G170000not assigned.annotated (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
Phvul.003G170000not assigned.annotated (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
Phvul.003G170000not assigned.annotated (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
Phvul.003G170000not assigned.annotated (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G189300RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
Phvul.003G202100Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.CIF-peptide activity.CIF-peptide receptor (GSO)CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
Phvul.003G202100Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.CIF-peptide activity.CIF-peptide receptor (GSO)CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
Phvul.003G202100Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.CIF-peptide activity.CIF-peptide receptor (GSO)CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
Phvul.003G202100Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.CIF-peptide activity.CIF-peptide receptor (GSO)CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
Phvul.003G202100Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.CIF-peptide activity.CIF-peptide receptor (GSO)CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
Phvul.003G202100Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.CIF-peptide activity.CIF-peptide receptor (GSO)CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
Phvul.003G202100Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.CIF-peptide activity.CIF-peptide receptor (GSO)CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
Phvul.003G202100Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.CIF-peptide activity.CIF-peptide receptor (GSO)CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
Phvul.003G202100Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.CIF-peptide activity.CIF-peptide receptor (GSO)CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
Phvul.003G202100Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.CIF-peptide activity.CIF-peptide receptor (GSO)CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
Phvul.003G206500not assigned.not annotated no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
Phvul.003G206500not assigned.not annotated no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
Phvul.003G206500not assigned.not annotated no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
Phvul.003G206500not assigned.not annotated no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
Phvul.003G206500not assigned.not annotated no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
Phvul.003G206500not assigned.not annotated no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
Phvul.003G206500not assigned.not annotated no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
Phvul.003G206500not assigned.not annotated no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
Phvul.003G206500not assigned.not annotated no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
Phvul.003G206500not assigned.not annotated no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
Phvul.003G206500not assigned.not annotated no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G229600RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
Phvul.003G235900Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
Phvul.003G235900Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
Phvul.003G235900Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
Phvul.003G235900Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
Phvul.003G235900Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
Phvul.003G235900Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
Phvul.003G235900Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
Phvul.003G235900Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
Phvul.003G235900Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
Phvul.003G235900Protein modification.phosphorylation.CMGC protein kinase superfamily.CK-II protein kinase heterodimer.catalytic subunit alphacatalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
Phvul.004G046400External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
Phvul.004G046400External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
Phvul.004G046400External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
Phvul.004G046400External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.004G046400External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
Phvul.004G046400External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
Phvul.004G046400External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
Phvul.004G046400External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
Phvul.004G046400External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
Phvul.004G046400External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
Phvul.004G046400External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
Phvul.005G057900Protein modification.glycosylation.N-linked glycosylation.dolichol-phosphate-linked oligosaccharide precursor assembly.beta-1,4-mannosyl-transferase (ALG1)beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
Phvul.005G057900Protein modification.glycosylation.N-linked glycosylation.dolichol-phosphate-linked oligosaccharide precursor assembly.beta-1,4-mannosyl-transferase (ALG1)beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
Phvul.005G057900Protein modification.glycosylation.N-linked glycosylation.dolichol-phosphate-linked oligosaccharide precursor assembly.beta-1,4-mannosyl-transferase (ALG1)beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
Phvul.005G057900Protein modification.glycosylation.N-linked glycosylation.dolichol-phosphate-linked oligosaccharide precursor assembly.beta-1,4-mannosyl-transferase (ALG1)beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
Phvul.005G057900Protein modification.glycosylation.N-linked glycosylation.dolichol-phosphate-linked oligosaccharide precursor assembly.beta-1,4-mannosyl-transferase (ALG1)beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
Phvul.005G057900Protein modification.glycosylation.N-linked glycosylation.dolichol-phosphate-linked oligosaccharide precursor assembly.beta-1,4-mannosyl-transferase (ALG1)beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
Phvul.005G057900Protein modification.glycosylation.N-linked glycosylation.dolichol-phosphate-linked oligosaccharide precursor assembly.beta-1,4-mannosyl-transferase (ALG1)beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
Phvul.005G057900Protein modification.glycosylation.N-linked glycosylation.dolichol-phosphate-linked oligosaccharide precursor assembly.beta-1,4-mannosyl-transferase (ALG1)beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
Phvul.005G057900Protein modification.glycosylation.N-linked glycosylation.dolichol-phosphate-linked oligosaccharide precursor assembly.beta-1,4-mannosyl-transferase (ALG1)beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
Phvul.005G057900Protein modification.glycosylation.N-linked glycosylation.dolichol-phosphate-linked oligosaccharide precursor assembly.beta-1,4-mannosyl-transferase (ALG1)beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
Phvul.005G168700Multi-process regulation.Rop-GTPase regulatory system.RopGEF guanine nucleotide exchange factor activities.exchange factor (PRONE)PRONE-type RopGEF guanine nucleotide exchange factor (original description: pacid=37153146 transcript=Phvul.005G168700.1 locus=Phvul.005G168700 ID=Phvul.005G168700.1.v2.1 annot-version=v2.1) &
Phvul.006G106300Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
Phvul.006G106300Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
Phvul.006G106300Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
Phvul.006G106300Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
Phvul.006G106300Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
Phvul.006G106300Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
Phvul.006G106300Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
Phvul.006G106300Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
Phvul.006G106300Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
Phvul.006G106300Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G112211not assigned.not annotated no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
Phvul.006G133600Nutrient uptake.copper uptake.reduction-based uptake.metal ion-chelate reductase (FRO)metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
Phvul.006G133600Nutrient uptake.copper uptake.reduction-based uptake.metal ion-chelate reductase (FRO)metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
Phvul.006G133600Nutrient uptake.copper uptake.reduction-based uptake.metal ion-chelate reductase (FRO)metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
Phvul.006G133600Nutrient uptake.copper uptake.reduction-based uptake.metal ion-chelate reductase (FRO)metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
Phvul.006G133600Nutrient uptake.copper uptake.reduction-based uptake.metal ion-chelate reductase (FRO)metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
Phvul.006G133600Nutrient uptake.copper uptake.reduction-based uptake.metal ion-chelate reductase (FRO)metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
Phvul.006G133600Nutrient uptake.copper uptake.reduction-based uptake.metal ion-chelate reductase (FRO)metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
Phvul.006G133600Nutrient uptake.copper uptake.reduction-based uptake.metal ion-chelate reductase (FRO)metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
Phvul.006G133600Nutrient uptake.copper uptake.reduction-based uptake.metal ion-chelate reductase (FRO)metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
Phvul.006G133600Nutrient uptake.copper uptake.reduction-based uptake.metal ion-chelate reductase (FRO)metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G136700not assigned.annotated (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
Phvul.006G139100not assigned.annotated (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
Phvul.006G139100not assigned.annotated (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
Phvul.006G139100not assigned.annotated (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
Phvul.006G139100not assigned.annotated (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
Phvul.006G139100not assigned.annotated (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
Phvul.006G139100not assigned.annotated (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
Phvul.006G139100not assigned.annotated (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
Phvul.006G139100not assigned.annotated (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
Phvul.006G139100not assigned.annotated (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
Phvul.006G139100not assigned.annotated (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
Phvul.006G139100not assigned.annotated (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)

Page 1715 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G151200not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
Phvul.006G172200Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
Phvul.006G172200Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
Phvul.006G172200Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
Phvul.006G172200Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
Phvul.006G172200Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
Phvul.006G172200Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
Phvul.006G172200Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
Phvul.006G172200Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
Phvul.006G172200Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
Phvul.006G172200Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G199800not assigned.annotated (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
Phvul.007G280600not assigned.annotated (original description: pacid=37165505 transcript=Phvul.007G280600.1 locus=Phvul.007G280600 ID=Phvul.007G280600.1.v2.1 annot-version=v2.1) & Protein SIEVE ELEMENT OCCLUSION B OS=Arabidopsis thaliana (sp|q9ss87|seob_arath : 168.0)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
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Do not distribute

Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G048600not assigned.not annotated no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
Phvul.008G049000Cell wall organisation.pectin.rhamnogalacturonan II.biosynthesis.2-keto-3-deoxymanno-octulosonic acid (KDO) biosynthesis.KDO-8-phosphate synthaseKDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
Phvul.008G049000Cell wall organisation.pectin.rhamnogalacturonan II.biosynthesis.2-keto-3-deoxymanno-octulosonic acid (KDO) biosynthesis.KDO-8-phosphate synthaseKDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
Phvul.008G049000Cell wall organisation.pectin.rhamnogalacturonan II.biosynthesis.2-keto-3-deoxymanno-octulosonic acid (KDO) biosynthesis.KDO-8-phosphate synthaseKDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
Phvul.008G049000Cell wall organisation.pectin.rhamnogalacturonan II.biosynthesis.2-keto-3-deoxymanno-octulosonic acid (KDO) biosynthesis.KDO-8-phosphate synthaseKDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
Phvul.008G049000Cell wall organisation.pectin.rhamnogalacturonan II.biosynthesis.2-keto-3-deoxymanno-octulosonic acid (KDO) biosynthesis.KDO-8-phosphate synthaseKDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
Phvul.008G049000Cell wall organisation.pectin.rhamnogalacturonan II.biosynthesis.2-keto-3-deoxymanno-octulosonic acid (KDO) biosynthesis.KDO-8-phosphate synthaseKDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
Phvul.008G049000Cell wall organisation.pectin.rhamnogalacturonan II.biosynthesis.2-keto-3-deoxymanno-octulosonic acid (KDO) biosynthesis.KDO-8-phosphate synthaseKDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
Phvul.008G049000Cell wall organisation.pectin.rhamnogalacturonan II.biosynthesis.2-keto-3-deoxymanno-octulosonic acid (KDO) biosynthesis.KDO-8-phosphate synthaseKDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
Phvul.008G049000Cell wall organisation.pectin.rhamnogalacturonan II.biosynthesis.2-keto-3-deoxymanno-octulosonic acid (KDO) biosynthesis.KDO-8-phosphate synthaseKDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
Phvul.008G049000Cell wall organisation.pectin.rhamnogalacturonan II.biosynthesis.2-keto-3-deoxymanno-octulosonic acid (KDO) biosynthesis.KDO-8-phosphate synthaseKDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
Phvul.008G049000Cell wall organisation.pectin.rhamnogalacturonan II.biosynthesis.2-keto-3-deoxymanno-octulosonic acid (KDO) biosynthesis.KDO-8-phosphate synthaseKDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
Phvul.008G049400not assigned.not annotated no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
Phvul.008G049400not assigned.not annotated no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
Phvul.008G049400not assigned.not annotated no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
Phvul.008G049400not assigned.not annotated no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
Phvul.008G049400not assigned.not annotated no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
Phvul.008G049400not assigned.not annotated no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
Phvul.008G049400not assigned.not annotated no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
Phvul.008G049400not assigned.not annotated no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
Phvul.008G049400not assigned.not annotated no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
Phvul.008G049400not assigned.not annotated no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
Phvul.008G145800not assigned.annotated (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
Phvul.008G145800not assigned.annotated (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
Phvul.008G145800not assigned.annotated (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
Phvul.008G145800not assigned.annotated (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
Phvul.008G145800not assigned.annotated (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
Phvul.008G145800not assigned.annotated (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
Phvul.008G145800not assigned.annotated (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
Phvul.008G145800not assigned.annotated (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
Phvul.008G145800not assigned.annotated (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
Phvul.008G145800not assigned.annotated (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
Phvul.008G145800not assigned.annotated (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
Phvul.008G145800not assigned.annotated (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
Phvul.008G260200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenno description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
Phvul.008G260200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenno description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
Phvul.008G260200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenno description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
Phvul.008G260200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenno description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
Phvul.008G260200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenno description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
Phvul.008G260200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenno description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
Phvul.008G260200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenno description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
Phvul.008G260200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenno description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
Phvul.008G260200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenno description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
Phvul.008G260200Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenno description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
Phvul.008G290600Lipid metabolism.glycerolipid biosynthesis.phosphatidylcholine.CTP:phosphorylcholine cytidylyltransferaseCTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G014600Lipid metabolism.glycerolipid biosynthesis.cardiolipin.cardiolipin deacylasecardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
Phvul.009G149200RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37151166 transcript=Phvul.009G149200.1 locus=Phvul.009G149200 ID=Phvul.009G149200.1.v2.1 annot-version=v2.1) &
Phvul.009G198000Solute transport.carrier-mediated transport.APC superfamily.AAAP family.solute transporter (AAAP)solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
Phvul.009G198000Solute transport.carrier-mediated transport.APC superfamily.AAAP family.solute transporter (AAAP)solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
Phvul.009G198000Solute transport.carrier-mediated transport.APC superfamily.AAAP family.solute transporter (AAAP)solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
Phvul.009G198000Solute transport.carrier-mediated transport.APC superfamily.AAAP family.solute transporter (AAAP)solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
Phvul.009G198000Solute transport.carrier-mediated transport.APC superfamily.AAAP family.solute transporter (AAAP)solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
Phvul.009G198000Solute transport.carrier-mediated transport.APC superfamily.AAAP family.solute transporter (AAAP)solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
Phvul.009G198000Solute transport.carrier-mediated transport.APC superfamily.AAAP family.solute transporter (AAAP)solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
Phvul.009G198000Solute transport.carrier-mediated transport.APC superfamily.AAAP family.solute transporter (AAAP)solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
Phvul.009G198000Solute transport.carrier-mediated transport.APC superfamily.AAAP family.solute transporter (AAAP)solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
Phvul.009G198000Solute transport.carrier-mediated transport.APC superfamily.AAAP family.solute transporter (AAAP)solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
Phvul.010G124800not assigned.annotated (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
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Do not distribute

Phvul.011G053200Lipid metabolism.phytosterol biosynthesis.phytosterol conjugation.3-beta hydroxysteroid dehydrogenase3-beta hydroxysteroid dehydrogenase (original description: pacid=37156515 transcript=Phvul.011G053200.1 locus=Phvul.011G053200 ID=Phvul.011G053200.1.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.L002332Cell wall organisation.cutin and suberin.cutin polyester biosynthesis.cutin synthase (CD)cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
Phvul.001G013800not assigned.annotated (original description: pacid=37169408 transcript=Phvul.001G013800.1 locus=Phvul.001G013800 ID=Phvul.001G013800.1.v2.1 annot-version=v2.1) & U-box domain-containing protein 5 OS=Arabidopsis thaliana (sp|o23225|pub5_arath : 122.0)
Phvul.001G126800Lipid metabolism.lipid degradation.triacylglycerol lipase activities.diacyl-/triacylglycerol lipase activities.lipase (Patatin/SDP)Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Phvul.001G126800Lipid metabolism.lipid degradation.triacylglycerol lipase activities.diacyl-/triacylglycerol lipase activities.lipase (Patatin/SDP)Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Phvul.001G126800Lipid metabolism.lipid degradation.triacylglycerol lipase activities.diacyl-/triacylglycerol lipase activities.lipase (Patatin/SDP)Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Phvul.001G126800Lipid metabolism.lipid degradation.triacylglycerol lipase activities.diacyl-/triacylglycerol lipase activities.lipase (Patatin/SDP)Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Phvul.001G126800Lipid metabolism.lipid degradation.triacylglycerol lipase activities.diacyl-/triacylglycerol lipase activities.lipase (Patatin/SDP)Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Phvul.001G126800Lipid metabolism.lipid degradation.triacylglycerol lipase activities.diacyl-/triacylglycerol lipase activities.lipase (Patatin/SDP)Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Phvul.001G126800Lipid metabolism.lipid degradation.triacylglycerol lipase activities.diacyl-/triacylglycerol lipase activities.lipase (Patatin/SDP)Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Phvul.001G126800Lipid metabolism.lipid degradation.triacylglycerol lipase activities.diacyl-/triacylglycerol lipase activities.lipase (Patatin/SDP)Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Phvul.001G126800Lipid metabolism.lipid degradation.triacylglycerol lipase activities.diacyl-/triacylglycerol lipase activities.lipase (Patatin/SDP)Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Phvul.001G126800Lipid metabolism.lipid degradation.triacylglycerol lipase activities.diacyl-/triacylglycerol lipase activities.lipase (Patatin/SDP)Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Phvul.001G131700Cytoskeleton organisation.microfilament network.actin polymerisation.villin actin-crosslinking factorvillin actin-crosslinking factor (original description: pacid=37168325 transcript=Phvul.001G131700.3 locus=Phvul.001G131700 ID=Phvul.001G131700.3.v2.1 annot-version=v2.1) &
Phvul.001G131700Cytoskeleton organisation.microfilament network.actin polymerisation.villin actin-crosslinking factorvillin actin-crosslinking factor (original description: pacid=37168325 transcript=Phvul.001G131700.3 locus=Phvul.001G131700 ID=Phvul.001G131700.3.v2.1 annot-version=v2.1) &
Phvul.001G131700Cytoskeleton organisation.microfilament network.actin polymerisation.villin actin-crosslinking factorvillin actin-crosslinking factor (original description: pacid=37168325 transcript=Phvul.001G131700.3 locus=Phvul.001G131700 ID=Phvul.001G131700.3.v2.1 annot-version=v2.1) &
Phvul.001G216400RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
Phvul.002G134400not assigned.not annotated no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
Phvul.002G134400not assigned.not annotated no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
Phvul.002G134400not assigned.not annotated no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
Phvul.002G134400not assigned.not annotated no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
Phvul.002G134400not assigned.not annotated no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
Phvul.002G134400not assigned.not annotated no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
Phvul.002G134400not assigned.not annotated no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
Phvul.002G134400not assigned.not annotated no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
Phvul.002G134400not assigned.not annotated no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
Phvul.002G134400not assigned.not annotated no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
Phvul.002G134400not assigned.not annotated no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
Phvul.002G134700not assigned.not annotated no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
Phvul.002G134700not assigned.not annotated no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
Phvul.002G134700not assigned.not annotated no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
Phvul.002G134700not assigned.not annotated no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
Phvul.002G134700not assigned.not annotated no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
Phvul.002G134700not assigned.not annotated no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
Phvul.002G134700not assigned.not annotated no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
Phvul.002G134700not assigned.not annotated no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
Phvul.002G134700not assigned.not annotated no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
Phvul.002G134700not assigned.not annotated no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
Phvul.002G134700not assigned.not annotated no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
Phvul.002G135500not assigned.not annotated no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
Phvul.002G135500not assigned.not annotated no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
Phvul.002G135500not assigned.not annotated no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
Phvul.002G135500not assigned.not annotated no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
Phvul.002G135500not assigned.not annotated no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
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Phvul.002G135500not assigned.not annotated no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
Phvul.002G135500not assigned.not annotated no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
Phvul.002G135500not assigned.not annotated no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
Phvul.002G135500not assigned.not annotated no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
Phvul.002G135500not assigned.not annotated no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
Phvul.002G135500not assigned.not annotated no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
Phvul.002G135500not assigned.not annotated no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
Phvul.002G166200not assigned.annotated (original description: pacid=37177136 transcript=Phvul.002G166200.3 locus=Phvul.002G166200 ID=Phvul.002G166200.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH10 OS=Arabidopsis thaliana (sp|q9si13|sfh10_arath : 533.0)
Phvul.002G166200not assigned.annotated (original description: pacid=37177136 transcript=Phvul.002G166200.3 locus=Phvul.002G166200 ID=Phvul.002G166200.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH10 OS=Arabidopsis thaliana (sp|q9si13|sfh10_arath : 533.0)
Phvul.002G166200not assigned.annotated (original description: pacid=37177136 transcript=Phvul.002G166200.3 locus=Phvul.002G166200 ID=Phvul.002G166200.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH10 OS=Arabidopsis thaliana (sp|q9si13|sfh10_arath : 533.0)
Phvul.002G285400RNA processing.RNA 3-end processing.snRNA maturation.DSP snRNA processing complex.component DSP4component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
Phvul.002G285400RNA processing.RNA 3-end processing.snRNA maturation.DSP snRNA processing complex.component DSP4component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
Phvul.002G285400RNA processing.RNA 3-end processing.snRNA maturation.DSP snRNA processing complex.component DSP4component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
Phvul.002G285400RNA processing.RNA 3-end processing.snRNA maturation.DSP snRNA processing complex.component DSP4component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
Phvul.002G285400RNA processing.RNA 3-end processing.snRNA maturation.DSP snRNA processing complex.component DSP4component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
Phvul.002G285400RNA processing.RNA 3-end processing.snRNA maturation.DSP snRNA processing complex.component DSP4component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
Phvul.002G285400RNA processing.RNA 3-end processing.snRNA maturation.DSP snRNA processing complex.component DSP4component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
Phvul.002G285400RNA processing.RNA 3-end processing.snRNA maturation.DSP snRNA processing complex.component DSP4component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
Phvul.002G285400RNA processing.RNA 3-end processing.snRNA maturation.DSP snRNA processing complex.component DSP4component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
Phvul.002G285400RNA processing.RNA 3-end processing.snRNA maturation.DSP snRNA processing complex.component DSP4component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
Phvul.002G285400RNA processing.RNA 3-end processing.snRNA maturation.DSP snRNA processing complex.component DSP4component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
Phvul.003G053000Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseProbable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Phvul.003G192500not assigned.annotated (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
Phvul.003G192500not assigned.annotated (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
Phvul.003G192500not assigned.annotated (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
Phvul.003G192500not assigned.annotated (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
Phvul.003G192500not assigned.annotated (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
Phvul.003G192500not assigned.annotated (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
Phvul.003G192500not assigned.annotated (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
Phvul.003G192500not assigned.annotated (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
Phvul.003G192500not assigned.annotated (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
Phvul.003G192500not assigned.annotated (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
Phvul.003G223934RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
Phvul.003G223934RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
Phvul.003G223934RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
Phvul.003G223934RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
Phvul.003G223934RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
Phvul.003G223934RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
Phvul.003G223934RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
Phvul.003G223934RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
Phvul.003G223934RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
Phvul.003G223934RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
Phvul.003G223934RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
Phvul.003G223934RNA biosynthesis.transcriptional regulation.transcription factor (PHD)PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
Phvul.003G274500Cytoskeleton organisation.microfilament network.actin polymerisation.Arp2/3 actin polymerization initiation complex.component ArpC2component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
Phvul.003G274500Cytoskeleton organisation.microfilament network.actin polymerisation.Arp2/3 actin polymerization initiation complex.component ArpC2component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.003G274500Cytoskeleton organisation.microfilament network.actin polymerisation.Arp2/3 actin polymerization initiation complex.component ArpC2component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
Phvul.003G274500Cytoskeleton organisation.microfilament network.actin polymerisation.Arp2/3 actin polymerization initiation complex.component ArpC2component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
Phvul.003G274500Cytoskeleton organisation.microfilament network.actin polymerisation.Arp2/3 actin polymerization initiation complex.component ArpC2component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
Phvul.003G274500Cytoskeleton organisation.microfilament network.actin polymerisation.Arp2/3 actin polymerization initiation complex.component ArpC2component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
Phvul.003G274500Cytoskeleton organisation.microfilament network.actin polymerisation.Arp2/3 actin polymerization initiation complex.component ArpC2component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
Phvul.003G274500Cytoskeleton organisation.microfilament network.actin polymerisation.Arp2/3 actin polymerization initiation complex.component ArpC2component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
Phvul.003G274500Cytoskeleton organisation.microfilament network.actin polymerisation.Arp2/3 actin polymerization initiation complex.component ArpC2component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
Phvul.003G274500Cytoskeleton organisation.microfilament network.actin polymerisation.Arp2/3 actin polymerization initiation complex.component ArpC2component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
Phvul.003G274500Cytoskeleton organisation.microfilament network.actin polymerisation.Arp2/3 actin polymerization initiation complex.component ArpC2component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G118500not assigned.annotated (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
Phvul.004G176200Lipid metabolism.sphingolipid biosynthesis.ceramide glucosyltransferaseceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
Phvul.004G176200Lipid metabolism.sphingolipid biosynthesis.ceramide glucosyltransferaseceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
Phvul.004G176200Lipid metabolism.sphingolipid biosynthesis.ceramide glucosyltransferaseceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
Phvul.004G176200Lipid metabolism.sphingolipid biosynthesis.ceramide glucosyltransferaseceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
Phvul.004G176200Lipid metabolism.sphingolipid biosynthesis.ceramide glucosyltransferaseceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
Phvul.004G176200Lipid metabolism.sphingolipid biosynthesis.ceramide glucosyltransferaseceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
Phvul.004G176200Lipid metabolism.sphingolipid biosynthesis.ceramide glucosyltransferaseceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
Phvul.004G176200Lipid metabolism.sphingolipid biosynthesis.ceramide glucosyltransferaseceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
Phvul.004G176200Lipid metabolism.sphingolipid biosynthesis.ceramide glucosyltransferaseceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
Phvul.004G176200Lipid metabolism.sphingolipid biosynthesis.ceramide glucosyltransferaseceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
Phvul.004G176200Lipid metabolism.sphingolipid biosynthesis.ceramide glucosyltransferaseceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
Phvul.004G176200Lipid metabolism.sphingolipid biosynthesis.ceramide glucosyltransferaseceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
Phvul.005G057900Protein modification.glycosylation.N-linked glycosylation.dolichol-phosphate-linked oligosaccharide precursor assembly.beta-1,4-mannosyl-transferase (ALG1)beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
Phvul.005G068800not assigned.annotated (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
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Do not distribute

Phvul.006G055700Protein biosynthesis.organelle machinery.mitochondrial ribosome.large ribosomal subunit proteome.component mtRPL19component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
Phvul.006G055700Protein biosynthesis.organelle machinery.mitochondrial ribosome.large ribosomal subunit proteome.component mtRPL19component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
Phvul.006G055700Protein biosynthesis.organelle machinery.mitochondrial ribosome.large ribosomal subunit proteome.component mtRPL19component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
Phvul.006G055700Protein biosynthesis.organelle machinery.mitochondrial ribosome.large ribosomal subunit proteome.component mtRPL19component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
Phvul.006G055700Protein biosynthesis.organelle machinery.mitochondrial ribosome.large ribosomal subunit proteome.component mtRPL19component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
Phvul.006G055700Protein biosynthesis.organelle machinery.mitochondrial ribosome.large ribosomal subunit proteome.component mtRPL19component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
Phvul.006G055700Protein biosynthesis.organelle machinery.mitochondrial ribosome.large ribosomal subunit proteome.component mtRPL19component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
Phvul.006G055700Protein biosynthesis.organelle machinery.mitochondrial ribosome.large ribosomal subunit proteome.component mtRPL19component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
Phvul.006G055700Protein biosynthesis.organelle machinery.mitochondrial ribosome.large ribosomal subunit proteome.component mtRPL19component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
Phvul.006G055700Protein biosynthesis.organelle machinery.mitochondrial ribosome.large ribosomal subunit proteome.component mtRPL19component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
Phvul.006G106300Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G106400Phytohormone action.ethylene.perception and signal transduction.receptor protein (ETR/ERS)ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
Phvul.006G112211not assigned.not annotated no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
Phvul.006G112211not assigned.not annotated no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
Phvul.006G112211not assigned.not annotated no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
Phvul.006G112211not assigned.not annotated no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
Phvul.006G112211not assigned.not annotated no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
Phvul.006G112211not assigned.not annotated no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
Phvul.006G112211not assigned.not annotated no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
Phvul.006G112211not assigned.not annotated no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
Phvul.006G112211not assigned.not annotated no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
Phvul.006G112211not assigned.not annotated no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
Phvul.006G112211not assigned.not annotated no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
Phvul.006G117900Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.TDL-peptide activity.TDL-precursor polypeptideTDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
Phvul.006G117900Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.TDL-peptide activity.TDL-precursor polypeptideTDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
Phvul.006G117900Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.TDL-peptide activity.TDL-precursor polypeptideTDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
Phvul.006G117900Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.TDL-peptide activity.TDL-precursor polypeptideTDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
Phvul.006G117900Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.TDL-peptide activity.TDL-precursor polypeptideTDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
Phvul.006G117900Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.TDL-peptide activity.TDL-precursor polypeptideTDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
Phvul.006G117900Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.TDL-peptide activity.TDL-precursor polypeptideTDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
Phvul.006G117900Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.TDL-peptide activity.TDL-precursor polypeptideTDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
Phvul.006G117900Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.TDL-peptide activity.TDL-precursor polypeptideTDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
Phvul.006G117900Phytohormone action.signalling peptides.NCRP (non-cysteine-rich-peptide) category.TDL-peptide activity.TDL-precursor polypeptideTDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
Phvul.006G139100not assigned.annotated (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
Phvul.007G199700Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP4-group componentSYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
Phvul.007G199700Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP4-group componentSYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
Phvul.007G199700Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP4-group componentSYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
Phvul.007G199700Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP4-group componentSYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
Phvul.007G199700Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP4-group componentSYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
Phvul.007G199700Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP4-group componentSYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
Phvul.007G199700Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP4-group componentSYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
Phvul.007G199700Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP4-group componentSYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
Phvul.007G199700Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP4-group componentSYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
Phvul.007G199700Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP4-group componentSYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
Phvul.007G227900Redox homeostasis.low-molecular-weight scavengers.tocopherol biosynthesis.homogentisate phytyltransferase (VTE2/HPT)homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
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Do not distribute

Phvul.007G227900Redox homeostasis.low-molecular-weight scavengers.tocopherol biosynthesis.homogentisate phytyltransferase (VTE2/HPT)homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
Phvul.007G227900Redox homeostasis.low-molecular-weight scavengers.tocopherol biosynthesis.homogentisate phytyltransferase (VTE2/HPT)homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
Phvul.007G227900Redox homeostasis.low-molecular-weight scavengers.tocopherol biosynthesis.homogentisate phytyltransferase (VTE2/HPT)homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
Phvul.007G227900Redox homeostasis.low-molecular-weight scavengers.tocopherol biosynthesis.homogentisate phytyltransferase (VTE2/HPT)homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
Phvul.007G227900Redox homeostasis.low-molecular-weight scavengers.tocopherol biosynthesis.homogentisate phytyltransferase (VTE2/HPT)homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
Phvul.007G227900Redox homeostasis.low-molecular-weight scavengers.tocopherol biosynthesis.homogentisate phytyltransferase (VTE2/HPT)homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
Phvul.007G227900Redox homeostasis.low-molecular-weight scavengers.tocopherol biosynthesis.homogentisate phytyltransferase (VTE2/HPT)homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
Phvul.007G227900Redox homeostasis.low-molecular-weight scavengers.tocopherol biosynthesis.homogentisate phytyltransferase (VTE2/HPT)homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
Phvul.007G227900Redox homeostasis.low-molecular-weight scavengers.tocopherol biosynthesis.homogentisate phytyltransferase (VTE2/HPT)homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
Phvul.007G252700Phytohormone action.abscisic acid.perception and signalling.membrane-localized receptors.chloroplast envelope-localized receptor (ABAR)ABAR chloroplast envelope-localized abscisic acid receptor (original description: pacid=37165077 transcript=Phvul.007G252700.1 locus=Phvul.007G252700 ID=Phvul.007G252700.1.v2.1 annot-version=v2.1) &
Phvul.008G003900Cell wall organisation.sporopollenin.exine wall formation.exine patterning factor (NEF1)exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
Phvul.008G003900Cell wall organisation.sporopollenin.exine wall formation.exine patterning factor (NEF1)exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
Phvul.008G041600not assigned.not annotated no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
Phvul.008G041600not assigned.not annotated no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
Phvul.008G041600not assigned.not annotated no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
Phvul.008G041600not assigned.not annotated no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
Phvul.008G041600not assigned.not annotated no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
Phvul.008G041600not assigned.not annotated no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
Phvul.008G041600not assigned.not annotated no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
Phvul.008G041600not assigned.not annotated no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
Phvul.008G041600not assigned.not annotated no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
Phvul.008G041600not assigned.not annotated no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
Phvul.008G041600not assigned.not annotated no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
Phvul.008G081500not assigned.not annotated no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
Phvul.008G093200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XII)protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
Phvul.008G176200Amino acid metabolism.biosynthesis.shikimate family.shikimate pathway.3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
Phvul.008G176200Amino acid metabolism.biosynthesis.shikimate family.shikimate pathway.3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
Phvul.008G176200Amino acid metabolism.biosynthesis.shikimate family.shikimate pathway.3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
Phvul.008G176200Amino acid metabolism.biosynthesis.shikimate family.shikimate pathway.3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
Phvul.008G176200Amino acid metabolism.biosynthesis.shikimate family.shikimate pathway.3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
Phvul.008G176200Amino acid metabolism.biosynthesis.shikimate family.shikimate pathway.3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
Phvul.008G176200Amino acid metabolism.biosynthesis.shikimate family.shikimate pathway.3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
Phvul.008G176200Amino acid metabolism.biosynthesis.shikimate family.shikimate pathway.3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
Phvul.008G176200Amino acid metabolism.biosynthesis.shikimate family.shikimate pathway.3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
Phvul.008G176200Amino acid metabolism.biosynthesis.shikimate family.shikimate pathway.3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
Phvul.008G199500not assigned.annotated (original description: pacid=37158415 transcript=Phvul.008G199500.1 locus=Phvul.008G199500 ID=Phvul.008G199500.1.v2.1 annot-version=v2.1) & Uncharacterized protein At3g49140 OS=Arabidopsis thaliana (sp|q0wmn5|y3913_arath : 104.0)
Phvul.008G199500not assigned.annotated (original description: pacid=37158415 transcript=Phvul.008G199500.1 locus=Phvul.008G199500 ID=Phvul.008G199500.1.v2.1 annot-version=v2.1) & Uncharacterized protein At3g49140 OS=Arabidopsis thaliana (sp|q0wmn5|y3913_arath : 104.0)
Phvul.008G257400RNA biosynthesis.transcriptional regulation.transcription factor (AS2/LOB)transcription factor (AS2/LOB) (original description: pacid=37161314 transcript=Phvul.008G257400.1 locus=Phvul.008G257400 ID=Phvul.008G257400.1.v2.1 annot-version=v2.1) &
Phvul.009G092600Vesicle trafficking.clathrin coated vesicle (CCV) machinery.TPLATE AP-2 co-adaptor complex.component CAP1/ECA4component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
Phvul.009G092600Vesicle trafficking.clathrin coated vesicle (CCV) machinery.TPLATE AP-2 co-adaptor complex.component CAP1/ECA4component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
Phvul.009G092600Vesicle trafficking.clathrin coated vesicle (CCV) machinery.TPLATE AP-2 co-adaptor complex.component CAP1/ECA4component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
Phvul.009G092600Vesicle trafficking.clathrin coated vesicle (CCV) machinery.TPLATE AP-2 co-adaptor complex.component CAP1/ECA4component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
Phvul.009G092600Vesicle trafficking.clathrin coated vesicle (CCV) machinery.TPLATE AP-2 co-adaptor complex.component CAP1/ECA4component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
Phvul.009G092600Vesicle trafficking.clathrin coated vesicle (CCV) machinery.TPLATE AP-2 co-adaptor complex.component CAP1/ECA4component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
Phvul.009G092600Vesicle trafficking.clathrin coated vesicle (CCV) machinery.TPLATE AP-2 co-adaptor complex.component CAP1/ECA4component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
Phvul.009G092600Vesicle trafficking.clathrin coated vesicle (CCV) machinery.TPLATE AP-2 co-adaptor complex.component CAP1/ECA4component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
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Phvul.009G092600Vesicle trafficking.clathrin coated vesicle (CCV) machinery.TPLATE AP-2 co-adaptor complex.component CAP1/ECA4component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
Phvul.009G092600Vesicle trafficking.clathrin coated vesicle (CCV) machinery.TPLATE AP-2 co-adaptor complex.component CAP1/ECA4component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
Phvul.009G092600Vesicle trafficking.clathrin coated vesicle (CCV) machinery.TPLATE AP-2 co-adaptor complex.component CAP1/ECA4component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
Phvul.010G053600Vesicle trafficking.target membrane tethering.HOPS/CORVET membrane tethering complexes.CORVET-specific component VPS3CORVET-specific component VPS3 of HOPS/CORVET membrane tethering complexes (original description: pacid=37142467 transcript=Phvul.010G053600.2 locus=Phvul.010G053600 ID=Phvul.010G053600.2.v2.1 annot-version=v2.1) &
Phvul.011G035700RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP19|23|24)transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
Phvul.011G035700RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP19|23|24)transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
Phvul.011G035700RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP19|23|24)transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
Phvul.011G035700RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP19|23|24)transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
Phvul.011G035700RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP19|23|24)transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
Phvul.011G035700RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP19|23|24)transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
Phvul.011G035700RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP19|23|24)transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
Phvul.011G035700RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP19|23|24)transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
Phvul.011G035700RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP19|23|24)transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
Phvul.011G035700RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP19|23|24)transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
Phvul.011G082801not assigned.not annotated no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
Phvul.011G147000Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
Phvul.011G152100Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
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transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
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transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148483 transcript=Phvul.L000308.2 locus=Phvul.L000308 ID=Phvul.L000308.2.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
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 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153153 transcript=Phvul.005G088700.3 locus=Phvul.005G088700 ID=Phvul.005G088700.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153153 transcript=Phvul.005G088700.3 locus=Phvul.005G088700 ID=Phvul.005G088700.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153153 transcript=Phvul.005G088700.3 locus=Phvul.005G088700 ID=Phvul.005G088700.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
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serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153936 transcript=Phvul.005G132300.2 locus=Phvul.005G132300 ID=Phvul.005G132300.2.v2.1 annot-version=v2.1)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
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metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37151143 transcript=Phvul.009G249300.1 locus=Phvul.009G249300 ID=Phvul.009G249300.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At5g50990 OS=Arabidopsis thaliana (sp|q9fi49|pp428_arath : 614.0)
 no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167886 transcript=Phvul.001G033700.2 locus=Phvul.001G033700 ID=Phvul.001G033700.2.v2.1 annot-version=v2.1)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37170395 transcript=Phvul.001G233200.2 locus=Phvul.001G233200 ID=Phvul.001G233200.2.v2.1 annot-version=v2.1)
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
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flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
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metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
phosphatase (PPKL) (original description: pacid=37154472 transcript=Phvul.005G118700.1 locus=Phvul.005G118700 ID=Phvul.005G118700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
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transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164938 transcript=Phvul.007G234200.1 locus=Phvul.007G234200 ID=Phvul.007G234200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166658 transcript=Phvul.007G236400.1 locus=Phvul.007G236400 ID=Phvul.007G236400.1.v2.1 annot-version=v2.1)
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
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cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
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transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155572 transcript=Phvul.011G127400.1 locus=Phvul.011G127400 ID=Phvul.011G127400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155807 transcript=Phvul.011G152200.3 locus=Phvul.011G152200 ID=Phvul.011G152200.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155807 transcript=Phvul.011G152200.3 locus=Phvul.011G152200 ID=Phvul.011G152200.3.v2.1 annot-version=v2.1) &
cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
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cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37168555 transcript=Phvul.001G147500.1 locus=Phvul.001G147500 ID=Phvul.001G147500.1.v2.1 annot-version=v2.1) & no description available(sp|m1c5m7|rph1_soltu : 239.0)
histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
histone (H4) (original description: pacid=37171228 transcript=Phvul.001G169200.1 locus=Phvul.001G169200 ID=Phvul.001G169200.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
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RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
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protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
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 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145453 transcript=Phvul.003G119100.3 locus=Phvul.003G119100 ID=Phvul.003G119100.3.v2.1 annot-version=v2.1)
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
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transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
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S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
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calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
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 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
component VPS16/VCL1 of HOPS/CORVET membrane tethering complexes (original description: pacid=37172252 transcript=Phvul.006G022400.1 locus=Phvul.006G022400 ID=Phvul.006G022400.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37165281 transcript=Phvul.007G046900.2 locus=Phvul.007G046900 ID=Phvul.007G046900.2.v2.1 annot-version=v2.1)
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transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
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 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
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CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37143692 transcript=Phvul.010G158100.1 locus=Phvul.010G158100 ID=Phvul.010G158100.1.v2.1 annot-version=v2.1) & Putative UPF0481 protein At3g02645 OS=Arabidopsis thaliana (sp|p0c897|y3264_arath : 278.0)
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
assembly factor CcsB of CCS cytochrome f/c6 maturation system (system II) (original description: pacid=37154723 transcript=Phvul.011G047800.2 locus=Phvul.011G047800 ID=Phvul.011G047800.2.v2.1 annot-version=v2.1) &
assembly factor CcsB of CCS cytochrome f/c6 maturation system (system II) (original description: pacid=37154723 transcript=Phvul.011G047800.2 locus=Phvul.011G047800 ID=Phvul.011G047800.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
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protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155382 transcript=Phvul.011G127100.1 locus=Phvul.011G127100 ID=Phvul.011G127100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
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protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155579 transcript=Phvul.011G156200.1 locus=Phvul.011G156200 ID=Phvul.011G156200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
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protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
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protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
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diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
OTP51 plastidial RNA splicing factor (original description: pacid=37178117 transcript=Phvul.002G308800.1 locus=Phvul.002G308800 ID=Phvul.002G308800.1.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
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transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145436 transcript=Phvul.003G206500.1 locus=Phvul.003G206500 ID=Phvul.003G206500.1.v2.1 annot-version=v2.1)
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
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effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
PRONE-type RopGEF guanine nucleotide exchange factor (original description: pacid=37153146 transcript=Phvul.005G168700.1 locus=Phvul.005G168700 ID=Phvul.005G168700.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
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ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
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 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37165505 transcript=Phvul.007G280600.1 locus=Phvul.007G280600 ID=Phvul.007G280600.1.v2.1 annot-version=v2.1) & Protein SIEVE ELEMENT OCCLUSION B OS=Arabidopsis thaliana (sp|q9ss87|seob_arath : 168.0)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37161002 transcript=Phvul.008G048600.4 locus=Phvul.008G048600 ID=Phvul.008G048600.4.v2.1 annot-version=v2.1)
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157873 transcript=Phvul.008G049400.1 locus=Phvul.008G049400 ID=Phvul.008G049400.1.v2.1 annot-version=v2.1)
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
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protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37151166 transcript=Phvul.009G149200.1 locus=Phvul.009G149200 ID=Phvul.009G149200.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
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3-beta hydroxysteroid dehydrogenase (original description: pacid=37156515 transcript=Phvul.011G053200.1 locus=Phvul.011G053200 ID=Phvul.011G053200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
cutin synthase (CD) (original description: pacid=37148519 transcript=Phvul.L002332.1 locus=Phvul.L002332 ID=Phvul.L002332.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37169408 transcript=Phvul.001G013800.1 locus=Phvul.001G013800 ID=Phvul.001G013800.1.v2.1 annot-version=v2.1) & U-box domain-containing protein 5 OS=Arabidopsis thaliana (sp|o23225|pub5_arath : 122.0)
Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
Patatin-type lipase (original description: pacid=37168813 transcript=Phvul.001G126800.1 locus=Phvul.001G126800 ID=Phvul.001G126800.1.v2.1 annot-version=v2.1) &
villin actin-crosslinking factor (original description: pacid=37168325 transcript=Phvul.001G131700.3 locus=Phvul.001G131700 ID=Phvul.001G131700.3.v2.1 annot-version=v2.1) &
villin actin-crosslinking factor (original description: pacid=37168325 transcript=Phvul.001G131700.3 locus=Phvul.001G131700 ID=Phvul.001G131700.3.v2.1 annot-version=v2.1) &
villin actin-crosslinking factor (original description: pacid=37168325 transcript=Phvul.001G131700.3 locus=Phvul.001G131700 ID=Phvul.001G131700.3.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177749 transcript=Phvul.002G134400.1 locus=Phvul.002G134400 ID=Phvul.002G134400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177944 transcript=Phvul.002G134700.1 locus=Phvul.002G134700 ID=Phvul.002G134700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176534 transcript=Phvul.002G135500.1 locus=Phvul.002G135500 ID=Phvul.002G135500.1.v2.1 annot-version=v2.1)
 (original description: pacid=37177136 transcript=Phvul.002G166200.3 locus=Phvul.002G166200 ID=Phvul.002G166200.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH10 OS=Arabidopsis thaliana (sp|q9si13|sfh10_arath : 533.0)
 (original description: pacid=37177136 transcript=Phvul.002G166200.3 locus=Phvul.002G166200 ID=Phvul.002G166200.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH10 OS=Arabidopsis thaliana (sp|q9si13|sfh10_arath : 533.0)
 (original description: pacid=37177136 transcript=Phvul.002G166200.3 locus=Phvul.002G166200 ID=Phvul.002G166200.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH10 OS=Arabidopsis thaliana (sp|q9si13|sfh10_arath : 533.0)
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
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component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
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component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172023 transcript=Phvul.006G112211.1 locus=Phvul.006G112211 ID=Phvul.006G112211.1.v2.1 annot-version=v2.1)
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
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homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
ABAR chloroplast envelope-localized abscisic acid receptor (original description: pacid=37165077 transcript=Phvul.007G252700.1 locus=Phvul.007G252700 ID=Phvul.007G252700.1.v2.1 annot-version=v2.1) &
exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159608 transcript=Phvul.008G041600.1 locus=Phvul.008G041600 ID=Phvul.008G041600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157729 transcript=Phvul.008G081500.1 locus=Phvul.008G081500 ID=Phvul.008G081500.1.v2.1 annot-version=v2.1)
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37158415 transcript=Phvul.008G199500.1 locus=Phvul.008G199500 ID=Phvul.008G199500.1.v2.1 annot-version=v2.1) & Uncharacterized protein At3g49140 OS=Arabidopsis thaliana (sp|q0wmn5|y3913_arath : 104.0)
 (original description: pacid=37158415 transcript=Phvul.008G199500.1 locus=Phvul.008G199500 ID=Phvul.008G199500.1.v2.1 annot-version=v2.1) & Uncharacterized protein At3g49140 OS=Arabidopsis thaliana (sp|q0wmn5|y3913_arath : 104.0)
transcription factor (AS2/LOB) (original description: pacid=37161314 transcript=Phvul.008G257400.1 locus=Phvul.008G257400 ID=Phvul.008G257400.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
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component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
CORVET-specific component VPS3 of HOPS/CORVET membrane tethering complexes (original description: pacid=37142467 transcript=Phvul.010G053600.2 locus=Phvul.010G053600 ID=Phvul.010G053600.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155958 transcript=Phvul.011G082801.1 locus=Phvul.011G082801 ID=Phvul.011G082801.1.v2.1 annot-version=v2.1)
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
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transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
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transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &

transcription factor (AP2) (original description: pacid=37169523 transcript=Phvul.001G174400.1 locus=Phvul.001G174400 ID=Phvul.001G174400.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37175565 transcript=Phvul.002G016900.1 locus=Phvul.002G016900 ID=Phvul.002G016900.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37148342 transcript=Phvul.003G241900.1 locus=Phvul.003G241900 ID=Phvul.003G241900.1.v2.1 annot-version=v2.1) &
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Do not distribute
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
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Do not distribute
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &
transcription factor (AP2) (original description: pacid=37157469 transcript=Phvul.011G071100.2 locus=Phvul.011G071100 ID=Phvul.011G071100.2.v2.1 annot-version=v2.1) &

allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &

protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
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 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
 (original description: pacid=37169336 transcript=Phvul.001G172501.1 locus=Phvul.001G172501 ID=Phvul.001G172501.1.v2.1 annot-version=v2.1) & Anaphase-promoting complex subunit 5 OS=Arabidopsis thaliana (sp|q8h1u4|apc5_arath : 98.6)
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154114 transcript=Phvul.005G030900.1 locus=Phvul.005G030900 ID=Phvul.005G030900.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153153 transcript=Phvul.005G088700.3 locus=Phvul.005G088700 ID=Phvul.005G088700.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153153 transcript=Phvul.005G088700.3 locus=Phvul.005G088700 ID=Phvul.005G088700.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153153 transcript=Phvul.005G088700.3 locus=Phvul.005G088700 ID=Phvul.005G088700.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
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serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &
serine carboxypeptidase (original description: pacid=37152353 transcript=Phvul.005G131000.1 locus=Phvul.005G131000 ID=Phvul.005G131000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
transcription factor (AP2) (original description: pacid=37164176 transcript=Phvul.007G240200.1 locus=Phvul.007G240200 ID=Phvul.007G240200.1.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
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metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
metal cation transporter (MRS/MGT) (original description: pacid=37159769 transcript=Phvul.008G033900.3 locus=Phvul.008G033900 ID=Phvul.008G033900.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37151143 transcript=Phvul.009G249300.1 locus=Phvul.009G249300 ID=Phvul.009G249300.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At5g50990 OS=Arabidopsis thaliana (sp|q9fi49|pp428_arath : 614.0)

protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
 (original description: pacid=37170217 transcript=Phvul.001G187200.1 locus=Phvul.001G187200 ID=Phvul.001G187200.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 274.0)
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catalytic subunit alpha of CK-II protein kinase (original description: pacid=37178627 transcript=Phvul.002G012700.1 locus=Phvul.002G012700 ID=Phvul.002G012700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37174803 transcript=Phvul.002G083700.1 locus=Phvul.002G083700 ID=Phvul.002G083700.1.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
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flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
flavin monooxygenase (YUCCA) (original description: pacid=37178367 transcript=Phvul.002G313200.1 locus=Phvul.002G313200 ID=Phvul.002G313200.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &

catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37147364 transcript=Phvul.003G237100.1 locus=Phvul.003G237100 ID=Phvul.003G237100.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
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metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37145610 transcript=Phvul.003G262400.1 locus=Phvul.003G262400 ID=Phvul.003G262400.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &
metal cation transporter (ZIP) (original description: pacid=37146252 transcript=Phvul.003G262500.1 locus=Phvul.003G262500 ID=Phvul.003G262500.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
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transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &

protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159381 transcript=Phvul.008G058700.2 locus=Phvul.008G058700 ID=Phvul.008G058700.2.v2.1 annot-version=v2.1) &
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cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37150692 transcript=Phvul.009G130700.1 locus=Phvul.009G130700 ID=Phvul.009G130700.1.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana (sp|q6dbn1|y4845_arath : 243.0)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
 (original description: pacid=37143326 transcript=Phvul.010G002600.1 locus=Phvul.010G002600 ID=Phvul.010G002600.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 98.6)
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
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transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &

protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156493 transcript=Phvul.011G150100.1 locus=Phvul.011G150100 ID=Phvul.011G150100.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155807 transcript=Phvul.011G152200.3 locus=Phvul.011G152200 ID=Phvul.011G152200.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155807 transcript=Phvul.011G152200.3 locus=Phvul.011G152200 ID=Phvul.011G152200.3.v2.1 annot-version=v2.1) &
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Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37168555 transcript=Phvul.001G147500.1 locus=Phvul.001G147500 ID=Phvul.001G147500.1.v2.1 annot-version=v2.1) & no description available(sp|m1c5m7|rph1_soltu : 239.0)

MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
MT plus-end-tracking protein (GPT) (original description: pacid=37170301 transcript=Phvul.001G174800.1 locus=Phvul.001G174800 ID=Phvul.001G174800.1.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
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RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
RING-v-class E3 ligase (original description: pacid=37167834 transcript=Phvul.001G212400.2 locus=Phvul.001G212400 ID=Phvul.001G212400.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
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protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
protein kinase (BIK1) (original description: pacid=37168984 transcript=Phvul.001G232300.2 locus=Phvul.001G232300 ID=Phvul.001G232300.2.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
O-acetyltransferase (RWA) (original description: pacid=37175788 transcript=Phvul.002G197200.1 locus=Phvul.002G197200 ID=Phvul.002G197200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
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 (original description: pacid=37176061 transcript=Phvul.002G218300.1 locus=Phvul.002G218300 ID=Phvul.002G218300.1.v2.1 annot-version=v2.1) & Protein HEAT-STRESS-ASSOCIATED 32 OS=Arabidopsis thaliana (sp|q8gwl1|hsa32_arath : 383.0)
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
associated component POT of telomerase ribonucleoprotein complex (original description: pacid=37175673 transcript=Phvul.002G330500.5 locus=Phvul.002G330500 ID=Phvul.002G330500.5.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &
allene oxidase cyclase (AOC) (original description: pacid=37144852 transcript=Phvul.003G111500.1 locus=Phvul.003G111500 ID=Phvul.003G111500.1.v2.1 annot-version=v2.1) &

protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37144508 transcript=Phvul.003G203100.1 locus=Phvul.003G203100 ID=Phvul.003G203100.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
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transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37147633 transcript=Phvul.003G259700.2 locus=Phvul.003G259700 ID=Phvul.003G259700.2.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
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S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
S28-class serine carboxypeptidase (original description: pacid=37144582 transcript=Phvul.003G260000.3 locus=Phvul.003G260000 ID=Phvul.003G260000.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37144496 transcript=Phvul.003G268500.1 locus=Phvul.003G268500 ID=Phvul.003G268500.1.v2.1 annot-version=v2.1) & Endochitinase OS=Pisum sativum (sp|p36907|chix_pea : 377.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
 (original description: pacid=37145020 transcript=Phvul.003G291200.2 locus=Phvul.003G291200 ID=Phvul.003G291200.2.v2.1 annot-version=v2.1) & no description available(sp|f4jts8|nov_arath : 2070.0)
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
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calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
calcium-permeable channel (OSCA) (original description: pacid=37163311 transcript=Phvul.004G031700.3 locus=Phvul.004G031700 ID=Phvul.004G031700.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37153816 transcript=Phvul.005G088800.1 locus=Phvul.005G088800 ID=Phvul.005G088800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
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 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
 (original description: pacid=37154031 transcript=Phvul.005G171900.2 locus=Phvul.005G171900 ID=Phvul.005G171900.2.v2.1 annot-version=v2.1) & Coatomer subunit beta-2 OS=Arabidopsis thaliana (sp|q9c827|cob22_arath : 307.0)
component VPS16/VCL1 of HOPS/CORVET membrane tethering complexes (original description: pacid=37172252 transcript=Phvul.006G022400.1 locus=Phvul.006G022400 ID=Phvul.006G022400.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
transcription factor (ARF) (original description: pacid=37172907 transcript=Phvul.006G181200.1 locus=Phvul.006G181200 ID=Phvul.006G181200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
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transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
transcription factor (mTERF) (original description: pacid=37164524 transcript=Phvul.007G089900.1 locus=Phvul.007G089900 ID=Phvul.007G089900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)

 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
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 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
 (original description: pacid=37160404 transcript=Phvul.008G089600.4 locus=Phvul.008G089600 ID=Phvul.008G089600.4.v2.1 annot-version=v2.1) & Alpha-soluble NSF attachment protein OS=Vitis vinifera (sp|p93798|snaa_vitvi : 260.0)
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37159336 transcript=Phvul.008G122700.1 locus=Phvul.008G122700 ID=Phvul.008G122700.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
oxygen-dependent coproporphyrinogen III oxidase (HemF) (original description: pacid=37159396 transcript=Phvul.008G289900.1 locus=Phvul.008G289900 ID=Phvul.008G289900.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
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CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
modification reader component Pc of PRC1 histone mono-ubiquitination complex (original description: pacid=37148716 transcript=Phvul.009G117500.1 locus=Phvul.009G117500 ID=Phvul.009G117500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
 (original description: pacid=37143692 transcript=Phvul.010G158100.1 locus=Phvul.010G158100 ID=Phvul.010G158100.1.v2.1 annot-version=v2.1) & Putative UPF0481 protein At3g02645 OS=Arabidopsis thaliana (sp|p0c897|y3264_arath : 278.0)
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
assembly factor CcsB of CCS cytochrome f/c6 maturation system (system II) (original description: pacid=37154723 transcript=Phvul.011G047800.2 locus=Phvul.011G047800 ID=Phvul.011G047800.2.v2.1 annot-version=v2.1) &
assembly factor CcsB of CCS cytochrome f/c6 maturation system (system II) (original description: pacid=37154723 transcript=Phvul.011G047800.2 locus=Phvul.011G047800 ID=Phvul.011G047800.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VIII-2) (original description: pacid=37157071 transcript=Phvul.011G067401.1 locus=Phvul.011G067401 ID=Phvul.011G067401.1.v2.1 annot-version=v2.1) &
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protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155680 transcript=Phvul.011G150950.1 locus=Phvul.011G150950 ID=Phvul.011G150950.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
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protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156335 transcript=Phvul.011G152400.1 locus=Phvul.011G152400 ID=Phvul.011G152400.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155579 transcript=Phvul.011G156200.1 locus=Phvul.011G156200 ID=Phvul.011G156200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
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protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155901 transcript=Phvul.011G168400.2 locus=Phvul.011G168400 ID=Phvul.011G168400.2.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37154936 transcript=Phvul.011G202200.1 locus=Phvul.011G202200 ID=Phvul.011G202200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
 (original description: pacid=37167678 transcript=Phvul.001G152400.1 locus=Phvul.001G152400 ID=Phvul.001G152400.1.v2.1 annot-version=v2.1) & F-box protein SKIP17 OS=Arabidopsis thaliana (sp|q0wrc9|ski17_arath : 270.0)
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168739 transcript=Phvul.001G176200.1 locus=Phvul.001G176200 ID=Phvul.001G176200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
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protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37174378 transcript=Phvul.002G010800.1 locus=Phvul.002G010800 ID=Phvul.002G010800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176614 transcript=Phvul.002G214900.1 locus=Phvul.002G214900 ID=Phvul.002G214900.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (L-lectin) (original description: pacid=37176821 transcript=Phvul.002G215000.1 locus=Phvul.002G215000 ID=Phvul.002G215000.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
protein kinase (ABC1) (original description: pacid=37178758 transcript=Phvul.002G264200.1 locus=Phvul.002G264200 ID=Phvul.002G264200.1.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
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diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
diacylglycerol kinase (original description: pacid=37176586 transcript=Phvul.002G276700.3 locus=Phvul.002G276700 ID=Phvul.002G276700.3.v2.1 annot-version=v2.1) &
OTP51 plastidial RNA splicing factor (original description: pacid=37178117 transcript=Phvul.002G308800.1 locus=Phvul.002G308800 ID=Phvul.002G308800.1.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
 (original description: pacid=37145410 transcript=Phvul.003G170000.1 locus=Phvul.003G170000 ID=Phvul.003G170000.1.v2.1 annot-version=v2.1) & Heptahelical transmembrane protein 1 OS=Arabidopsis thaliana (sp|q93zh9|hhp1_arath : 364.0)
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
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transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
transcription factor (DOF) (original description: pacid=37146863 transcript=Phvul.003G189300.2 locus=Phvul.003G189300 ID=Phvul.003G189300.2.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &
CIF-peptide receptor (GSO) (original description: pacid=37147649 transcript=Phvul.003G202100.1 locus=Phvul.003G202100 ID=Phvul.003G202100.1.v2.1 annot-version=v2.1) &

transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37147699 transcript=Phvul.003G229600.2 locus=Phvul.003G229600 ID=Phvul.003G229600.2.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
catalytic subunit alpha of CK-II protein kinase (original description: pacid=37148165 transcript=Phvul.003G235900.1 locus=Phvul.003G235900 ID=Phvul.003G235900.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
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effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37162120 transcript=Phvul.004G046400.1 locus=Phvul.004G046400 ID=Phvul.004G046400.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
PRONE-type RopGEF guanine nucleotide exchange factor (original description: pacid=37153146 transcript=Phvul.005G168700.1 locus=Phvul.005G168700 ID=Phvul.005G168700.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
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ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &

metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
metal ion-chelate reductase (FRO) (original description: pacid=37171772 transcript=Phvul.006G133600.1 locus=Phvul.006G133600 ID=Phvul.006G133600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37172219 transcript=Phvul.006G136700.3 locus=Phvul.006G136700 ID=Phvul.006G136700.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana (sp|f4jva9|sfh2_arath : 95.1)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
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 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
fasciclin-type arabinogalactan protein (original description: pacid=37172930 transcript=Phvul.006G172200.1 locus=Phvul.006G172200 ID=Phvul.006G172200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37166614 transcript=Phvul.007G199800.2 locus=Phvul.007G199800 ID=Phvul.007G199800.2.v2.1 annot-version=v2.1) & Exonuclease DPD1, chloroplastic/mitochondrial OS=Arabidopsis thaliana (sp|q682u6|dpd1_arath : 218.0)
 (original description: pacid=37165505 transcript=Phvul.007G280600.1 locus=Phvul.007G280600 ID=Phvul.007G280600.1.v2.1 annot-version=v2.1) & Protein SIEVE ELEMENT OCCLUSION B OS=Arabidopsis thaliana (sp|q9ss87|seob_arath : 168.0)
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KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &

protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
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protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
 (original description: pacid=37159888 transcript=Phvul.008G145800.1 locus=Phvul.008G145800 ID=Phvul.008G145800.1.v2.1 annot-version=v2.1) & Cystinosin homolog OS=Arabidopsis thaliana (sp|p57758|ctns_arath : 363.0)
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
CTP:phosphorylcholine cytidylyltransferase (original description: pacid=37161400 transcript=Phvul.008G290600.1 locus=Phvul.008G290600 ID=Phvul.008G290600.1.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
cardiolipin deacylase (original description: pacid=37150511 transcript=Phvul.009G014600.2 locus=Phvul.009G014600 ID=Phvul.009G014600.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37151166 transcript=Phvul.009G149200.1 locus=Phvul.009G149200 ID=Phvul.009G149200.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
solute transporter (AAAP) (original description: pacid=37150292 transcript=Phvul.009G198000.1 locus=Phvul.009G198000 ID=Phvul.009G198000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37142336 transcript=Phvul.010G124800.1 locus=Phvul.010G124800 ID=Phvul.010G124800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase 5 OS=Arabidopsis thaliana (sp|q9ssa7|glip5_arath : 192.0)
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3-beta hydroxysteroid dehydrogenase (original description: pacid=37156515 transcript=Phvul.011G053200.1 locus=Phvul.011G053200 ID=Phvul.011G053200.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37169408 transcript=Phvul.001G013800.1 locus=Phvul.001G013800 ID=Phvul.001G013800.1.v2.1 annot-version=v2.1) & U-box domain-containing protein 5 OS=Arabidopsis thaliana (sp|o23225|pub5_arath : 122.0)

villin actin-crosslinking factor (original description: pacid=37168325 transcript=Phvul.001G131700.3 locus=Phvul.001G131700 ID=Phvul.001G131700.3.v2.1 annot-version=v2.1) &
villin actin-crosslinking factor (original description: pacid=37168325 transcript=Phvul.001G131700.3 locus=Phvul.001G131700 ID=Phvul.001G131700.3.v2.1 annot-version=v2.1) &
villin actin-crosslinking factor (original description: pacid=37168325 transcript=Phvul.001G131700.3 locus=Phvul.001G131700 ID=Phvul.001G131700.3.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37168654 transcript=Phvul.001G216400.1 locus=Phvul.001G216400 ID=Phvul.001G216400.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37177136 transcript=Phvul.002G166200.3 locus=Phvul.002G166200 ID=Phvul.002G166200.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH10 OS=Arabidopsis thaliana (sp|q9si13|sfh10_arath : 533.0)
 (original description: pacid=37177136 transcript=Phvul.002G166200.3 locus=Phvul.002G166200 ID=Phvul.002G166200.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH10 OS=Arabidopsis thaliana (sp|q9si13|sfh10_arath : 533.0)
 (original description: pacid=37177136 transcript=Phvul.002G166200.3 locus=Phvul.002G166200 ID=Phvul.002G166200.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH10 OS=Arabidopsis thaliana (sp|q9si13|sfh10_arath : 533.0)
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
component DSP4 of DSP snRNA processing complex (original description: pacid=37178374 transcript=Phvul.002G285400.1 locus=Phvul.002G285400 ID=Phvul.002G285400.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
 (original description: pacid=37148323 transcript=Phvul.003G192500.1 locus=Phvul.003G192500 ID=Phvul.003G192500.1.v2.1 annot-version=v2.1) & Protein QUIRKY OS=Arabidopsis thaliana (sp|b8xch5|qky_arath : 1272.0)
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
PHD finger transcription factor (original description: pacid=37145047 transcript=Phvul.003G223934.1 locus=Phvul.003G223934 ID=Phvul.003G223934.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
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component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
component ArpC2 of Arp2/3 actin polymerization initiation complex (original description: pacid=37146044 transcript=Phvul.003G274500.1 locus=Phvul.003G274500 ID=Phvul.003G274500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
 (original description: pacid=37163202 transcript=Phvul.004G118500.5 locus=Phvul.004G118500 ID=Phvul.004G118500.5.v2.1 annot-version=v2.1) & Putative FBD-associated F-box protein At5g22720 OS=Arabidopsis thaliana (sp|q9fni9|fbd14_arath : 87.4)
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
ceramide glucosyltransferase (original description: pacid=37161552 transcript=Phvul.004G176200.1 locus=Phvul.004G176200 ID=Phvul.004G176200.1.v2.1 annot-version=v2.1) &
beta-1,4-mannosyl-transferase (ALG1) (original description: pacid=37152641 transcript=Phvul.005G057900.1 locus=Phvul.005G057900 ID=Phvul.005G057900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
 (original description: pacid=37152944 transcript=Phvul.005G068800.2 locus=Phvul.005G068800 ID=Phvul.005G068800.2.v2.1 annot-version=v2.1) & Probable E3 ubiquitin-protein ligase ZFP1 OS=Oryza sativa subsp. japonica (sp|q5qlr5|zfp1_orysj : 161.0)
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component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
component mtRPL19 of large ribosomal subunit proteome (original description: pacid=37172125 transcript=Phvul.006G055700.1 locus=Phvul.006G055700 ID=Phvul.006G055700.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37173607 transcript=Phvul.006G106300.1 locus=Phvul.006G106300 ID=Phvul.006G106300.1.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &
ETR/ERS-type ethylene receptor protein (original description: pacid=37171618 transcript=Phvul.006G106400.2 locus=Phvul.006G106400 ID=Phvul.006G106400.2.v2.1 annot-version=v2.1) &

TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
TDL precursor polypeptide (original description: pacid=37173109 transcript=Phvul.006G117900.1 locus=Phvul.006G117900 ID=Phvul.006G117900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37171733 transcript=Phvul.006G139100.1 locus=Phvul.006G139100 ID=Phvul.006G139100.1.v2.1 annot-version=v2.1) & 14 kDa proline-rich protein DC2.15 OS=Daucus carota (sp|p14009|14kd_dauca : 82.8)
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
SYP4-group Qa-type SNARE component (original description: pacid=37166454 transcript=Phvul.007G199700.2 locus=Phvul.007G199700 ID=Phvul.007G199700.2.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
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homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
homogentisate phytyltransferase (VTE2/HPT) (original description: pacid=37167381 transcript=Phvul.007G227900.1 locus=Phvul.007G227900 ID=Phvul.007G227900.1.v2.1 annot-version=v2.1) &
ABAR chloroplast envelope-localized abscisic acid receptor (original description: pacid=37165077 transcript=Phvul.007G252700.1 locus=Phvul.007G252700 ID=Phvul.007G252700.1.v2.1 annot-version=v2.1) &
exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &
exine patterning factor (NEF1) (original description: pacid=37158156 transcript=Phvul.008G003900.1 locus=Phvul.008G003900 ID=Phvul.008G003900.1.v2.1 annot-version=v2.1) &

protein kinase (LRR-XII) (original description: pacid=37157650 transcript=Phvul.008G093200.3 locus=Phvul.008G093200 ID=Phvul.008G093200.3.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) synthase (original description: pacid=37161017 transcript=Phvul.008G176200.1 locus=Phvul.008G176200 ID=Phvul.008G176200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37158415 transcript=Phvul.008G199500.1 locus=Phvul.008G199500 ID=Phvul.008G199500.1.v2.1 annot-version=v2.1) & Uncharacterized protein At3g49140 OS=Arabidopsis thaliana (sp|q0wmn5|y3913_arath : 104.0)
 (original description: pacid=37158415 transcript=Phvul.008G199500.1 locus=Phvul.008G199500 ID=Phvul.008G199500.1.v2.1 annot-version=v2.1) & Uncharacterized protein At3g49140 OS=Arabidopsis thaliana (sp|q0wmn5|y3913_arath : 104.0)
transcription factor (AS2/LOB) (original description: pacid=37161314 transcript=Phvul.008G257400.1 locus=Phvul.008G257400 ID=Phvul.008G257400.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
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component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
component CAP1/ECA4 of TPLATE AP-2 co-adaptor complex (original description: pacid=37149812 transcript=Phvul.009G092600.1 locus=Phvul.009G092600 ID=Phvul.009G092600.1.v2.1 annot-version=v2.1) &
CORVET-specific component VPS3 of HOPS/CORVET membrane tethering complexes (original description: pacid=37142467 transcript=Phvul.010G053600.2 locus=Phvul.010G053600 ID=Phvul.010G053600.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP19/23/24) (original description: pacid=37156081 transcript=Phvul.011G035700.2 locus=Phvul.011G035700 ID=Phvul.011G035700.2.v2.1 annot-version=v2.1) &

protein kinase (SD-1) (original description: pacid=37156823 transcript=Phvul.011G147000.1 locus=Phvul.011G147000 ID=Phvul.011G147000.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37156554 transcript=Phvul.011G152100.3 locus=Phvul.011G152100 ID=Phvul.011G152100.3.v2.1 annot-version=v2.1) &
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 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
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Do not distribute
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
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Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.5 hydrolase acting on carbon-nitrogen bond, other than peptide bond(50.3.5 : 319.2) (original description: pacid=37144659 transcript=Phvul.003G001200.1 locus=Phvul.003G001200 ID=Phvul.003G001200.1.v2.1 annot-version=v2.1) &
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L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37173088 transcript=Phvul.006G137900.1 locus=Phvul.006G137900 ID=Phvul.006G137900.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At3g11320 OS=Arabidopsis thaliana (sp|q5xf09|pt311_arath : 446.0)
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Do not distribute

Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
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L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
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Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 526.6) & Cannabidiolic acid synthase-like 1 OS=Cannabis sativa (sp|a6p6w0|casl1_cansa : 505.0) (original description: pacid=37175030 transcript=Phvul.002G199800.1 locus=Phvul.002G199800 ID=Phvul.002G199800.1.v2.1 annot-version=v2.1) &
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no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
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 (original description: pacid=37177136 transcript=Phvul.002G166200.3 locus=Phvul.002G166200 ID=Phvul.002G166200.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH10 OS=Arabidopsis thaliana (sp|q9si13|sfh10_arath : 533.0)
 (original description: pacid=37177136 transcript=Phvul.002G166200.3 locus=Phvul.002G166200 ID=Phvul.002G166200.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH10 OS=Arabidopsis thaliana (sp|q9si13|sfh10_arath : 533.0)
 (original description: pacid=37177136 transcript=Phvul.002G166200.3 locus=Phvul.002G166200 ID=Phvul.002G166200.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH10 OS=Arabidopsis thaliana (sp|q9si13|sfh10_arath : 533.0)

Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana (sp|o80738|tps10_arath : 1384.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 568.2) (original description: pacid=37146124 transcript=Phvul.003G053000.1 locus=Phvul.003G053000 ID=Phvul.003G053000.1.v2.1 annot-version=v2.1) &
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L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
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Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
Serine/threonine-protein kinase-like protein At3g51990 OS=Arabidopsis thaliana (sp|q9sv05|ccr35_arath : 397.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 73.1) (original description: pacid=37156815 transcript=Phvul.011G013100.1 locus=Phvul.011G013100 ID=Phvul.011G013100.1.v2.1 annot-version=v2.1) &
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L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37170741 transcript=Phvul.001G269200.1 locus=Phvul.001G269200 ID=Phvul.001G269200.1.v2.1 annot-version=v2.1) &
L-ascorbate oxidase homolog OS=Brassica napus (sp|q00624|asol_brana : 775.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 138.7) (original description: pacid=37168554 transcript=Phvul.001G269301.1 locus=Phvul.001G269301 ID=Phvul.001G269301.1.v2.1 annot-version=v2.1) &
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no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
no description available(sp|q7xp65|g2ox6_orysj : 123.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 88.1) (original description: pacid=37160400 transcript=Phvul.008G260200.2 locus=Phvul.008G260200 ID=Phvul.008G260200.2.v2.1 annot-version=v2.1) &
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miRNA_Acc. Target_Acc. Expectation UPE$ miRNA_start miRNA_end
uuccacagcuuucuugaacugPhvul.003G168301.2 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.2 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.2 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.2 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.2 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.2 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.2 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.2 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.2 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.2 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.2 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168301.1 1.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G168301.2 1.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.003G168301.1 1.5 -1 1 22
uuccacagcuuucuugaacugPhvul.008G204300.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204300.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204300.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204300.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204300.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204300.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204300.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204300.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204300.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204300.1 1.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204300.1 1.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.008G204300.1 1.5 -1 1 22
uuccacagcuuucuugaacugPhvul.003G168400.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168400.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168400.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168400.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168400.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168400.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168400.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168400.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168400.1 2 -1 1 21
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uuccacagcuuucuugaacugPhvul.003G168400.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.003G168400.1 2 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G168400.1 2 -1 1 22
uuccacagcuuucuugaacugPhvul.007G253900.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.007G253900.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.007G253900.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.007G253900.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.007G253900.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.007G253900.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.007G253900.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.007G253900.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.007G253900.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.007G253900.1 2 -1 1 21
uuccacagcuuucuugaacugPhvul.007G253900.1 2 -1 1 21
uuccacagcuuucuugaacuguPhvul.007G253900.1 2 -1 1 22
uuccacagcuuucuugaacugPhvul.001G155150.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G155150.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G155150.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G155150.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G155150.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G155150.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G155150.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G155150.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G155150.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G155150.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G155150.1 2.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.001G155150.1 2.5 -1 1 22
uuccacagcuuucuugaacugPhvul.002G254800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G254800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G254800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G254800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G254800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G254800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G254800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G254800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G254800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G254800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G254800.1 2.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.002G254800.1 2.5 -1 1 22
uuccacagcuuucuugaacugPhvul.004G046200.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G046200.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G046200.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G046200.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G046200.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G046200.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G046200.1 2.5 -1 1 21
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uuccacagcuuucuugaacugPhvul.004G046200.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G046200.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G046200.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G046200.1 2.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.004G046200.1 2.5 -1 1 22
uuccacagcuuucuugaacugPhvul.008G188400.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G188400.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G188400.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G188400.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G188400.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G188400.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G188400.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G188400.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G188400.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G188400.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G188400.1 2.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.008G188400.1 2.5 -1 1 22
uuccacagcuuucuugaacugPhvul.011G215800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G215800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G215800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G215800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G215800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G215800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G215800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G215800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G215800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G215800.1 2.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G215800.1 2.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.011G215800.1 2.5 -1 1 22
uuccacagcuuucuugaacugPhvul.001G031000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G031000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G031000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G031000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G031000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G031000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G031000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G031000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G031000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G031000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G031000.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.001G031000.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.001G147700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G147700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G147700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G147700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G147700.1 3 -1 1 21
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uuccacagcuuucuugaacugPhvul.001G147700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G147700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G147700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G147700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G147700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G147700.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.001G147700.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.001G162000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G162000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G162000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G162000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G162000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G162000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G162000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G162000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G162000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G162000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G162000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G187500.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G187500.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G187500.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G187500.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G187500.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G187500.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G187500.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G187500.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G187500.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G187500.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.001G187500.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.001G187500.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.002G041800.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.1 3 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.002G041800.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G041800.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.002G041800.2 3 -1 1 22
uuccacagcuuucuugaacuguPhvul.002G041800.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.002G061900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G061900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G061900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G061900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G061900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G061900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G061900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G061900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G061900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G061900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G061900.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.002G061900.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.002G131700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G131700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G131700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G131700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G131700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G131700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G131700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G131700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G131700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G131700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G131700.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.002G131700.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.002G147600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G147600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G147600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G147600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G147600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G147600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G147600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G147600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G147600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G147600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G147600.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.002G147600.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.002G162900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G162900.1 3 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.002G162900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G162900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G162900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G162900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G162900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G162900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G162900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G162900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G162900.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.002G162900.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.002G250000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G250000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G250000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G250000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G250000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G250000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G250000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G250000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G250000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G250000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.002G250000.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.002G250000.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.003G014900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G014900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G014900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G014900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G014900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G014900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G014900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G014900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G014900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G014900.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G014900.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G014900.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.003G131800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G131800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G131800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G131800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G131800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G131800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G131800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G131800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G131800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G131800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G131800.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G131800.1 3 -1 1 22
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Do not distribute

uuccacagcuuucuugaacugPhvul.003G154800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154800.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G154800.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.006G102400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G102400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G102400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G102400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G102400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G102400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G102400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G102400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G102400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G102400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G102400.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.006G102400.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.006G191600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G191600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G191600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G191600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G191600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G191600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G191600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G191600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G191600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G191600.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.006G191600.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.006G191600.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.007G222300.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.007G222300.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.007G222300.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.007G222300.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.007G222300.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.007G222300.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.007G222300.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.007G222300.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.007G222300.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.007G222300.1 3 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.007G222300.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.007G222300.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.008G203800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G203800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G203800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G203800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G203800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G203800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G203800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G203800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G203800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G203800.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G203800.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.008G203800.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.008G204100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.008G204100.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.008G204100.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.009G047000.9 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.8 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.7 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.6 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.5 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.9 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.8 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.7 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.6 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.5 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.9 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.8 3 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.009G047000.7 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.6 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.5 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.9 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.8 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.7 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.6 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.5 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.9 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.8 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.7 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.6 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.5 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.9 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.8 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.7 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.6 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.5 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.9 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.8 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.7 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.6 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.5 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.9 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.8 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.7 3 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.009G047000.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.6 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.5 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.9 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.8 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.7 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.6 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.5 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.9 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.8 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.7 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.6 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.5 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.9 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.8 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.7 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.6 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.5 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G047000.3 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.009G047000.9 3 -1 1 22
uuccacagcuuucuugaacuguPhvul.009G047000.8 3 -1 1 22
uuccacagcuuucuugaacuguPhvul.009G047000.7 3 -1 1 22
uuccacagcuuucuugaacuguPhvul.009G047000.4 3 -1 1 22
uuccacagcuuucuugaacuguPhvul.009G047000.1 3 -1 1 22
uuccacagcuuucuugaacuguPhvul.009G047000.6 3 -1 1 22
uuccacagcuuucuugaacuguPhvul.009G047000.5 3 -1 1 22
uuccacagcuuucuugaacuguPhvul.009G047000.2 3 -1 1 22
uuccacagcuuucuugaacuguPhvul.009G047000.3 3 -1 1 22
uuccacagcuuucuugaacugPhvul.009G212100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G212100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G212100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G212100.1 3 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.009G212100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G212100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G212100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G212100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G212100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G212100.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G212100.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.009G212100.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.009G228000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.009G228000.2 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.009G228000.1 3 -1 1 22
uuccacagcuuucuugaacuguPhvul.009G228000.2 3 -1 1 22
uuccacagcuuucuugaacugPhvul.010G048400.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.3 3 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.010G048400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.2 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.4 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.3 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G048400.2 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.010G048400.4 3 -1 1 22
uuccacagcuuucuugaacuguPhvul.010G048400.3 3 -1 1 22
uuccacagcuuucuugaacuguPhvul.010G048400.1 3 -1 1 22
uuccacagcuuucuugaacuguPhvul.010G048400.2 3 -1 1 22
uuccacagcuuucuugaacugPhvul.010G130000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G130000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G130000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G130000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G130000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G130000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G130000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G130000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G130000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G130000.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G130000.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.010G130000.1 3 -1 1 22
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Do not distribute

uuccacagcuuucuugaacugPhvul.010G135701.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G135701.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G135701.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G135701.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G135701.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G135701.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G135701.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G135701.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G135701.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G135701.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.010G135701.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.010G135701.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.011G017700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.011G017700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.011G017700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.011G017700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.011G017700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.011G017700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.011G017700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.011G017700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.011G017700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.011G017700.1 3 -1 1 21
uuccacagcuuucuugaacugPhvul.011G017700.1 3 -1 1 21
uuccacagcuuucuugaacuguPhvul.011G017700.1 3 -1 1 22
uuccacagcuuucuugaacugPhvul.001G220500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G220500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G220500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G220500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G220500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G220500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G220500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G220500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G220500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G220500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G220500.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.001G220500.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.001G261400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261400.1 3.5 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.001G261400.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.001G261400.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.002G000300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G000300.2 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.002G000300.1 3.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.002G000300.2 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.002G167300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G167300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G167300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G167300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G167300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G167300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G167300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G167300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G167300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G167300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G167300.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.002G167300.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.002G248200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G248200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G248200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G248200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G248200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G248200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G248200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G248200.1 3.5 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.002G248200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G248200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G248200.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.002G330600.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.003G105600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G105600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G105600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G105600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G105600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G105600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G105600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G105600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G105600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G105600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G105600.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G105600.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.003G127400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G127400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G127400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G127400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G127400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G127400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G127400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G127400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G127400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G127400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G127400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.2 3.5 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.003G140200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G140200.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G140200.2 3.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.003G140200.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.003G205600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G205600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G205600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G205600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G205600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G205600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G205600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G205600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G205600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G205600.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G205600.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G205600.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.004G012700.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G012700.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G012700.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G012700.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G012700.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G012700.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G012700.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G012700.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G012700.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G012700.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G012700.2 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.004G012700.2 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.005G126400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G126400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G126400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G126400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G126400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G126400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G126400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G126400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G126400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G126400.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G126400.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.005G126400.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.006G200700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G200700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G200700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G200700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G200700.1 3.5 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.006G200700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G200700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G200700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G200700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G200700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G200700.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.006G200700.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.007G188900.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G188900.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G188900.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G188900.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G188900.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G188900.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G188900.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G188900.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G188900.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G188900.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G188900.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G189100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G189100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G189100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G189100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G189100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G189100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G189100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G189100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G189100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G189100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G189100.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.007G189100.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.007G212500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G212500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G212500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G212500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G212500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G212500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G212500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G212500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G212500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G212500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G212500.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.007G212500.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.007G225200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.1 3.5 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.007G225200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G225200.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.007G225200.2 3.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.007G225200.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.007G280800.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G280800.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G280800.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G280800.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G280800.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G280800.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G280800.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G280800.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G280800.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G280800.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G280800.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.007G280800.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.008G020700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G020700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G020700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G020700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G020700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G020700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G020700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G020700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G020700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G020700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G020700.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.1 3.5 -1 1 21

Page 1902 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

uuccacagcuuucuugaacugPhvul.008G046300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G046300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.3 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.3 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.3 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.3 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.3 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.3 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.3 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.3 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.3 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.2 3.5 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.008G118100.3 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.3 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G118100.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G143300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G143300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G143300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G143300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G143300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G143300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G143300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G143300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G143300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G143300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G143300.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G019500.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.009G019500.2 3.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.009G019500.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.009G037300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G037300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G037300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G037300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G037300.1 3.5 -1 1 21

Page 1904 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

uuccacagcuuucuugaacugPhvul.009G037300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G037300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G037300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G037300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G037300.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G037300.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.009G037300.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.009G065100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G065100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G065100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G065100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G065100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G065100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G065100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G065100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G065100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G065100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G065100.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G230000.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.009G230000.2 3.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.009G230000.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.009G246000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.1 3.5 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.009G246000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.2 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G246000.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.009G246000.2 3.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.009G246000.1 3.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.010G135101.1 3.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.010G135151.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.011G014000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014000.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G087500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G087500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G087500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G087500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G087500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G087500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G087500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G087500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G087500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G087500.1 3.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G087500.1 3.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.011G087500.1 3.5 -1 1 22
uuccacagcuuucuugaacugPhvul.001G021800.1 4 -1 1 21

Page 1906 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

uuccacagcuuucuugaacugPhvul.001G021800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G021800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G055000.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G055000.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G055000.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G055000.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G055000.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G055000.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G055000.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G055000.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G055000.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G055000.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G055000.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.001G055000.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.001G103833.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G103833.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G103833.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G103833.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G103833.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G103833.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G103833.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G103833.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G103833.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G103833.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G103833.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.2 4 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.001G109780.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G109780.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G229200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G229200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G229200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G229200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G229200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G229200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G229200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G229200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G229200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G229200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G229200.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.001G229200.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.001G261800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.2 4 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.001G261800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.001G261800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G026300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G202700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G202700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G202700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G202700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G202700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G202700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G202700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G202700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G202700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G202700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G202700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.1 4 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.002G326600.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.002G326600.2 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.002G326600.1 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.002G326600.2 4 -1 1 22
uuccacagcuuucuugaacugPhvul.003G078600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G078600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G078600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G078600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G078600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G078600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G078600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G078600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G078600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G078600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G078600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G146200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G146200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G146200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G146200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G146200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G146200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G146200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G146200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G146200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G146200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G146200.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G146200.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.003G195900.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.003G195900.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G195900.2 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.003G195900.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.003G207600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G207600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G207600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G207600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G207600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G207600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G207600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G207600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G207600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G207600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G207600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.1 4 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.003G218500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G218500.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G218500.3 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.003G218500.2 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.003G218500.1 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.003G225400.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.003G240800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G240800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G240800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G240800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G240800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G240800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G240800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G240800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G240800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G240800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G240800.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G240800.1 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.003G248700.1 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.003G249000.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.003G273400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G273400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G273400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G273400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G273400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G273400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G273400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G273400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G273400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.003G273400.1 4 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.003G273400.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G273400.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.005G101400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.005G101400.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.005G101400.3 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.005G101400.2 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.005G101400.1 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.006G060500.3 4 -1 1 22
uuccacagcuuucuugaacugPhvul.006G174400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.2 4 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.006G174400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.006G174400.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.006G174400.2 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.006G174400.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.007G136300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G161800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G161800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G161800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G161800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G161800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G161800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G161800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G161800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G161800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G161800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G161800.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.4 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.4 4 -1 1 21

Page 1914 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

uuccacagcuuucuugaacugPhvul.007G166500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.4 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.4 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.4 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.4 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.4 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.4 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.4 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.4 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.4 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G166500.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.6 4 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.007G184400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.6 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.5 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G184400.3 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.007G184400.6 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.007G184400.2 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.007G184400.5 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.007G184400.3 4 -1 1 22
uuccacagcuuucuugaacugPhvul.007G207200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G207200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G207200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G207200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G207200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G207200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G207200.1 4 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.007G207200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G207200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G207200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.007G207200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G012100.2 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.008G012100.1 4 -1 1 22
uuccacagcuuucuugaacuguPhvul.008G012100.2 4 -1 1 22
uuccacagcuuucuugaacugPhvul.008G151600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G151600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G151600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G151600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G151600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G151600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G151600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G151600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G151600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G151600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G151600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G206200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G206200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G206200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G206200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G206200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G206200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G206200.1 4 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.008G206200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G206200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G206200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G206200.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.008G206200.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.008G212400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G212400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G212400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G212400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G212400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G212400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G212400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G212400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G212400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G212400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G212400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G237800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G237800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G237800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G237800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G237800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G237800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G237800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G237800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G237800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G237800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.008G237800.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.008G237800.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.009G010400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G010400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G010400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G010400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G010400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G010400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G010400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G010400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G010400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G010400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G010400.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.009G010400.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.009G013500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G013500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G013500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G013500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G013500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G013500.1 4 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.009G013500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G013500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G013500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G013500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G013500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G080600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G080600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G080600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G080600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G080600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G080600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G080600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G080600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G080600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G080600.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G080600.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.009G080600.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.009G100700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G100700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G100700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G100700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G100700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G100700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G100700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G100700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G100700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G100700.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G100700.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.009G100700.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.009G138700.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G138700.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G138700.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G138700.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G138700.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G138700.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G138700.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G138700.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G138700.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G138700.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G138700.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.2 4 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.009G141200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.009G141200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066800.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.010G066800.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.010G066900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066900.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G066900.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.010G066900.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.010G073200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.3 4 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.010G073200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.2 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.010G073200.3 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G077500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G077500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G077500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G077500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G077500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G077500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G077500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G077500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G077500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G077500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G077500.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G112400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G112400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G112400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G112400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G112400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G112400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G112400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G112400.1 4 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.011G112400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G112400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G112400.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G156800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G156800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G156800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G156800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G156800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G156800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G156800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G156800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G156800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G156800.1 4 -1 1 21
uuccacagcuuucuugaacugPhvul.011G156800.1 4 -1 1 21
uuccacagcuuucuugaacuguPhvul.011G156800.1 4 -1 1 22
uuccacagcuuucuugaacugPhvul.001G024500.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G024500.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G024500.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G024500.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G024500.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G024500.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G024500.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G024500.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G024500.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G024500.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G024500.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.001G024500.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.001G095200.3 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.3 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.3 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.3 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.3 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.3 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.3 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.3 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.3 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.3 4.5 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.001G095200.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.3 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G095200.2 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.001G095200.3 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.001G198800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G198800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G198800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G198800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G198800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G198800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G198800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G198800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G198800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G198800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.001G198800.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.001G198800.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.002G119401.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G119401.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G119401.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G119401.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G119401.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G119401.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G119401.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G119401.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G119401.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G119401.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.002G119401.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.002G119401.1 4.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.002G123300.1 4.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.002G123300.2 4.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.002G327900.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.003G136300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.2 4.5 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.003G136300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G136300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154400.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154400.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154400.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154400.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154400.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154400.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154400.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154400.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154400.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154400.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G154400.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G154400.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.003G195900.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.003G195900.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G195900.2 4.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.003G195900.1 4.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.003G255900.1 4.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.003G292800.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.004G026100.2 4.5 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.004G026100.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.004G026100.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.004G026100.2 4.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.004G026100.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.005G172300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G172300.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.005G172300.2 4.5 -1 1 22
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Do not distribute

uuccacagcuuucuugaacuguPhvul.005G172300.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.006G052200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G052200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G052200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G052200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G052200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G052200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G052200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G052200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G052200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G052200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G052200.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.006G052200.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.006G056000.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G056000.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G056000.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G056000.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G056000.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G056000.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G056000.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G056000.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G056000.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G056000.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G056000.2 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.006G056000.2 4.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.007G244900.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.008G003600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.1 4.5 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.008G003600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G003600.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.008G003600.2 4.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.008G003600.1 4.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.008G055200.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.008G162900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G162900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G162900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G162900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G162900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G162900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G162900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G162900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G162900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G162900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G162900.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.008G162900.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.008G192200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G192200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G192200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G192200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G192200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G192200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G192200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G192200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G192200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G192200.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G192200.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.008G192200.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.008G277900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G277900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G277900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G277900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G277900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G277900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G277900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G277900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G277900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G277900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G277900.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.008G277900.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.008G283700.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G283700.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G283700.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G283700.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G283700.1 4.5 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.008G283700.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G283700.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G283700.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G283700.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G283700.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.008G283700.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.008G283700.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.009G086300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G086300.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G140900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G140900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G140900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G140900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G140900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G140900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G140900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G140900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G140900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G140900.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.009G140900.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.009G140900.1 4.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.010G131100.2 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.010G140600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G140600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G140600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G140600.2 4.5 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.010G140600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G140600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G140600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G140600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G140600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G140600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G140600.2 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.010G140600.2 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.011G014800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014800.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G014800.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.011G031600.2 4.5 -1 1 22
uuccacagcuuucuugaacuguPhvul.011G031600.1 4.5 -1 1 22
uuccacagcuuucuugaacugPhvul.011G092600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.1 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.2 4.5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G092600.1 4.5 -1 1 21
uuccacagcuuucuugaacuguPhvul.003G066900.3 5 -1 1 22
uuccacagcuuucuugaacuguPhvul.003G066900.2 5 -1 1 22
uuccacagcuuucuugaacuguPhvul.003G146400.1 5 -1 1 22
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Do not distribute

uuccacagcuuucuugaacuguPhvul.003G253800.1 5 -1 1 22
uuccacagcuuucuugaacuguPhvul.003G253800.2 5 -1 1 22
uuccacagcuuucuugaacuguPhvul.004G037600.3 5 -1 1 22
uuccacagcuuucuugaacuguPhvul.004G037600.2 5 -1 1 22
uuccacagcuuucuugaacugPhvul.005G029100.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G029100.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G029100.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G029100.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G029100.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G029100.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G029100.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G029100.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G029100.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G029100.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G029100.2 5 -1 1 21
uuccacagcuuucuugaacuguPhvul.005G029100.2 5 -1 1 22
uuccacagcuuucuugaacugPhvul.005G075200.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.2 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G075200.2 5 -1 1 21
uuccacagcuuucuugaacuguPhvul.005G075200.1 5 -1 1 22
uuccacagcuuucuugaacuguPhvul.005G075200.2 5 -1 1 22
uuccacagcuuucuugaacugPhvul.005G105400.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G105400.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G105400.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G105400.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G105400.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G105400.1 5 -1 1 21
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Do not distribute

uuccacagcuuucuugaacugPhvul.005G105400.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G105400.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G105400.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G105400.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.005G105400.1 5 -1 1 21
uuccacagcuuucuugaacuguPhvul.005G105400.1 5 -1 1 22
uuccacagcuuucuugaacugPhvul.006G142000.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G142000.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G142000.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G142000.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G142000.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G142000.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G142000.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G142000.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G142000.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G142000.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G142000.1 5 -1 1 21
uuccacagcuuucuugaacuguPhvul.006G142000.1 5 -1 1 22
uuccacagcuuucuugaacugPhvul.006G157700.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G157700.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G157700.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G157700.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G157700.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G157700.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G157700.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G157700.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G157700.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G157700.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.006G157700.1 5 -1 1 21
uuccacagcuuucuugaacuguPhvul.006G157700.1 5 -1 1 22
uuccacagcuuucuugaacuguPhvul.006G200900.1 5 -1 1 22
uuccacagcuuucuugaacuguPhvul.007G083600.1 5 -1 1 22
uuccacagcuuucuugaacuguPhvul.007G083600.2 5 -1 1 22
uuccacagcuuucuugaacugPhvul.007G136300.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G136300.1 5 -1 1 21
uuccacagcuuucuugaacuguPhvul.007G175300.2 5 -1 1 22
uuccacagcuuucuugaacuguPhvul.007G175300.3 5 -1 1 22
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Do not distribute

uuccacagcuuucuugaacuguPhvul.007G175300.1 5 -1 1 22
uuccacagcuuucuugaacugPhvul.007G177900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G177900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G177900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G177900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G177900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G177900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G177900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G177900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G177900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G177900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.007G177900.1 5 -1 1 21
uuccacagcuuucuugaacuguPhvul.007G177900.1 5 -1 1 22
uuccacagcuuucuugaacuguPhvul.008G106100.1 5 -1 1 22
uuccacagcuuucuugaacugPhvul.010G112800.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G112800.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G112800.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G112800.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G112800.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G112800.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G112800.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G112800.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G112800.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G112800.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G112800.1 5 -1 1 21
uuccacagcuuucuugaacuguPhvul.010G112800.1 5 -1 1 22
uuccacagcuuucuugaacugPhvul.010G123900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G123900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G123900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G123900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G123900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G123900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G123900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G123900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G123900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G123900.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.010G123900.1 5 -1 1 21
uuccacagcuuucuugaacuguPhvul.010G123900.1 5 -1 1 22
uuccacagcuuucuugaacuguPhvul.010G144000.1 5 -1 1 22
uuccacagcuuucuugaacugPhvul.011G090600.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G090600.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G090600.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G090600.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G090600.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G090600.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G090600.1 5 -1 1 21
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uuccacagcuuucuugaacugPhvul.011G090600.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G090600.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G090600.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.011G090600.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.L001616.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.L001616.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.L001616.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.L001616.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.L001616.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.L001616.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.L001616.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.L001616.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.L001616.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.L001616.1 5 -1 1 21
uuccacagcuuucuugaacugPhvul.L001616.1 5 -1 1 21
uuccacagcuuucuugaacuguPhvul.L001616.1 5 -1 1 22
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Target_start Target_end miRNA_aligned_fragmentalignment Target_aligned_fragmentInhibition Target_Desc.
306 326 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147189 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1
419 439 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147188 locus=Phvul.003G168301 ID=Phvul.003G168301.1.v2.1 annot-version=v2.1
306 326 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147189 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1
419 439 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147188 locus=Phvul.003G168301 ID=Phvul.003G168301.1.v2.1 annot-version=v2.1
306 326 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147189 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1
419 439 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147188 locus=Phvul.003G168301 ID=Phvul.003G168301.1.v2.1 annot-version=v2.1
306 326 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147189 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1
419 439 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147188 locus=Phvul.003G168301 ID=Phvul.003G168301.1.v2.1 annot-version=v2.1
306 326 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147189 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1
419 439 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147188 locus=Phvul.003G168301 ID=Phvul.003G168301.1.v2.1 annot-version=v2.1
306 326 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147189 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1
419 439 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147188 locus=Phvul.003G168301 ID=Phvul.003G168301.1.v2.1 annot-version=v2.1
306 326 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147189 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1
419 439 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147188 locus=Phvul.003G168301 ID=Phvul.003G168301.1.v2.1 annot-version=v2.1
306 326 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147189 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1
419 439 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147188 locus=Phvul.003G168301 ID=Phvul.003G168301.1.v2.1 annot-version=v2.1
306 326 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147189 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1
419 439 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147188 locus=Phvul.003G168301 ID=Phvul.003G168301.1.v2.1 annot-version=v2.1
306 326 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147189 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1
419 439 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147188 locus=Phvul.003G168301 ID=Phvul.003G168301.1.v2.1 annot-version=v2.1
306 326 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147189 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1
419 439 UUCCACAGCUUUCUUGAACUG :: :::::::::::::::.: AAGCUCAAGAAAGCUGUGGGACleavage pacid=37147188 locus=Phvul.003G168301 ID=Phvul.003G168301.1.v2.1 annot-version=v2.1
305 326 UUCCACAGCUUUCUUGAACUGU  :: :::::::::::::::.:GAAGCUCAAGAAAGCUGUGGGACleavage pacid=37147189 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1
418 439 UUCCACAGCUUUCUUGAACUGU  :: :::::::::::::::.:GAAGCUCAAGAAAGCUGUGGGACleavage pacid=37147188 locus=Phvul.003G168301 ID=Phvul.003G168301.1.v2.1 annot-version=v2.1

1050 1070 UUCCACAGCUUUCUUGAACUG..:::::::::::::: ::::UGGUUCAAGAAAGCUGAGGAACleavage pacid=37159909 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1
1050 1070 UUCCACAGCUUUCUUGAACUG..:::::::::::::: ::::UGGUUCAAGAAAGCUGAGGAACleavage pacid=37159909 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1
1050 1070 UUCCACAGCUUUCUUGAACUG..:::::::::::::: ::::UGGUUCAAGAAAGCUGAGGAACleavage pacid=37159909 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1
1050 1070 UUCCACAGCUUUCUUGAACUG..:::::::::::::: ::::UGGUUCAAGAAAGCUGAGGAACleavage pacid=37159909 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1
1050 1070 UUCCACAGCUUUCUUGAACUG..:::::::::::::: ::::UGGUUCAAGAAAGCUGAGGAACleavage pacid=37159909 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1
1050 1070 UUCCACAGCUUUCUUGAACUG..:::::::::::::: ::::UGGUUCAAGAAAGCUGAGGAACleavage pacid=37159909 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1
1050 1070 UUCCACAGCUUUCUUGAACUG..:::::::::::::: ::::UGGUUCAAGAAAGCUGAGGAACleavage pacid=37159909 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1
1050 1070 UUCCACAGCUUUCUUGAACUG..:::::::::::::: ::::UGGUUCAAGAAAGCUGAGGAACleavage pacid=37159909 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1
1050 1070 UUCCACAGCUUUCUUGAACUG..:::::::::::::: ::::UGGUUCAAGAAAGCUGAGGAACleavage pacid=37159909 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1
1050 1070 UUCCACAGCUUUCUUGAACUG..:::::::::::::: ::::UGGUUCAAGAAAGCUGAGGAACleavage pacid=37159909 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1
1050 1070 UUCCACAGCUUUCUUGAACUG..:::::::::::::: ::::UGGUUCAAGAAAGCUGAGGAACleavage pacid=37159909 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1
1049 1070 UUCCACAGCUUUCUUGAACUGU:..:::::::::::::: ::::AUGGUUCAAGAAAGCUGAGGAACleavage pacid=37159909 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1

36 56 UUCCACAGCUUUCUUGAACUG:.:::::: ::::::::::.:CGGUUCAAUAAAGCUGUGGGACleavage pacid=37145544 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1
36 56 UUCCACAGCUUUCUUGAACUG:.:::::: ::::::::::.:CGGUUCAAUAAAGCUGUGGGACleavage pacid=37145544 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1
36 56 UUCCACAGCUUUCUUGAACUG:.:::::: ::::::::::.:CGGUUCAAUAAAGCUGUGGGACleavage pacid=37145544 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1
36 56 UUCCACAGCUUUCUUGAACUG:.:::::: ::::::::::.:CGGUUCAAUAAAGCUGUGGGACleavage pacid=37145544 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1
36 56 UUCCACAGCUUUCUUGAACUG:.:::::: ::::::::::.:CGGUUCAAUAAAGCUGUGGGACleavage pacid=37145544 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1
36 56 UUCCACAGCUUUCUUGAACUG:.:::::: ::::::::::.:CGGUUCAAUAAAGCUGUGGGACleavage pacid=37145544 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1
36 56 UUCCACAGCUUUCUUGAACUG:.:::::: ::::::::::.:CGGUUCAAUAAAGCUGUGGGACleavage pacid=37145544 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1
36 56 UUCCACAGCUUUCUUGAACUG:.:::::: ::::::::::.:CGGUUCAAUAAAGCUGUGGGACleavage pacid=37145544 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1
36 56 UUCCACAGCUUUCUUGAACUG:.:::::: ::::::::::.:CGGUUCAAUAAAGCUGUGGGACleavage pacid=37145544 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1
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36 56 UUCCACAGCUUUCUUGAACUG:.:::::: ::::::::::.:CGGUUCAAUAAAGCUGUGGGACleavage pacid=37145544 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1
36 56 UUCCACAGCUUUCUUGAACUG:.:::::: ::::::::::.:CGGUUCAAUAAAGCUGUGGGACleavage pacid=37145544 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1
35 56 UUCCACAGCUUUCUUGAACUGU.:.:::::: ::::::::::.:GCGGUUCAAUAAAGCUGUGGGACleavage pacid=37145544 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1

140 160 UUCCACAGCUUUCUUGAACUG ::: .:::::::.::::::: AAGUGUAAGAAAGUUGUGGAACleavage pacid=37166609 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1
140 160 UUCCACAGCUUUCUUGAACUG ::: .:::::::.::::::: AAGUGUAAGAAAGUUGUGGAACleavage pacid=37166609 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1
140 160 UUCCACAGCUUUCUUGAACUG ::: .:::::::.::::::: AAGUGUAAGAAAGUUGUGGAACleavage pacid=37166609 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1
140 160 UUCCACAGCUUUCUUGAACUG ::: .:::::::.::::::: AAGUGUAAGAAAGUUGUGGAACleavage pacid=37166609 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1
140 160 UUCCACAGCUUUCUUGAACUG ::: .:::::::.::::::: AAGUGUAAGAAAGUUGUGGAACleavage pacid=37166609 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1
140 160 UUCCACAGCUUUCUUGAACUG ::: .:::::::.::::::: AAGUGUAAGAAAGUUGUGGAACleavage pacid=37166609 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1
140 160 UUCCACAGCUUUCUUGAACUG ::: .:::::::.::::::: AAGUGUAAGAAAGUUGUGGAACleavage pacid=37166609 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1
140 160 UUCCACAGCUUUCUUGAACUG ::: .:::::::.::::::: AAGUGUAAGAAAGUUGUGGAACleavage pacid=37166609 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1
140 160 UUCCACAGCUUUCUUGAACUG ::: .:::::::.::::::: AAGUGUAAGAAAGUUGUGGAACleavage pacid=37166609 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1
140 160 UUCCACAGCUUUCUUGAACUG ::: .:::::::.::::::: AAGUGUAAGAAAGUUGUGGAACleavage pacid=37166609 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1
140 160 UUCCACAGCUUUCUUGAACUG ::: .:::::::.::::::: AAGUGUAAGAAAGUUGUGGAACleavage pacid=37166609 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1
139 160 UUCCACAGCUUUCUUGAACUGU  ::: .:::::::.:::::::GAAGUGUAAGAAAGUUGUGGAACleavage pacid=37166609 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1
712 732 UUCCACAGCUUUCUUGAACUG    :::::::.::::::::: GACGUCAAGAAGGCUGUGGAACleavage pacid=37170239 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1
712 732 UUCCACAGCUUUCUUGAACUG    :::::::.::::::::: GACGUCAAGAAGGCUGUGGAACleavage pacid=37170239 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1
712 732 UUCCACAGCUUUCUUGAACUG    :::::::.::::::::: GACGUCAAGAAGGCUGUGGAACleavage pacid=37170239 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1
712 732 UUCCACAGCUUUCUUGAACUG    :::::::.::::::::: GACGUCAAGAAGGCUGUGGAACleavage pacid=37170239 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1
712 732 UUCCACAGCUUUCUUGAACUG    :::::::.::::::::: GACGUCAAGAAGGCUGUGGAACleavage pacid=37170239 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1
712 732 UUCCACAGCUUUCUUGAACUG    :::::::.::::::::: GACGUCAAGAAGGCUGUGGAACleavage pacid=37170239 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1
712 732 UUCCACAGCUUUCUUGAACUG    :::::::.::::::::: GACGUCAAGAAGGCUGUGGAACleavage pacid=37170239 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1
712 732 UUCCACAGCUUUCUUGAACUG    :::::::.::::::::: GACGUCAAGAAGGCUGUGGAACleavage pacid=37170239 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1
712 732 UUCCACAGCUUUCUUGAACUG    :::::::.::::::::: GACGUCAAGAAGGCUGUGGAACleavage pacid=37170239 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1
712 732 UUCCACAGCUUUCUUGAACUG    :::::::.::::::::: GACGUCAAGAAGGCUGUGGAACleavage pacid=37170239 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1
712 732 UUCCACAGCUUUCUUGAACUG    :::::::.::::::::: GACGUCAAGAAGGCUGUGGAACleavage pacid=37170239 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1
711 732 UUCCACAGCUUUCUUGAACUGU     :::::::.:::::::::CGACGUCAAGAAGGCUGUGGAACleavage pacid=37170239 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1

1552 1572 UUCCACAGCUUUCUUGAACUG : ::..::::.::::::::: AAAUUUGAGAAGGCUGUGGAACleavage pacid=37175225 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1
1552 1572 UUCCACAGCUUUCUUGAACUG : ::..::::.::::::::: AAAUUUGAGAAGGCUGUGGAACleavage pacid=37175225 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1
1552 1572 UUCCACAGCUUUCUUGAACUG : ::..::::.::::::::: AAAUUUGAGAAGGCUGUGGAACleavage pacid=37175225 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1
1552 1572 UUCCACAGCUUUCUUGAACUG : ::..::::.::::::::: AAAUUUGAGAAGGCUGUGGAACleavage pacid=37175225 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1
1552 1572 UUCCACAGCUUUCUUGAACUG : ::..::::.::::::::: AAAUUUGAGAAGGCUGUGGAACleavage pacid=37175225 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1
1552 1572 UUCCACAGCUUUCUUGAACUG : ::..::::.::::::::: AAAUUUGAGAAGGCUGUGGAACleavage pacid=37175225 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1
1552 1572 UUCCACAGCUUUCUUGAACUG : ::..::::.::::::::: AAAUUUGAGAAGGCUGUGGAACleavage pacid=37175225 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1
1552 1572 UUCCACAGCUUUCUUGAACUG : ::..::::.::::::::: AAAUUUGAGAAGGCUGUGGAACleavage pacid=37175225 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1
1552 1572 UUCCACAGCUUUCUUGAACUG : ::..::::.::::::::: AAAUUUGAGAAGGCUGUGGAACleavage pacid=37175225 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1
1552 1572 UUCCACAGCUUUCUUGAACUG : ::..::::.::::::::: AAAUUUGAGAAGGCUGUGGAACleavage pacid=37175225 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1
1552 1572 UUCCACAGCUUUCUUGAACUG : ::..::::.::::::::: AAAUUUGAGAAGGCUGUGGAACleavage pacid=37175225 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1
1551 1572 UUCCACAGCUUUCUUGAACUGU  : ::..::::.:::::::::GAAAUUUGAGAAGGCUGUGGAACleavage pacid=37175225 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1
2054 2074 UUCCACAGCUUUCUUGAACUG .: : :::::.::::::::: GGGGUGAAGAAGGCUGUGGAACleavage pacid=37163321 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1
2054 2074 UUCCACAGCUUUCUUGAACUG .: : :::::.::::::::: GGGGUGAAGAAGGCUGUGGAACleavage pacid=37163321 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1
2054 2074 UUCCACAGCUUUCUUGAACUG .: : :::::.::::::::: GGGGUGAAGAAGGCUGUGGAACleavage pacid=37163321 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1
2054 2074 UUCCACAGCUUUCUUGAACUG .: : :::::.::::::::: GGGGUGAAGAAGGCUGUGGAACleavage pacid=37163321 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1
2054 2074 UUCCACAGCUUUCUUGAACUG .: : :::::.::::::::: GGGGUGAAGAAGGCUGUGGAACleavage pacid=37163321 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1
2054 2074 UUCCACAGCUUUCUUGAACUG .: : :::::.::::::::: GGGGUGAAGAAGGCUGUGGAACleavage pacid=37163321 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1
2054 2074 UUCCACAGCUUUCUUGAACUG .: : :::::.::::::::: GGGGUGAAGAAGGCUGUGGAACleavage pacid=37163321 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1
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2054 2074 UUCCACAGCUUUCUUGAACUG .: : :::::.::::::::: GGGGUGAAGAAGGCUGUGGAACleavage pacid=37163321 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1
2054 2074 UUCCACAGCUUUCUUGAACUG .: : :::::.::::::::: GGGGUGAAGAAGGCUGUGGAACleavage pacid=37163321 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1
2054 2074 UUCCACAGCUUUCUUGAACUG .: : :::::.::::::::: GGGGUGAAGAAGGCUGUGGAACleavage pacid=37163321 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1
2054 2074 UUCCACAGCUUUCUUGAACUG .: : :::::.::::::::: GGGGUGAAGAAGGCUGUGGAACleavage pacid=37163321 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1
2053 2074 UUCCACAGCUUUCUUGAACUGU: .: : :::::.:::::::::AGGGGUGAAGAAGGCUGUGGAACleavage pacid=37163321 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1
2613 2633 UUCCACAGCUUUCUUGAACUG::::: :::::::.:::::: CAGUUAAAGAAAGUUGUGGACCleavage pacid=37161096 locus=Phvul.008G188400 ID=Phvul.008G188400.1.v2.1 annot-version=v2.1
2613 2633 UUCCACAGCUUUCUUGAACUG::::: :::::::.:::::: CAGUUAAAGAAAGUUGUGGACCleavage pacid=37161096 locus=Phvul.008G188400 ID=Phvul.008G188400.1.v2.1 annot-version=v2.1
2613 2633 UUCCACAGCUUUCUUGAACUG::::: :::::::.:::::: CAGUUAAAGAAAGUUGUGGACCleavage pacid=37161096 locus=Phvul.008G188400 ID=Phvul.008G188400.1.v2.1 annot-version=v2.1
2613 2633 UUCCACAGCUUUCUUGAACUG::::: :::::::.:::::: CAGUUAAAGAAAGUUGUGGACCleavage pacid=37161096 locus=Phvul.008G188400 ID=Phvul.008G188400.1.v2.1 annot-version=v2.1
2613 2633 UUCCACAGCUUUCUUGAACUG::::: :::::::.:::::: CAGUUAAAGAAAGUUGUGGACCleavage pacid=37161096 locus=Phvul.008G188400 ID=Phvul.008G188400.1.v2.1 annot-version=v2.1
2613 2633 UUCCACAGCUUUCUUGAACUG::::: :::::::.:::::: CAGUUAAAGAAAGUUGUGGACCleavage pacid=37161096 locus=Phvul.008G188400 ID=Phvul.008G188400.1.v2.1 annot-version=v2.1
2613 2633 UUCCACAGCUUUCUUGAACUG::::: :::::::.:::::: CAGUUAAAGAAAGUUGUGGACCleavage pacid=37161096 locus=Phvul.008G188400 ID=Phvul.008G188400.1.v2.1 annot-version=v2.1
2613 2633 UUCCACAGCUUUCUUGAACUG::::: :::::::.:::::: CAGUUAAAGAAAGUUGUGGACCleavage pacid=37161096 locus=Phvul.008G188400 ID=Phvul.008G188400.1.v2.1 annot-version=v2.1
2613 2633 UUCCACAGCUUUCUUGAACUG::::: :::::::.:::::: CAGUUAAAGAAAGUUGUGGACCleavage pacid=37161096 locus=Phvul.008G188400 ID=Phvul.008G188400.1.v2.1 annot-version=v2.1
2613 2633 UUCCACAGCUUUCUUGAACUG::::: :::::::.:::::: CAGUUAAAGAAAGUUGUGGACCleavage pacid=37161096 locus=Phvul.008G188400 ID=Phvul.008G188400.1.v2.1 annot-version=v2.1
2613 2633 UUCCACAGCUUUCUUGAACUG::::: :::::::.:::::: CAGUUAAAGAAAGUUGUGGACCleavage pacid=37161096 locus=Phvul.008G188400 ID=Phvul.008G188400.1.v2.1 annot-version=v2.1
2612 2633 UUCCACAGCUUUCUUGAACUGU ::::: :::::::.:::::: UCAGUUAAAGAAAGUUGUGGACCleavage pacid=37161096 locus=Phvul.008G188400 ID=Phvul.008G188400.1.v2.1 annot-version=v2.1

212 232 UUCCACAGCUUUCUUGAACUG  :::::::::.:: :::::. AUGUUCAAGAAGGCGGUGGAGCleavage pacid=37156213 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1
212 232 UUCCACAGCUUUCUUGAACUG  :::::::::.:: :::::. AUGUUCAAGAAGGCGGUGGAGCleavage pacid=37156213 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1
212 232 UUCCACAGCUUUCUUGAACUG  :::::::::.:: :::::. AUGUUCAAGAAGGCGGUGGAGCleavage pacid=37156213 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1
212 232 UUCCACAGCUUUCUUGAACUG  :::::::::.:: :::::. AUGUUCAAGAAGGCGGUGGAGCleavage pacid=37156213 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1
212 232 UUCCACAGCUUUCUUGAACUG  :::::::::.:: :::::. AUGUUCAAGAAGGCGGUGGAGCleavage pacid=37156213 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1
212 232 UUCCACAGCUUUCUUGAACUG  :::::::::.:: :::::. AUGUUCAAGAAGGCGGUGGAGCleavage pacid=37156213 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1
212 232 UUCCACAGCUUUCUUGAACUG  :::::::::.:: :::::. AUGUUCAAGAAGGCGGUGGAGCleavage pacid=37156213 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1
212 232 UUCCACAGCUUUCUUGAACUG  :::::::::.:: :::::. AUGUUCAAGAAGGCGGUGGAGCleavage pacid=37156213 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1
212 232 UUCCACAGCUUUCUUGAACUG  :::::::::.:: :::::. AUGUUCAAGAAGGCGGUGGAGCleavage pacid=37156213 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1
212 232 UUCCACAGCUUUCUUGAACUG  :::::::::.:: :::::. AUGUUCAAGAAGGCGGUGGAGCleavage pacid=37156213 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1
212 232 UUCCACAGCUUUCUUGAACUG  :::::::::.:: :::::. AUGUUCAAGAAGGCGGUGGAGCleavage pacid=37156213 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1
211 232 UUCCACAGCUUUCUUGAACUGU   :::::::::.:: :::::.AAUGUUCAAGAAGGCGGUGGAGCleavage pacid=37156213 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1

1046 1067 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
1046 1067 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
1046 1067 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
1046 1067 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
1046 1067 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
1046 1067 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
1046 1067 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
1046 1067 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
1046 1067 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
1046 1067 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
1046 1067 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
1045 1067 UUCCACA-GCUUUCUUGAACUGU:. :::::::::::: :::::::AUCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1

814 834 UUCCACAGCUUUCUUGAACUG .:::.:::::::::: ::: AGGUUUAAGAAAGCUGAGGAUCleavage pacid=37170641 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1
814 834 UUCCACAGCUUUCUUGAACUG .:::.:::::::::: ::: AGGUUUAAGAAAGCUGAGGAUCleavage pacid=37170641 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1
814 834 UUCCACAGCUUUCUUGAACUG .:::.:::::::::: ::: AGGUUUAAGAAAGCUGAGGAUCleavage pacid=37170641 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1
814 834 UUCCACAGCUUUCUUGAACUG .:::.:::::::::: ::: AGGUUUAAGAAAGCUGAGGAUCleavage pacid=37170641 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1
814 834 UUCCACAGCUUUCUUGAACUG .:::.:::::::::: ::: AGGUUUAAGAAAGCUGAGGAUCleavage pacid=37170641 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1
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814 834 UUCCACAGCUUUCUUGAACUG .:::.:::::::::: ::: AGGUUUAAGAAAGCUGAGGAUCleavage pacid=37170641 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1
814 834 UUCCACAGCUUUCUUGAACUG .:::.:::::::::: ::: AGGUUUAAGAAAGCUGAGGAUCleavage pacid=37170641 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1
814 834 UUCCACAGCUUUCUUGAACUG .:::.:::::::::: ::: AGGUUUAAGAAAGCUGAGGAUCleavage pacid=37170641 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1
814 834 UUCCACAGCUUUCUUGAACUG .:::.:::::::::: ::: AGGUUUAAGAAAGCUGAGGAUCleavage pacid=37170641 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1
814 834 UUCCACAGCUUUCUUGAACUG .:::.:::::::::: ::: AGGUUUAAGAAAGCUGAGGAUCleavage pacid=37170641 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1
814 834 UUCCACAGCUUUCUUGAACUG .:::.:::::::::: ::: AGGUUUAAGAAAGCUGAGGAUCleavage pacid=37170641 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1
813 834 UUCCACAGCUUUCUUGAACUGU  .:::.:::::::::: ::: UAGGUUUAAGAAAGCUGAGGAUCleavage pacid=37170641 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1
361 381 UUCCACAGCUUUCUUGAACUG  :: ::::::::. :::::: GCGUGCAAGAAAGUAGUGGAACleavage pacid=37167958 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1
361 381 UUCCACAGCUUUCUUGAACUG  :: ::::::::. :::::: GCGUGCAAGAAAGUAGUGGAACleavage pacid=37167958 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1
361 381 UUCCACAGCUUUCUUGAACUG  :: ::::::::. :::::: GCGUGCAAGAAAGUAGUGGAACleavage pacid=37167958 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1
361 381 UUCCACAGCUUUCUUGAACUG  :: ::::::::. :::::: GCGUGCAAGAAAGUAGUGGAACleavage pacid=37167958 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1
361 381 UUCCACAGCUUUCUUGAACUG  :: ::::::::. :::::: GCGUGCAAGAAAGUAGUGGAACleavage pacid=37167958 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1
361 381 UUCCACAGCUUUCUUGAACUG  :: ::::::::. :::::: GCGUGCAAGAAAGUAGUGGAACleavage pacid=37167958 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1
361 381 UUCCACAGCUUUCUUGAACUG  :: ::::::::. :::::: GCGUGCAAGAAAGUAGUGGAACleavage pacid=37167958 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1
361 381 UUCCACAGCUUUCUUGAACUG  :: ::::::::. :::::: GCGUGCAAGAAAGUAGUGGAACleavage pacid=37167958 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1
361 381 UUCCACAGCUUUCUUGAACUG  :: ::::::::. :::::: GCGUGCAAGAAAGUAGUGGAACleavage pacid=37167958 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1
361 381 UUCCACAGCUUUCUUGAACUG  :: ::::::::. :::::: GCGUGCAAGAAAGUAGUGGAACleavage pacid=37167958 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1
361 381 UUCCACAGCUUUCUUGAACUG  :: ::::::::. :::::: GCGUGCAAGAAAGUAGUGGAACleavage pacid=37167958 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1
722 743 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169307 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1
722 743 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169307 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1
722 743 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169307 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1
722 743 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169307 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1
722 743 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169307 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1
722 743 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169307 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1
722 743 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169307 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1
722 743 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169307 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1
722 743 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169307 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1
722 743 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169307 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1
722 743 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169307 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1
721 743 UUCCACA-GCUUUCUUGAACUGU:: :::::::::::: :::::::ACCGUUCAAGAAAGCCUGUGGAACleavage pacid=37169307 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1
235 256 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178289 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1
670 691 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178288 locus=Phvul.002G041800 ID=Phvul.002G041800.1.v2.1 annot-version=v2.1
235 256 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178289 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1
670 691 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178288 locus=Phvul.002G041800 ID=Phvul.002G041800.1.v2.1 annot-version=v2.1
235 256 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178289 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1
670 691 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178288 locus=Phvul.002G041800 ID=Phvul.002G041800.1.v2.1 annot-version=v2.1
235 256 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178289 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1
670 691 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178288 locus=Phvul.002G041800 ID=Phvul.002G041800.1.v2.1 annot-version=v2.1
235 256 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178289 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1
670 691 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178288 locus=Phvul.002G041800 ID=Phvul.002G041800.1.v2.1 annot-version=v2.1
235 256 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178289 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1
670 691 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178288 locus=Phvul.002G041800 ID=Phvul.002G041800.1.v2.1 annot-version=v2.1
235 256 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178289 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1
670 691 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178288 locus=Phvul.002G041800 ID=Phvul.002G041800.1.v2.1 annot-version=v2.1
235 256 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178289 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1
670 691 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178288 locus=Phvul.002G041800 ID=Phvul.002G041800.1.v2.1 annot-version=v2.1
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235 256 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178289 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1
670 691 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178288 locus=Phvul.002G041800 ID=Phvul.002G041800.1.v2.1 annot-version=v2.1
235 256 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178289 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1
670 691 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178288 locus=Phvul.002G041800 ID=Phvul.002G041800.1.v2.1 annot-version=v2.1
235 256 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178289 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1
670 691 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178288 locus=Phvul.002G041800 ID=Phvul.002G041800.1.v2.1 annot-version=v2.1
234 256 UUCCACA-GCUUUCUUGAACUGU:. :::::::::::: :::::::AUCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178289 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1
669 691 UUCCACA-GCUUUCUUGAACUGU:. :::::::::::: :::::::AUCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178288 locus=Phvul.002G041800 ID=Phvul.002G041800.1.v2.1 annot-version=v2.1
794 814 UUCCACAGCUUUCUUGAACUG:.:::::::::: .:::::.. CGGUUCAAGAAACUUGUGGGGCleavage pacid=37175201 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1
794 814 UUCCACAGCUUUCUUGAACUG:.:::::::::: .:::::.. CGGUUCAAGAAACUUGUGGGGCleavage pacid=37175201 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1
794 814 UUCCACAGCUUUCUUGAACUG:.:::::::::: .:::::.. CGGUUCAAGAAACUUGUGGGGCleavage pacid=37175201 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1
794 814 UUCCACAGCUUUCUUGAACUG:.:::::::::: .:::::.. CGGUUCAAGAAACUUGUGGGGCleavage pacid=37175201 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1
794 814 UUCCACAGCUUUCUUGAACUG:.:::::::::: .:::::.. CGGUUCAAGAAACUUGUGGGGCleavage pacid=37175201 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1
794 814 UUCCACAGCUUUCUUGAACUG:.:::::::::: .:::::.. CGGUUCAAGAAACUUGUGGGGCleavage pacid=37175201 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1
794 814 UUCCACAGCUUUCUUGAACUG:.:::::::::: .:::::.. CGGUUCAAGAAACUUGUGGGGCleavage pacid=37175201 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1
794 814 UUCCACAGCUUUCUUGAACUG:.:::::::::: .:::::.. CGGUUCAAGAAACUUGUGGGGCleavage pacid=37175201 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1
794 814 UUCCACAGCUUUCUUGAACUG:.:::::::::: .:::::.. CGGUUCAAGAAACUUGUGGGGCleavage pacid=37175201 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1
794 814 UUCCACAGCUUUCUUGAACUG:.:::::::::: .:::::.. CGGUUCAAGAAACUUGUGGGGCleavage pacid=37175201 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1
794 814 UUCCACAGCUUUCUUGAACUG:.:::::::::: .:::::.. CGGUUCAAGAAACUUGUGGGGCleavage pacid=37175201 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1
793 814 UUCCACAGCUUUCUUGAACUGU :.:::::::::: .:::::..CCGGUUCAAGAAACUUGUGGGGCleavage pacid=37175201 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1
496 517 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178073 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1
496 517 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178073 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1
496 517 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178073 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1
496 517 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178073 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1
496 517 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178073 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1
496 517 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178073 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1
496 517 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178073 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1
496 517 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178073 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1
496 517 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178073 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1
496 517 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178073 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1
496 517 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178073 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1
495 517 UUCCACA-GCUUUCUUGAACUGU:: :::::::::::: :::::::ACCGUUCAAGAAAGCCUGUGGAACleavage pacid=37178073 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1
483 503 UUCCACAGCUUUCUUGAACUG   ::::::::::::: :::. CUCUUCAAGAAAGCUGAGGAGCleavage pacid=37175850 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1
483 503 UUCCACAGCUUUCUUGAACUG   ::::::::::::: :::. CUCUUCAAGAAAGCUGAGGAGCleavage pacid=37175850 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1
483 503 UUCCACAGCUUUCUUGAACUG   ::::::::::::: :::. CUCUUCAAGAAAGCUGAGGAGCleavage pacid=37175850 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1
483 503 UUCCACAGCUUUCUUGAACUG   ::::::::::::: :::. CUCUUCAAGAAAGCUGAGGAGCleavage pacid=37175850 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1
483 503 UUCCACAGCUUUCUUGAACUG   ::::::::::::: :::. CUCUUCAAGAAAGCUGAGGAGCleavage pacid=37175850 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1
483 503 UUCCACAGCUUUCUUGAACUG   ::::::::::::: :::. CUCUUCAAGAAAGCUGAGGAGCleavage pacid=37175850 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1
483 503 UUCCACAGCUUUCUUGAACUG   ::::::::::::: :::. CUCUUCAAGAAAGCUGAGGAGCleavage pacid=37175850 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1
483 503 UUCCACAGCUUUCUUGAACUG   ::::::::::::: :::. CUCUUCAAGAAAGCUGAGGAGCleavage pacid=37175850 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1
483 503 UUCCACAGCUUUCUUGAACUG   ::::::::::::: :::. CUCUUCAAGAAAGCUGAGGAGCleavage pacid=37175850 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1
483 503 UUCCACAGCUUUCUUGAACUG   ::::::::::::: :::. CUCUUCAAGAAAGCUGAGGAGCleavage pacid=37175850 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1
483 503 UUCCACAGCUUUCUUGAACUG   ::::::::::::: :::. CUCUUCAAGAAAGCUGAGGAGCleavage pacid=37175850 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1
482 503 UUCCACAGCUUUCUUGAACUGU    ::::::::::::: :::.GCUCUUCAAGAAAGCUGAGGAGCleavage pacid=37175850 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1
906 926 UUCCACAGCUUUCUUGAACUG  :: :.:::.::::::::: GUGUACGAGAGAGCUGUGGAUCleavage pacid=37177870 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1
906 926 UUCCACAGCUUUCUUGAACUG  :: :.:::.::::::::: GUGUACGAGAGAGCUGUGGAUCleavage pacid=37177870 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1
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906 926 UUCCACAGCUUUCUUGAACUG  :: :.:::.::::::::: GUGUACGAGAGAGCUGUGGAUCleavage pacid=37177870 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1
906 926 UUCCACAGCUUUCUUGAACUG  :: :.:::.::::::::: GUGUACGAGAGAGCUGUGGAUCleavage pacid=37177870 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1
906 926 UUCCACAGCUUUCUUGAACUG  :: :.:::.::::::::: GUGUACGAGAGAGCUGUGGAUCleavage pacid=37177870 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1
906 926 UUCCACAGCUUUCUUGAACUG  :: :.:::.::::::::: GUGUACGAGAGAGCUGUGGAUCleavage pacid=37177870 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1
906 926 UUCCACAGCUUUCUUGAACUG  :: :.:::.::::::::: GUGUACGAGAGAGCUGUGGAUCleavage pacid=37177870 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1
906 926 UUCCACAGCUUUCUUGAACUG  :: :.:::.::::::::: GUGUACGAGAGAGCUGUGGAUCleavage pacid=37177870 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1
906 926 UUCCACAGCUUUCUUGAACUG  :: :.:::.::::::::: GUGUACGAGAGAGCUGUGGAUCleavage pacid=37177870 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1
906 926 UUCCACAGCUUUCUUGAACUG  :: :.:::.::::::::: GUGUACGAGAGAGCUGUGGAUCleavage pacid=37177870 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1
906 926 UUCCACAGCUUUCUUGAACUG  :: :.:::.::::::::: GUGUACGAGAGAGCUGUGGAUCleavage pacid=37177870 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1
905 926 UUCCACAGCUUUCUUGAACUGU   :: :.:::.::::::::: CGUGUACGAGAGAGCUGUGGAUCleavage pacid=37177870 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1
973 993 UUCCACAGCUUUCUUGAACUG : :::. :::.::::::::: GAAUUCGUGAAGGCUGUGGAACleavage pacid=37174602 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1
973 993 UUCCACAGCUUUCUUGAACUG : :::. :::.::::::::: GAAUUCGUGAAGGCUGUGGAACleavage pacid=37174602 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1
973 993 UUCCACAGCUUUCUUGAACUG : :::. :::.::::::::: GAAUUCGUGAAGGCUGUGGAACleavage pacid=37174602 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1
973 993 UUCCACAGCUUUCUUGAACUG : :::. :::.::::::::: GAAUUCGUGAAGGCUGUGGAACleavage pacid=37174602 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1
973 993 UUCCACAGCUUUCUUGAACUG : :::. :::.::::::::: GAAUUCGUGAAGGCUGUGGAACleavage pacid=37174602 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1
973 993 UUCCACAGCUUUCUUGAACUG : :::. :::.::::::::: GAAUUCGUGAAGGCUGUGGAACleavage pacid=37174602 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1
973 993 UUCCACAGCUUUCUUGAACUG : :::. :::.::::::::: GAAUUCGUGAAGGCUGUGGAACleavage pacid=37174602 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1
973 993 UUCCACAGCUUUCUUGAACUG : :::. :::.::::::::: GAAUUCGUGAAGGCUGUGGAACleavage pacid=37174602 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1
973 993 UUCCACAGCUUUCUUGAACUG : :::. :::.::::::::: GAAUUCGUGAAGGCUGUGGAACleavage pacid=37174602 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1
973 993 UUCCACAGCUUUCUUGAACUG : :::. :::.::::::::: GAAUUCGUGAAGGCUGUGGAACleavage pacid=37174602 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1
973 993 UUCCACAGCUUUCUUGAACUG : :::. :::.::::::::: GAAUUCGUGAAGGCUGUGGAACleavage pacid=37174602 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1
972 993 UUCCACAGCUUUCUUGAACUGU  : :::. :::.:::::::::GGAAUUCGUGAAGGCUGUGGAACleavage pacid=37174602 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1
734 754 UUCCACAGCUUUCUUGAACUG .:::: ::.:.:::::::: AGGUUCCAGGAGGCUGUGGAUCleavage pacid=37147688 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1
734 754 UUCCACAGCUUUCUUGAACUG .:::: ::.:.:::::::: AGGUUCCAGGAGGCUGUGGAUCleavage pacid=37147688 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1
734 754 UUCCACAGCUUUCUUGAACUG .:::: ::.:.:::::::: AGGUUCCAGGAGGCUGUGGAUCleavage pacid=37147688 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1
734 754 UUCCACAGCUUUCUUGAACUG .:::: ::.:.:::::::: AGGUUCCAGGAGGCUGUGGAUCleavage pacid=37147688 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1
734 754 UUCCACAGCUUUCUUGAACUG .:::: ::.:.:::::::: AGGUUCCAGGAGGCUGUGGAUCleavage pacid=37147688 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1
734 754 UUCCACAGCUUUCUUGAACUG .:::: ::.:.:::::::: AGGUUCCAGGAGGCUGUGGAUCleavage pacid=37147688 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1
734 754 UUCCACAGCUUUCUUGAACUG .:::: ::.:.:::::::: AGGUUCCAGGAGGCUGUGGAUCleavage pacid=37147688 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1
734 754 UUCCACAGCUUUCUUGAACUG .:::: ::.:.:::::::: AGGUUCCAGGAGGCUGUGGAUCleavage pacid=37147688 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1
734 754 UUCCACAGCUUUCUUGAACUG .:::: ::.:.:::::::: AGGUUCCAGGAGGCUGUGGAUCleavage pacid=37147688 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1
734 754 UUCCACAGCUUUCUUGAACUG .:::: ::.:.:::::::: AGGUUCCAGGAGGCUGUGGAUCleavage pacid=37147688 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1
734 754 UUCCACAGCUUUCUUGAACUG .:::: ::.:.:::::::: AGGUUCCAGGAGGCUGUGGAUCleavage pacid=37147688 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1
733 754 UUCCACAGCUUUCUUGAACUGU  .:::: ::.:.:::::::: GAGGUUCCAGGAGGCUGUGGAUCleavage pacid=37147688 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1
798 819 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37146410 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1
798 819 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37146410 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1
798 819 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37146410 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1
798 819 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37146410 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1
798 819 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37146410 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1
798 819 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37146410 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1
798 819 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37146410 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1
798 819 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37146410 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1
798 819 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37146410 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1
798 819 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37146410 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1
798 819 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37146410 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1
797 819 UUCCACA-GCUUUCUUGAACUGU:: :::::::::::: :::::::ACCGUUCAAGAAAGCCUGUGGAACleavage pacid=37146410 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1
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1720 1740 UUCCACAGCUUUCUUGAACUG :: :..::::.::::::::. AAGAUUGAGAAGGCUGUGGAGCleavage pacid=37146952 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1
1720 1740 UUCCACAGCUUUCUUGAACUG :: :..::::.::::::::. AAGAUUGAGAAGGCUGUGGAGCleavage pacid=37146952 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1
1720 1740 UUCCACAGCUUUCUUGAACUG :: :..::::.::::::::. AAGAUUGAGAAGGCUGUGGAGCleavage pacid=37146952 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1
1720 1740 UUCCACAGCUUUCUUGAACUG :: :..::::.::::::::. AAGAUUGAGAAGGCUGUGGAGCleavage pacid=37146952 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1
1720 1740 UUCCACAGCUUUCUUGAACUG :: :..::::.::::::::. AAGAUUGAGAAGGCUGUGGAGCleavage pacid=37146952 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1
1720 1740 UUCCACAGCUUUCUUGAACUG :: :..::::.::::::::. AAGAUUGAGAAGGCUGUGGAGCleavage pacid=37146952 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1
1720 1740 UUCCACAGCUUUCUUGAACUG :: :..::::.::::::::. AAGAUUGAGAAGGCUGUGGAGCleavage pacid=37146952 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1
1720 1740 UUCCACAGCUUUCUUGAACUG :: :..::::.::::::::. AAGAUUGAGAAGGCUGUGGAGCleavage pacid=37146952 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1
1720 1740 UUCCACAGCUUUCUUGAACUG :: :..::::.::::::::. AAGAUUGAGAAGGCUGUGGAGCleavage pacid=37146952 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1
1720 1740 UUCCACAGCUUUCUUGAACUG :: :..::::.::::::::. AAGAUUGAGAAGGCUGUGGAGCleavage pacid=37146952 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1
1720 1740 UUCCACAGCUUUCUUGAACUG :: :..::::.::::::::. AAGAUUGAGAAGGCUGUGGAGCleavage pacid=37146952 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1
1719 1740 UUCCACAGCUUUCUUGAACUGU  :: :..::::.::::::::.GAAGAUUGAGAAGGCUGUGGAGCleavage pacid=37146952 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1
1421 1441 UUCCACAGCUUUCUUGAACUG  :::::.:.::::::: ::. GCGUUCAGGGAAGCUGUUGAGCleavage pacid=37172208 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1
1421 1441 UUCCACAGCUUUCUUGAACUG  :::::.:.::::::: ::. GCGUUCAGGGAAGCUGUUGAGCleavage pacid=37172208 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1
1421 1441 UUCCACAGCUUUCUUGAACUG  :::::.:.::::::: ::. GCGUUCAGGGAAGCUGUUGAGCleavage pacid=37172208 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1
1421 1441 UUCCACAGCUUUCUUGAACUG  :::::.:.::::::: ::. GCGUUCAGGGAAGCUGUUGAGCleavage pacid=37172208 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1
1421 1441 UUCCACAGCUUUCUUGAACUG  :::::.:.::::::: ::. GCGUUCAGGGAAGCUGUUGAGCleavage pacid=37172208 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1
1421 1441 UUCCACAGCUUUCUUGAACUG  :::::.:.::::::: ::. GCGUUCAGGGAAGCUGUUGAGCleavage pacid=37172208 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1
1421 1441 UUCCACAGCUUUCUUGAACUG  :::::.:.::::::: ::. GCGUUCAGGGAAGCUGUUGAGCleavage pacid=37172208 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1
1421 1441 UUCCACAGCUUUCUUGAACUG  :::::.:.::::::: ::. GCGUUCAGGGAAGCUGUUGAGCleavage pacid=37172208 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1
1421 1441 UUCCACAGCUUUCUUGAACUG  :::::.:.::::::: ::. GCGUUCAGGGAAGCUGUUGAGCleavage pacid=37172208 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1
1421 1441 UUCCACAGCUUUCUUGAACUG  :::::.:.::::::: ::. GCGUUCAGGGAAGCUGUUGAGCleavage pacid=37172208 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1
1421 1441 UUCCACAGCUUUCUUGAACUG  :::::.:.::::::: ::. GCGUUCAGGGAAGCUGUUGAGCleavage pacid=37172208 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1
1420 1441 UUCCACAGCUUUCUUGAACUGU   :::::.:.::::::: ::.UGCGUUCAGGGAAGCUGUUGAGCleavage pacid=37172208 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1

701 721 UUCCACAGCUUUCUUGAACUG ::: ::::.:: :::::::: GAGUACAAGGAAACUGUGGAACleavage pacid=37172442 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1
701 721 UUCCACAGCUUUCUUGAACUG ::: ::::.:: :::::::: GAGUACAAGGAAACUGUGGAACleavage pacid=37172442 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1
701 721 UUCCACAGCUUUCUUGAACUG ::: ::::.:: :::::::: GAGUACAAGGAAACUGUGGAACleavage pacid=37172442 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1
701 721 UUCCACAGCUUUCUUGAACUG ::: ::::.:: :::::::: GAGUACAAGGAAACUGUGGAACleavage pacid=37172442 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1
701 721 UUCCACAGCUUUCUUGAACUG ::: ::::.:: :::::::: GAGUACAAGGAAACUGUGGAACleavage pacid=37172442 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1
701 721 UUCCACAGCUUUCUUGAACUG ::: ::::.:: :::::::: GAGUACAAGGAAACUGUGGAACleavage pacid=37172442 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1
701 721 UUCCACAGCUUUCUUGAACUG ::: ::::.:: :::::::: GAGUACAAGGAAACUGUGGAACleavage pacid=37172442 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1
701 721 UUCCACAGCUUUCUUGAACUG ::: ::::.:: :::::::: GAGUACAAGGAAACUGUGGAACleavage pacid=37172442 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1
701 721 UUCCACAGCUUUCUUGAACUG ::: ::::.:: :::::::: GAGUACAAGGAAACUGUGGAACleavage pacid=37172442 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1
701 721 UUCCACAGCUUUCUUGAACUG ::: ::::.:: :::::::: GAGUACAAGGAAACUGUGGAACleavage pacid=37172442 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1
701 721 UUCCACAGCUUUCUUGAACUG ::: ::::.:: :::::::: GAGUACAAGGAAACUGUGGAACleavage pacid=37172442 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1
700 721 UUCCACAGCUUUCUUGAACUGU  ::: ::::.:: ::::::::UGAGUACAAGGAAACUGUGGAACleavage pacid=37172442 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1
640 661 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37166179 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1
640 661 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37166179 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1
640 661 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37166179 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1
640 661 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37166179 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1
640 661 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37166179 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1
640 661 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37166179 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1
640 661 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37166179 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1
640 661 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37166179 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1
640 661 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37166179 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1
640 661 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37166179 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1
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640 661 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37166179 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1
639 661 UUCCACA-GCUUUCUUGAACUGU:: :::::::::::: :::::::ACCGUUCAAGAAAGCCUGUGGAACleavage pacid=37166179 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1

1081 1101 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37159388 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1
1081 1101 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37159388 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1
1081 1101 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37159388 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1
1081 1101 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37159388 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1
1081 1101 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37159388 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1
1081 1101 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37159388 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1
1081 1101 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37159388 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1
1081 1101 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37159388 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1
1081 1101 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37159388 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1
1081 1101 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37159388 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1
1081 1101 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37159388 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1
1080 1101 UUCCACAGCUUUCUUGAACUGU:..:::::::::::::  ::::AUGGUUCAAGAAAGCUCAGGAACleavage pacid=37159388 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1
1213 1233 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37157848 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1
1213 1233 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37157848 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1
1213 1233 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37157848 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1
1213 1233 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37157848 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1
1213 1233 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37157848 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1
1213 1233 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37157848 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1
1213 1233 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37157848 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1
1213 1233 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37157848 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1
1213 1233 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37157848 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1
1213 1233 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37157848 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1
1213 1233 UUCCACAGCUUUCUUGAACUG..:::::::::::::  :::: UGGUUCAAGAAAGCUCAGGAACleavage pacid=37157848 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1
1212 1233 UUCCACAGCUUUCUUGAACUGU ..:::::::::::::  ::::CUGGUUCAAGAAAGCUCAGGAACleavage pacid=37157848 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1

394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150926 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1
349 370 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150925 locus=Phvul.009G047000 ID=Phvul.009G047000.8.v2.1 annot-version=v2.1
394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150924 locus=Phvul.009G047000 ID=Phvul.009G047000.7.v2.1 annot-version=v2.1
860 881 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150919 locus=Phvul.009G047000 ID=Phvul.009G047000.4.v2.1 annot-version=v2.1
862 883 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150918 locus=Phvul.009G047000 ID=Phvul.009G047000.1.v2.1 annot-version=v2.1

1029 1050 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150923 locus=Phvul.009G047000 ID=Phvul.009G047000.6.v2.1 annot-version=v2.1
1032 1053 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150922 locus=Phvul.009G047000 ID=Phvul.009G047000.5.v2.1 annot-version=v2.1
1028 1049 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150921 locus=Phvul.009G047000 ID=Phvul.009G047000.2.v2.1 annot-version=v2.1
1031 1052 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150920 locus=Phvul.009G047000 ID=Phvul.009G047000.3.v2.1 annot-version=v2.1

394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150926 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1
349 370 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150925 locus=Phvul.009G047000 ID=Phvul.009G047000.8.v2.1 annot-version=v2.1
394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150924 locus=Phvul.009G047000 ID=Phvul.009G047000.7.v2.1 annot-version=v2.1
860 881 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150919 locus=Phvul.009G047000 ID=Phvul.009G047000.4.v2.1 annot-version=v2.1
862 883 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150918 locus=Phvul.009G047000 ID=Phvul.009G047000.1.v2.1 annot-version=v2.1

1029 1050 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150923 locus=Phvul.009G047000 ID=Phvul.009G047000.6.v2.1 annot-version=v2.1
1032 1053 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150922 locus=Phvul.009G047000 ID=Phvul.009G047000.5.v2.1 annot-version=v2.1
1028 1049 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150921 locus=Phvul.009G047000 ID=Phvul.009G047000.2.v2.1 annot-version=v2.1
1031 1052 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150920 locus=Phvul.009G047000 ID=Phvul.009G047000.3.v2.1 annot-version=v2.1

394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150926 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1
349 370 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150925 locus=Phvul.009G047000 ID=Phvul.009G047000.8.v2.1 annot-version=v2.1
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394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150924 locus=Phvul.009G047000 ID=Phvul.009G047000.7.v2.1 annot-version=v2.1
860 881 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150919 locus=Phvul.009G047000 ID=Phvul.009G047000.4.v2.1 annot-version=v2.1
862 883 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150918 locus=Phvul.009G047000 ID=Phvul.009G047000.1.v2.1 annot-version=v2.1

1029 1050 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150923 locus=Phvul.009G047000 ID=Phvul.009G047000.6.v2.1 annot-version=v2.1
1032 1053 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150922 locus=Phvul.009G047000 ID=Phvul.009G047000.5.v2.1 annot-version=v2.1
1028 1049 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150921 locus=Phvul.009G047000 ID=Phvul.009G047000.2.v2.1 annot-version=v2.1
1031 1052 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150920 locus=Phvul.009G047000 ID=Phvul.009G047000.3.v2.1 annot-version=v2.1

394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150926 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1
349 370 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150925 locus=Phvul.009G047000 ID=Phvul.009G047000.8.v2.1 annot-version=v2.1
394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150924 locus=Phvul.009G047000 ID=Phvul.009G047000.7.v2.1 annot-version=v2.1
860 881 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150919 locus=Phvul.009G047000 ID=Phvul.009G047000.4.v2.1 annot-version=v2.1
862 883 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150918 locus=Phvul.009G047000 ID=Phvul.009G047000.1.v2.1 annot-version=v2.1

1029 1050 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150923 locus=Phvul.009G047000 ID=Phvul.009G047000.6.v2.1 annot-version=v2.1
1032 1053 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150922 locus=Phvul.009G047000 ID=Phvul.009G047000.5.v2.1 annot-version=v2.1
1028 1049 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150921 locus=Phvul.009G047000 ID=Phvul.009G047000.2.v2.1 annot-version=v2.1
1031 1052 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150920 locus=Phvul.009G047000 ID=Phvul.009G047000.3.v2.1 annot-version=v2.1

394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150926 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1
349 370 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150925 locus=Phvul.009G047000 ID=Phvul.009G047000.8.v2.1 annot-version=v2.1
394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150924 locus=Phvul.009G047000 ID=Phvul.009G047000.7.v2.1 annot-version=v2.1
860 881 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150919 locus=Phvul.009G047000 ID=Phvul.009G047000.4.v2.1 annot-version=v2.1
862 883 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150918 locus=Phvul.009G047000 ID=Phvul.009G047000.1.v2.1 annot-version=v2.1

1029 1050 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150923 locus=Phvul.009G047000 ID=Phvul.009G047000.6.v2.1 annot-version=v2.1
1032 1053 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150922 locus=Phvul.009G047000 ID=Phvul.009G047000.5.v2.1 annot-version=v2.1
1028 1049 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150921 locus=Phvul.009G047000 ID=Phvul.009G047000.2.v2.1 annot-version=v2.1
1031 1052 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150920 locus=Phvul.009G047000 ID=Phvul.009G047000.3.v2.1 annot-version=v2.1

394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150926 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1
349 370 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150925 locus=Phvul.009G047000 ID=Phvul.009G047000.8.v2.1 annot-version=v2.1
394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150924 locus=Phvul.009G047000 ID=Phvul.009G047000.7.v2.1 annot-version=v2.1
860 881 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150919 locus=Phvul.009G047000 ID=Phvul.009G047000.4.v2.1 annot-version=v2.1
862 883 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150918 locus=Phvul.009G047000 ID=Phvul.009G047000.1.v2.1 annot-version=v2.1

1029 1050 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150923 locus=Phvul.009G047000 ID=Phvul.009G047000.6.v2.1 annot-version=v2.1
1032 1053 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150922 locus=Phvul.009G047000 ID=Phvul.009G047000.5.v2.1 annot-version=v2.1
1028 1049 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150921 locus=Phvul.009G047000 ID=Phvul.009G047000.2.v2.1 annot-version=v2.1
1031 1052 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150920 locus=Phvul.009G047000 ID=Phvul.009G047000.3.v2.1 annot-version=v2.1

394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150926 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1
349 370 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150925 locus=Phvul.009G047000 ID=Phvul.009G047000.8.v2.1 annot-version=v2.1
394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150924 locus=Phvul.009G047000 ID=Phvul.009G047000.7.v2.1 annot-version=v2.1
860 881 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150919 locus=Phvul.009G047000 ID=Phvul.009G047000.4.v2.1 annot-version=v2.1
862 883 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150918 locus=Phvul.009G047000 ID=Phvul.009G047000.1.v2.1 annot-version=v2.1

1029 1050 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150923 locus=Phvul.009G047000 ID=Phvul.009G047000.6.v2.1 annot-version=v2.1
1032 1053 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150922 locus=Phvul.009G047000 ID=Phvul.009G047000.5.v2.1 annot-version=v2.1
1028 1049 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150921 locus=Phvul.009G047000 ID=Phvul.009G047000.2.v2.1 annot-version=v2.1
1031 1052 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150920 locus=Phvul.009G047000 ID=Phvul.009G047000.3.v2.1 annot-version=v2.1

394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150926 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1
349 370 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150925 locus=Phvul.009G047000 ID=Phvul.009G047000.8.v2.1 annot-version=v2.1
394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150924 locus=Phvul.009G047000 ID=Phvul.009G047000.7.v2.1 annot-version=v2.1
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860 881 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150919 locus=Phvul.009G047000 ID=Phvul.009G047000.4.v2.1 annot-version=v2.1
862 883 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150918 locus=Phvul.009G047000 ID=Phvul.009G047000.1.v2.1 annot-version=v2.1

1029 1050 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150923 locus=Phvul.009G047000 ID=Phvul.009G047000.6.v2.1 annot-version=v2.1
1032 1053 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150922 locus=Phvul.009G047000 ID=Phvul.009G047000.5.v2.1 annot-version=v2.1
1028 1049 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150921 locus=Phvul.009G047000 ID=Phvul.009G047000.2.v2.1 annot-version=v2.1
1031 1052 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150920 locus=Phvul.009G047000 ID=Phvul.009G047000.3.v2.1 annot-version=v2.1

394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150926 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1
349 370 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150925 locus=Phvul.009G047000 ID=Phvul.009G047000.8.v2.1 annot-version=v2.1
394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150924 locus=Phvul.009G047000 ID=Phvul.009G047000.7.v2.1 annot-version=v2.1
860 881 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150919 locus=Phvul.009G047000 ID=Phvul.009G047000.4.v2.1 annot-version=v2.1
862 883 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150918 locus=Phvul.009G047000 ID=Phvul.009G047000.1.v2.1 annot-version=v2.1

1029 1050 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150923 locus=Phvul.009G047000 ID=Phvul.009G047000.6.v2.1 annot-version=v2.1
1032 1053 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150922 locus=Phvul.009G047000 ID=Phvul.009G047000.5.v2.1 annot-version=v2.1
1028 1049 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150921 locus=Phvul.009G047000 ID=Phvul.009G047000.2.v2.1 annot-version=v2.1
1031 1052 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150920 locus=Phvul.009G047000 ID=Phvul.009G047000.3.v2.1 annot-version=v2.1

394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150926 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1
349 370 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150925 locus=Phvul.009G047000 ID=Phvul.009G047000.8.v2.1 annot-version=v2.1
394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150924 locus=Phvul.009G047000 ID=Phvul.009G047000.7.v2.1 annot-version=v2.1
860 881 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150919 locus=Phvul.009G047000 ID=Phvul.009G047000.4.v2.1 annot-version=v2.1
862 883 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150918 locus=Phvul.009G047000 ID=Phvul.009G047000.1.v2.1 annot-version=v2.1

1029 1050 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150923 locus=Phvul.009G047000 ID=Phvul.009G047000.6.v2.1 annot-version=v2.1
1032 1053 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150922 locus=Phvul.009G047000 ID=Phvul.009G047000.5.v2.1 annot-version=v2.1
1028 1049 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150921 locus=Phvul.009G047000 ID=Phvul.009G047000.2.v2.1 annot-version=v2.1
1031 1052 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150920 locus=Phvul.009G047000 ID=Phvul.009G047000.3.v2.1 annot-version=v2.1

394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150926 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1
349 370 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150925 locus=Phvul.009G047000 ID=Phvul.009G047000.8.v2.1 annot-version=v2.1
394 415 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150924 locus=Phvul.009G047000 ID=Phvul.009G047000.7.v2.1 annot-version=v2.1
860 881 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150919 locus=Phvul.009G047000 ID=Phvul.009G047000.4.v2.1 annot-version=v2.1
862 883 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150918 locus=Phvul.009G047000 ID=Phvul.009G047000.1.v2.1 annot-version=v2.1

1029 1050 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150923 locus=Phvul.009G047000 ID=Phvul.009G047000.6.v2.1 annot-version=v2.1
1032 1053 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150922 locus=Phvul.009G047000 ID=Phvul.009G047000.5.v2.1 annot-version=v2.1
1028 1049 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150921 locus=Phvul.009G047000 ID=Phvul.009G047000.2.v2.1 annot-version=v2.1
1031 1052 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150920 locus=Phvul.009G047000 ID=Phvul.009G047000.3.v2.1 annot-version=v2.1

393 415 UUCCACA-GCUUUCUUGAACUGU : :::::::::::: :::::::CCCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150926 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1
348 370 UUCCACA-GCUUUCUUGAACUGU : :::::::::::: :::::::CCCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150925 locus=Phvul.009G047000 ID=Phvul.009G047000.8.v2.1 annot-version=v2.1
393 415 UUCCACA-GCUUUCUUGAACUGU : :::::::::::: :::::::CCCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150924 locus=Phvul.009G047000 ID=Phvul.009G047000.7.v2.1 annot-version=v2.1
859 881 UUCCACA-GCUUUCUUGAACUGU : :::::::::::: :::::::CCCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150919 locus=Phvul.009G047000 ID=Phvul.009G047000.4.v2.1 annot-version=v2.1
861 883 UUCCACA-GCUUUCUUGAACUGU : :::::::::::: :::::::CCCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150918 locus=Phvul.009G047000 ID=Phvul.009G047000.1.v2.1 annot-version=v2.1

1028 1050 UUCCACA-GCUUUCUUGAACUGU : :::::::::::: :::::::CCCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150923 locus=Phvul.009G047000 ID=Phvul.009G047000.6.v2.1 annot-version=v2.1
1031 1053 UUCCACA-GCUUUCUUGAACUGU : :::::::::::: :::::::CCCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150922 locus=Phvul.009G047000 ID=Phvul.009G047000.5.v2.1 annot-version=v2.1
1027 1049 UUCCACA-GCUUUCUUGAACUGU : :::::::::::: :::::::CCCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150921 locus=Phvul.009G047000 ID=Phvul.009G047000.2.v2.1 annot-version=v2.1
1030 1052 UUCCACA-GCUUUCUUGAACUGU : :::::::::::: :::::::CCCGUUCAAGAAAGCCUGUGGAACleavage pacid=37150920 locus=Phvul.009G047000 ID=Phvul.009G047000.3.v2.1 annot-version=v2.1
1177 1197 UUCCACAGCUUUCUUGAACUG   :: :::::::::::::: CCCUUAAAGAAAGCUGUGGAUCleavage pacid=37149870 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1
1177 1197 UUCCACAGCUUUCUUGAACUG   :: :::::::::::::: CCCUUAAAGAAAGCUGUGGAUCleavage pacid=37149870 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1
1177 1197 UUCCACAGCUUUCUUGAACUG   :: :::::::::::::: CCCUUAAAGAAAGCUGUGGAUCleavage pacid=37149870 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1
1177 1197 UUCCACAGCUUUCUUGAACUG   :: :::::::::::::: CCCUUAAAGAAAGCUGUGGAUCleavage pacid=37149870 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1
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1177 1197 UUCCACAGCUUUCUUGAACUG   :: :::::::::::::: CCCUUAAAGAAAGCUGUGGAUCleavage pacid=37149870 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1
1177 1197 UUCCACAGCUUUCUUGAACUG   :: :::::::::::::: CCCUUAAAGAAAGCUGUGGAUCleavage pacid=37149870 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1
1177 1197 UUCCACAGCUUUCUUGAACUG   :: :::::::::::::: CCCUUAAAGAAAGCUGUGGAUCleavage pacid=37149870 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1
1177 1197 UUCCACAGCUUUCUUGAACUG   :: :::::::::::::: CCCUUAAAGAAAGCUGUGGAUCleavage pacid=37149870 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1
1177 1197 UUCCACAGCUUUCUUGAACUG   :: :::::::::::::: CCCUUAAAGAAAGCUGUGGAUCleavage pacid=37149870 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1
1177 1197 UUCCACAGCUUUCUUGAACUG   :: :::::::::::::: CCCUUAAAGAAAGCUGUGGAUCleavage pacid=37149870 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1
1177 1197 UUCCACAGCUUUCUUGAACUG   :: :::::::::::::: CCCUUAAAGAAAGCUGUGGAUCleavage pacid=37149870 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1
1176 1197 UUCCACAGCUUUCUUGAACUGU::  :: :::::::::::::: ACCCUUAAAGAAAGCUGUGGAUCleavage pacid=37149870 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1

504 525 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149018 locus=Phvul.009G228000 ID=Phvul.009G228000.1.v2.1 annot-version=v2.1
558 579 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149017 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1
504 525 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149018 locus=Phvul.009G228000 ID=Phvul.009G228000.1.v2.1 annot-version=v2.1
558 579 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149017 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1
504 525 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149018 locus=Phvul.009G228000 ID=Phvul.009G228000.1.v2.1 annot-version=v2.1
558 579 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149017 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1
504 525 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149018 locus=Phvul.009G228000 ID=Phvul.009G228000.1.v2.1 annot-version=v2.1
558 579 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149017 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1
504 525 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149018 locus=Phvul.009G228000 ID=Phvul.009G228000.1.v2.1 annot-version=v2.1
558 579 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149017 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1
504 525 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149018 locus=Phvul.009G228000 ID=Phvul.009G228000.1.v2.1 annot-version=v2.1
558 579 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149017 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1
504 525 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149018 locus=Phvul.009G228000 ID=Phvul.009G228000.1.v2.1 annot-version=v2.1
558 579 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149017 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1
504 525 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149018 locus=Phvul.009G228000 ID=Phvul.009G228000.1.v2.1 annot-version=v2.1
558 579 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149017 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1
504 525 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149018 locus=Phvul.009G228000 ID=Phvul.009G228000.1.v2.1 annot-version=v2.1
558 579 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149017 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1
504 525 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149018 locus=Phvul.009G228000 ID=Phvul.009G228000.1.v2.1 annot-version=v2.1
558 579 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149017 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1
504 525 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149018 locus=Phvul.009G228000 ID=Phvul.009G228000.1.v2.1 annot-version=v2.1
558 579 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149017 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1
503 525 UUCCACA-GCUUUCUUGAACUGU:. :::::::::::: :::::::AUCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149018 locus=Phvul.009G228000 ID=Phvul.009G228000.1.v2.1 annot-version=v2.1
557 579 UUCCACA-GCUUUCUUGAACUGU:. :::::::::::: :::::::AUCGUUCAAGAAAGCCUGUGGAACleavage pacid=37149017 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
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760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
760 781 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
766 787 UUCCACA-GCUUUCUUGAACUG  :::::::::::: :::::::UCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1
759 781 UUCCACA-GCUUUCUUGAACUGU:. :::::::::::: :::::::AUCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142600 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1
765 787 UUCCACA-GCUUUCUUGAACUGU:. :::::::::::: :::::::AUCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142599 locus=Phvul.010G048400 ID=Phvul.010G048400.3.v2.1 annot-version=v2.1
759 781 UUCCACA-GCUUUCUUGAACUGU:. :::::::::::: :::::::AUCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142598 locus=Phvul.010G048400 ID=Phvul.010G048400.1.v2.1 annot-version=v2.1
765 787 UUCCACA-GCUUUCUUGAACUGU:. :::::::::::: :::::::AUCGUUCAAGAAAGCCUGUGGAACleavage pacid=37142597 locus=Phvul.010G048400 ID=Phvul.010G048400.2.v2.1 annot-version=v2.1

1938 1959 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37143227 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1
1938 1959 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37143227 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1
1938 1959 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37143227 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1
1938 1959 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37143227 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1
1938 1959 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37143227 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1
1938 1959 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37143227 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1
1938 1959 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37143227 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1
1938 1959 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37143227 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1
1938 1959 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37143227 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1
1938 1959 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37143227 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1
1938 1959 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37143227 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1
1937 1959 UUCCACA-GCUUUCUUGAACUGU:: :::::::::::: :::::::ACCGUUCAAGAAAGCCUGUGGAACleavage pacid=37143227 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1
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928 948 UUCCACAGCUUUCUUGAACUG..::  :::.:::.::::::: UGGUGGAAGGAAGUUGUGGAACleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
928 948 UUCCACAGCUUUCUUGAACUG..::  :::.:::.::::::: UGGUGGAAGGAAGUUGUGGAACleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
928 948 UUCCACAGCUUUCUUGAACUG..::  :::.:::.::::::: UGGUGGAAGGAAGUUGUGGAACleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
928 948 UUCCACAGCUUUCUUGAACUG..::  :::.:::.::::::: UGGUGGAAGGAAGUUGUGGAACleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
928 948 UUCCACAGCUUUCUUGAACUG..::  :::.:::.::::::: UGGUGGAAGGAAGUUGUGGAACleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
928 948 UUCCACAGCUUUCUUGAACUG..::  :::.:::.::::::: UGGUGGAAGGAAGUUGUGGAACleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
928 948 UUCCACAGCUUUCUUGAACUG..::  :::.:::.::::::: UGGUGGAAGGAAGUUGUGGAACleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
928 948 UUCCACAGCUUUCUUGAACUG..::  :::.:::.::::::: UGGUGGAAGGAAGUUGUGGAACleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
928 948 UUCCACAGCUUUCUUGAACUG..::  :::.:::.::::::: UGGUGGAAGGAAGUUGUGGAACleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
928 948 UUCCACAGCUUUCUUGAACUG..::  :::.:::.::::::: UGGUGGAAGGAAGUUGUGGAACleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
928 948 UUCCACAGCUUUCUUGAACUG..::  :::.:::.::::::: UGGUGGAAGGAAGUUGUGGAACleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
927 948 UUCCACAGCUUUCUUGAACUGU ..::  :::.:::.:::::::UUGGUGGAAGGAAGUUGUGGAACleavage pacid=37144293 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1
625 646 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37156208 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1
625 646 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37156208 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1
625 646 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37156208 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1
625 646 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37156208 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1
625 646 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37156208 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1
625 646 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37156208 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1
625 646 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37156208 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1
625 646 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37156208 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1
625 646 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37156208 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1
625 646 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37156208 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1
625 646 UUCCACA-GCUUUCUUGAACUG: :::::::::::: :::::::CCGUUCAAGAAAGCCUGUGGAACleavage pacid=37156208 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1
624 646 UUCCACA-GCUUUCUUGAACUGU:: :::::::::::: :::::::ACCGUUCAAGAAAGCCUGUGGAACleavage pacid=37156208 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1
959 979 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::: GGGUUUGAGGAGGAUGUGGAACleavage pacid=37167887 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1
959 979 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::: GGGUUUGAGGAGGAUGUGGAACleavage pacid=37167887 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1
959 979 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::: GGGUUUGAGGAGGAUGUGGAACleavage pacid=37167887 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1
959 979 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::: GGGUUUGAGGAGGAUGUGGAACleavage pacid=37167887 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1
959 979 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::: GGGUUUGAGGAGGAUGUGGAACleavage pacid=37167887 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1
959 979 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::: GGGUUUGAGGAGGAUGUGGAACleavage pacid=37167887 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1
959 979 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::: GGGUUUGAGGAGGAUGUGGAACleavage pacid=37167887 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1
959 979 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::: GGGUUUGAGGAGGAUGUGGAACleavage pacid=37167887 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1
959 979 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::: GGGUUUGAGGAGGAUGUGGAACleavage pacid=37167887 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1
959 979 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::: GGGUUUGAGGAGGAUGUGGAACleavage pacid=37167887 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1
959 979 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::: GGGUUUGAGGAGGAUGUGGAACleavage pacid=37167887 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1
958 979 UUCCACAGCUUUCUUGAACUGU  .:::..::.:.: :::::::UGGGUUUGAGGAGGAUGUGGAACleavage pacid=37167887 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1
378 398 UUCCACAGCUUUCUUGAACUG.: ::: .:::::::::::: UAUUUCCGGAAAGCUGUGGAUCleavage pacid=37170459 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1
378 398 UUCCACAGCUUUCUUGAACUG.: ::: .:::::::::::: UAUUUCCGGAAAGCUGUGGAUCleavage pacid=37170459 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1
378 398 UUCCACAGCUUUCUUGAACUG.: ::: .:::::::::::: UAUUUCCGGAAAGCUGUGGAUCleavage pacid=37170459 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1
378 398 UUCCACAGCUUUCUUGAACUG.: ::: .:::::::::::: UAUUUCCGGAAAGCUGUGGAUCleavage pacid=37170459 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1
378 398 UUCCACAGCUUUCUUGAACUG.: ::: .:::::::::::: UAUUUCCGGAAAGCUGUGGAUCleavage pacid=37170459 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1
378 398 UUCCACAGCUUUCUUGAACUG.: ::: .:::::::::::: UAUUUCCGGAAAGCUGUGGAUCleavage pacid=37170459 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1
378 398 UUCCACAGCUUUCUUGAACUG.: ::: .:::::::::::: UAUUUCCGGAAAGCUGUGGAUCleavage pacid=37170459 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1
378 398 UUCCACAGCUUUCUUGAACUG.: ::: .:::::::::::: UAUUUCCGGAAAGCUGUGGAUCleavage pacid=37170459 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1
378 398 UUCCACAGCUUUCUUGAACUG.: ::: .:::::::::::: UAUUUCCGGAAAGCUGUGGAUCleavage pacid=37170459 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1
378 398 UUCCACAGCUUUCUUGAACUG.: ::: .:::::::::::: UAUUUCCGGAAAGCUGUGGAUCleavage pacid=37170459 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1

Page 1946 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

378 398 UUCCACAGCUUUCUUGAACUG.: ::: .:::::::::::: UAUUUCCGGAAAGCUGUGGAUCleavage pacid=37170459 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1
377 398 UUCCACAGCUUUCUUGAACUGU..: ::: .:::::::::::: GUAUUUCCGGAAAGCUGUGGAUCleavage pacid=37170459 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177353 locus=Phvul.002G000300 ID=Phvul.002G000300.1.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177354 locus=Phvul.002G000300 ID=Phvul.002G000300.2.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177353 locus=Phvul.002G000300 ID=Phvul.002G000300.1.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177354 locus=Phvul.002G000300 ID=Phvul.002G000300.2.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177353 locus=Phvul.002G000300 ID=Phvul.002G000300.1.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177354 locus=Phvul.002G000300 ID=Phvul.002G000300.2.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177353 locus=Phvul.002G000300 ID=Phvul.002G000300.1.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177354 locus=Phvul.002G000300 ID=Phvul.002G000300.2.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177353 locus=Phvul.002G000300 ID=Phvul.002G000300.1.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177354 locus=Phvul.002G000300 ID=Phvul.002G000300.2.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177353 locus=Phvul.002G000300 ID=Phvul.002G000300.1.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177354 locus=Phvul.002G000300 ID=Phvul.002G000300.2.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177353 locus=Phvul.002G000300 ID=Phvul.002G000300.1.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177354 locus=Phvul.002G000300 ID=Phvul.002G000300.2.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177353 locus=Phvul.002G000300 ID=Phvul.002G000300.1.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177354 locus=Phvul.002G000300 ID=Phvul.002G000300.2.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177353 locus=Phvul.002G000300 ID=Phvul.002G000300.1.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177354 locus=Phvul.002G000300 ID=Phvul.002G000300.2.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177353 locus=Phvul.002G000300 ID=Phvul.002G000300.1.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177354 locus=Phvul.002G000300 ID=Phvul.002G000300.2.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177353 locus=Phvul.002G000300 ID=Phvul.002G000300.1.v2.1 annot-version=v2.1
235 255 UUCCACAGCUUUCUUGAACUG.: ::..::::::::::::. UAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177354 locus=Phvul.002G000300 ID=Phvul.002G000300.2.v2.1 annot-version=v2.1
234 255 UUCCACAGCUUUCUUGAACUGU .: ::..::::::::::::. UUAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177353 locus=Phvul.002G000300 ID=Phvul.002G000300.1.v2.1 annot-version=v2.1
234 255 UUCCACAGCUUUCUUGAACUGU .: ::..::::::::::::. UUAUUUUGAGAAAGCUGUGGGCCleavage pacid=37177354 locus=Phvul.002G000300 ID=Phvul.002G000300.2.v2.1 annot-version=v2.1

1487 1507 UUCCACAGCUUUCUUGAACUG  :::.::::::::::: : : GUGUUUAAGAAAGCUGUUGUACleavage pacid=37174776 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1
1487 1507 UUCCACAGCUUUCUUGAACUG  :::.::::::::::: : : GUGUUUAAGAAAGCUGUUGUACleavage pacid=37174776 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1
1487 1507 UUCCACAGCUUUCUUGAACUG  :::.::::::::::: : : GUGUUUAAGAAAGCUGUUGUACleavage pacid=37174776 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1
1487 1507 UUCCACAGCUUUCUUGAACUG  :::.::::::::::: : : GUGUUUAAGAAAGCUGUUGUACleavage pacid=37174776 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1
1487 1507 UUCCACAGCUUUCUUGAACUG  :::.::::::::::: : : GUGUUUAAGAAAGCUGUUGUACleavage pacid=37174776 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1
1487 1507 UUCCACAGCUUUCUUGAACUG  :::.::::::::::: : : GUGUUUAAGAAAGCUGUUGUACleavage pacid=37174776 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1
1487 1507 UUCCACAGCUUUCUUGAACUG  :::.::::::::::: : : GUGUUUAAGAAAGCUGUUGUACleavage pacid=37174776 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1
1487 1507 UUCCACAGCUUUCUUGAACUG  :::.::::::::::: : : GUGUUUAAGAAAGCUGUUGUACleavage pacid=37174776 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1
1487 1507 UUCCACAGCUUUCUUGAACUG  :::.::::::::::: : : GUGUUUAAGAAAGCUGUUGUACleavage pacid=37174776 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1
1487 1507 UUCCACAGCUUUCUUGAACUG  :::.::::::::::: : : GUGUUUAAGAAAGCUGUUGUACleavage pacid=37174776 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1
1487 1507 UUCCACAGCUUUCUUGAACUG  :::.::::::::::: : : GUGUUUAAGAAAGCUGUUGUACleavage pacid=37174776 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1
1486 1507 UUCCACAGCUUUCUUGAACUGU   :::.::::::::::: : :GGUGUUUAAGAAAGCUGUUGUACleavage pacid=37174776 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1

579 599 UUCCACAGCUUUCUUGAACUG    ::: :::.::::::::: GUCCUCAUGAAGGCUGUGGAACleavage pacid=37177717 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1
579 599 UUCCACAGCUUUCUUGAACUG    ::: :::.::::::::: GUCCUCAUGAAGGCUGUGGAACleavage pacid=37177717 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1
579 599 UUCCACAGCUUUCUUGAACUG    ::: :::.::::::::: GUCCUCAUGAAGGCUGUGGAACleavage pacid=37177717 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1
579 599 UUCCACAGCUUUCUUGAACUG    ::: :::.::::::::: GUCCUCAUGAAGGCUGUGGAACleavage pacid=37177717 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1
579 599 UUCCACAGCUUUCUUGAACUG    ::: :::.::::::::: GUCCUCAUGAAGGCUGUGGAACleavage pacid=37177717 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1
579 599 UUCCACAGCUUUCUUGAACUG    ::: :::.::::::::: GUCCUCAUGAAGGCUGUGGAACleavage pacid=37177717 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1
579 599 UUCCACAGCUUUCUUGAACUG    ::: :::.::::::::: GUCCUCAUGAAGGCUGUGGAACleavage pacid=37177717 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1
579 599 UUCCACAGCUUUCUUGAACUG    ::: :::.::::::::: GUCCUCAUGAAGGCUGUGGAACleavage pacid=37177717 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1
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579 599 UUCCACAGCUUUCUUGAACUG    ::: :::.::::::::: GUCCUCAUGAAGGCUGUGGAACleavage pacid=37177717 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1
579 599 UUCCACAGCUUUCUUGAACUG    ::: :::.::::::::: GUCCUCAUGAAGGCUGUGGAACleavage pacid=37177717 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1
579 599 UUCCACAGCUUUCUUGAACUG    ::: :::.::::::::: GUCCUCAUGAAGGCUGUGGAACleavage pacid=37177717 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1
930 951 UUCCACAGCUUUCUUGAACUGU:..:::.  :::.::::::::.AUGGUUUUCGAAGGCUGUGGAGCleavage pacid=37177108 locus=Phvul.002G330600 ID=Phvul.002G330600.1.v2.1 annot-version=v2.1
591 611 UUCCACAGCUUUCUUGAACUG   ::::::::::.::: ::. GUAUUCAAGAAAGUUGUUGAGCleavage pacid=37144600 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1
591 611 UUCCACAGCUUUCUUGAACUG   ::::::::::.::: ::. GUAUUCAAGAAAGUUGUUGAGCleavage pacid=37144600 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1
591 611 UUCCACAGCUUUCUUGAACUG   ::::::::::.::: ::. GUAUUCAAGAAAGUUGUUGAGCleavage pacid=37144600 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1
591 611 UUCCACAGCUUUCUUGAACUG   ::::::::::.::: ::. GUAUUCAAGAAAGUUGUUGAGCleavage pacid=37144600 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1
591 611 UUCCACAGCUUUCUUGAACUG   ::::::::::.::: ::. GUAUUCAAGAAAGUUGUUGAGCleavage pacid=37144600 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1
591 611 UUCCACAGCUUUCUUGAACUG   ::::::::::.::: ::. GUAUUCAAGAAAGUUGUUGAGCleavage pacid=37144600 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1
591 611 UUCCACAGCUUUCUUGAACUG   ::::::::::.::: ::. GUAUUCAAGAAAGUUGUUGAGCleavage pacid=37144600 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1
591 611 UUCCACAGCUUUCUUGAACUG   ::::::::::.::: ::. GUAUUCAAGAAAGUUGUUGAGCleavage pacid=37144600 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1
591 611 UUCCACAGCUUUCUUGAACUG   ::::::::::.::: ::. GUAUUCAAGAAAGUUGUUGAGCleavage pacid=37144600 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1
591 611 UUCCACAGCUUUCUUGAACUG   ::::::::::.::: ::. GUAUUCAAGAAAGUUGUUGAGCleavage pacid=37144600 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1
591 611 UUCCACAGCUUUCUUGAACUG   ::::::::::.::: ::. GUAUUCAAGAAAGUUGUUGAGCleavage pacid=37144600 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1
590 611 UUCCACAGCUUUCUUGAACUGU    ::::::::::.::: ::.AGUAUUCAAGAAAGUUGUUGAGCleavage pacid=37144600 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1

2330 2350 UUCCACAGCUUUCUUGAACUG  ::::::::: :::: :::. AUGUUCAAGAAUGCUGCGGAGTranslation pacid=37144937 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1
2330 2350 UUCCACAGCUUUCUUGAACUG  ::::::::: :::: :::. AUGUUCAAGAAUGCUGCGGAGTranslation pacid=37144937 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1
2330 2350 UUCCACAGCUUUCUUGAACUG  ::::::::: :::: :::. AUGUUCAAGAAUGCUGCGGAGTranslation pacid=37144937 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1
2330 2350 UUCCACAGCUUUCUUGAACUG  ::::::::: :::: :::. AUGUUCAAGAAUGCUGCGGAGTranslation pacid=37144937 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1
2330 2350 UUCCACAGCUUUCUUGAACUG  ::::::::: :::: :::. AUGUUCAAGAAUGCUGCGGAGTranslation pacid=37144937 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1
2330 2350 UUCCACAGCUUUCUUGAACUG  ::::::::: :::: :::. AUGUUCAAGAAUGCUGCGGAGTranslation pacid=37144937 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1
2330 2350 UUCCACAGCUUUCUUGAACUG  ::::::::: :::: :::. AUGUUCAAGAAUGCUGCGGAGTranslation pacid=37144937 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1
2330 2350 UUCCACAGCUUUCUUGAACUG  ::::::::: :::: :::. AUGUUCAAGAAUGCUGCGGAGTranslation pacid=37144937 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1
2330 2350 UUCCACAGCUUUCUUGAACUG  ::::::::: :::: :::. AUGUUCAAGAAUGCUGCGGAGTranslation pacid=37144937 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1
2330 2350 UUCCACAGCUUUCUUGAACUG  ::::::::: :::: :::. AUGUUCAAGAAUGCUGCGGAGTranslation pacid=37144937 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1
2330 2350 UUCCACAGCUUUCUUGAACUG  ::::::::: :::: :::. AUGUUCAAGAAUGCUGCGGAGTranslation pacid=37144937 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1

540 560 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145292 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1
942 962 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145291 locus=Phvul.003G140200 ID=Phvul.003G140200.1.v2.1 annot-version=v2.1
540 560 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145292 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1
942 962 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145291 locus=Phvul.003G140200 ID=Phvul.003G140200.1.v2.1 annot-version=v2.1
540 560 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145292 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1
942 962 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145291 locus=Phvul.003G140200 ID=Phvul.003G140200.1.v2.1 annot-version=v2.1
540 560 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145292 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1
942 962 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145291 locus=Phvul.003G140200 ID=Phvul.003G140200.1.v2.1 annot-version=v2.1
540 560 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145292 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1
942 962 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145291 locus=Phvul.003G140200 ID=Phvul.003G140200.1.v2.1 annot-version=v2.1
540 560 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145292 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1
942 962 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145291 locus=Phvul.003G140200 ID=Phvul.003G140200.1.v2.1 annot-version=v2.1
540 560 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145292 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1
942 962 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145291 locus=Phvul.003G140200 ID=Phvul.003G140200.1.v2.1 annot-version=v2.1
540 560 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145292 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1
942 962 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145291 locus=Phvul.003G140200 ID=Phvul.003G140200.1.v2.1 annot-version=v2.1
540 560 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145292 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1
942 962 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145291 locus=Phvul.003G140200 ID=Phvul.003G140200.1.v2.1 annot-version=v2.1
540 560 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145292 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1
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942 962 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145291 locus=Phvul.003G140200 ID=Phvul.003G140200.1.v2.1 annot-version=v2.1
540 560 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145292 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1
942 962 UUCCACAGCUUUCUUGAACUG:.:::::::.:::::: : :: CGGUUCAAGGAAGCUGGGCAACleavage pacid=37145291 locus=Phvul.003G140200 ID=Phvul.003G140200.1.v2.1 annot-version=v2.1
539 560 UUCCACAGCUUUCUUGAACUGU :.:::::::.:::::: : ::UCGGUUCAAGGAAGCUGGGCAACleavage pacid=37145292 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1
941 962 UUCCACAGCUUUCUUGAACUGU :.:::::::.:::::: : ::UCGGUUCAAGGAAGCUGGGCAACleavage pacid=37145291 locus=Phvul.003G140200 ID=Phvul.003G140200.1.v2.1 annot-version=v2.1
984 1004 UUCCACAGCUUUCUUGAACUG :: ::: :.:::::::::: GAGCUCAUGGAAGCUGUGGAUCleavage pacid=37145509 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1
984 1004 UUCCACAGCUUUCUUGAACUG :: ::: :.:::::::::: GAGCUCAUGGAAGCUGUGGAUCleavage pacid=37145509 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1
984 1004 UUCCACAGCUUUCUUGAACUG :: ::: :.:::::::::: GAGCUCAUGGAAGCUGUGGAUCleavage pacid=37145509 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1
984 1004 UUCCACAGCUUUCUUGAACUG :: ::: :.:::::::::: GAGCUCAUGGAAGCUGUGGAUCleavage pacid=37145509 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1
984 1004 UUCCACAGCUUUCUUGAACUG :: ::: :.:::::::::: GAGCUCAUGGAAGCUGUGGAUCleavage pacid=37145509 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1
984 1004 UUCCACAGCUUUCUUGAACUG :: ::: :.:::::::::: GAGCUCAUGGAAGCUGUGGAUCleavage pacid=37145509 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1
984 1004 UUCCACAGCUUUCUUGAACUG :: ::: :.:::::::::: GAGCUCAUGGAAGCUGUGGAUCleavage pacid=37145509 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1
984 1004 UUCCACAGCUUUCUUGAACUG :: ::: :.:::::::::: GAGCUCAUGGAAGCUGUGGAUCleavage pacid=37145509 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1
984 1004 UUCCACAGCUUUCUUGAACUG :: ::: :.:::::::::: GAGCUCAUGGAAGCUGUGGAUCleavage pacid=37145509 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1
984 1004 UUCCACAGCUUUCUUGAACUG :: ::: :.:::::::::: GAGCUCAUGGAAGCUGUGGAUCleavage pacid=37145509 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1
984 1004 UUCCACAGCUUUCUUGAACUG :: ::: :.:::::::::: GAGCUCAUGGAAGCUGUGGAUCleavage pacid=37145509 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1
983 1004 UUCCACAGCUUUCUUGAACUGU  :: ::: :.:::::::::: CGAGCUCAUGGAAGCUGUGGAUCleavage pacid=37145509 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1

1055 1075 UUCCACAGCUUUCUUGAACUG     ::::.::::::::::: AUGGCCAAGGAAGCUGUGGAACleavage pacid=37161879 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1
1055 1075 UUCCACAGCUUUCUUGAACUG     ::::.::::::::::: AUGGCCAAGGAAGCUGUGGAACleavage pacid=37161879 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1
1055 1075 UUCCACAGCUUUCUUGAACUG     ::::.::::::::::: AUGGCCAAGGAAGCUGUGGAACleavage pacid=37161879 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1
1055 1075 UUCCACAGCUUUCUUGAACUG     ::::.::::::::::: AUGGCCAAGGAAGCUGUGGAACleavage pacid=37161879 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1
1055 1075 UUCCACAGCUUUCUUGAACUG     ::::.::::::::::: AUGGCCAAGGAAGCUGUGGAACleavage pacid=37161879 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1
1055 1075 UUCCACAGCUUUCUUGAACUG     ::::.::::::::::: AUGGCCAAGGAAGCUGUGGAACleavage pacid=37161879 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1
1055 1075 UUCCACAGCUUUCUUGAACUG     ::::.::::::::::: AUGGCCAAGGAAGCUGUGGAACleavage pacid=37161879 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1
1055 1075 UUCCACAGCUUUCUUGAACUG     ::::.::::::::::: AUGGCCAAGGAAGCUGUGGAACleavage pacid=37161879 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1
1055 1075 UUCCACAGCUUUCUUGAACUG     ::::.::::::::::: AUGGCCAAGGAAGCUGUGGAACleavage pacid=37161879 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1
1055 1075 UUCCACAGCUUUCUUGAACUG     ::::.::::::::::: AUGGCCAAGGAAGCUGUGGAACleavage pacid=37161879 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1
1055 1075 UUCCACAGCUUUCUUGAACUG     ::::.::::::::::: AUGGCCAAGGAAGCUGUGGAACleavage pacid=37161879 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1
1054 1075 UUCCACAGCUUUCUUGAACUGU      ::::.:::::::::::AAUGGCCAAGGAAGCUGUGGAACleavage pacid=37161879 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1

149 169 UUCCACAGCUUUCUUGAACUG ::::::::.::: ::::: : AAGUUCAAGGAAGGUGUGGCACleavage pacid=37154541 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1
149 169 UUCCACAGCUUUCUUGAACUG ::::::::.::: ::::: : AAGUUCAAGGAAGGUGUGGCACleavage pacid=37154541 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1
149 169 UUCCACAGCUUUCUUGAACUG ::::::::.::: ::::: : AAGUUCAAGGAAGGUGUGGCACleavage pacid=37154541 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1
149 169 UUCCACAGCUUUCUUGAACUG ::::::::.::: ::::: : AAGUUCAAGGAAGGUGUGGCACleavage pacid=37154541 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1
149 169 UUCCACAGCUUUCUUGAACUG ::::::::.::: ::::: : AAGUUCAAGGAAGGUGUGGCACleavage pacid=37154541 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1
149 169 UUCCACAGCUUUCUUGAACUG ::::::::.::: ::::: : AAGUUCAAGGAAGGUGUGGCACleavage pacid=37154541 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1
149 169 UUCCACAGCUUUCUUGAACUG ::::::::.::: ::::: : AAGUUCAAGGAAGGUGUGGCACleavage pacid=37154541 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1
149 169 UUCCACAGCUUUCUUGAACUG ::::::::.::: ::::: : AAGUUCAAGGAAGGUGUGGCACleavage pacid=37154541 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1
149 169 UUCCACAGCUUUCUUGAACUG ::::::::.::: ::::: : AAGUUCAAGGAAGGUGUGGCACleavage pacid=37154541 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1
149 169 UUCCACAGCUUUCUUGAACUG ::::::::.::: ::::: : AAGUUCAAGGAAGGUGUGGCACleavage pacid=37154541 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1
149 169 UUCCACAGCUUUCUUGAACUG ::::::::.::: ::::: : AAGUUCAAGGAAGGUGUGGCACleavage pacid=37154541 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1
148 169 UUCCACAGCUUUCUUGAACUGU  ::::::::.::: ::::: :UAAGUUCAAGGAAGGUGUGGCACleavage pacid=37154541 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG::: :..::::::::: :::: CAGAUUGAGAAAGCUGAGGAACleavage pacid=37171330 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG::: :..::::::::: :::: CAGAUUGAGAAAGCUGAGGAACleavage pacid=37171330 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG::: :..::::::::: :::: CAGAUUGAGAAAGCUGAGGAACleavage pacid=37171330 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG::: :..::::::::: :::: CAGAUUGAGAAAGCUGAGGAACleavage pacid=37171330 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG::: :..::::::::: :::: CAGAUUGAGAAAGCUGAGGAACleavage pacid=37171330 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1
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574 594 UUCCACAGCUUUCUUGAACUG::: :..::::::::: :::: CAGAUUGAGAAAGCUGAGGAACleavage pacid=37171330 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG::: :..::::::::: :::: CAGAUUGAGAAAGCUGAGGAACleavage pacid=37171330 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG::: :..::::::::: :::: CAGAUUGAGAAAGCUGAGGAACleavage pacid=37171330 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG::: :..::::::::: :::: CAGAUUGAGAAAGCUGAGGAACleavage pacid=37171330 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG::: :..::::::::: :::: CAGAUUGAGAAAGCUGAGGAACleavage pacid=37171330 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG::: :..::::::::: :::: CAGAUUGAGAAAGCUGAGGAACleavage pacid=37171330 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1
573 594 UUCCACAGCUUUCUUGAACUGU ::: :..::::::::: ::::UCAGAUUGAGAAAGCUGAGGAACleavage pacid=37171330 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1

1411 1431 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: AGGUUGGAGGAGGCUGUGGAUCleavage pacid=37166777 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1
1411 1431 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: AGGUUGGAGGAGGCUGUGGAUCleavage pacid=37166777 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1
1411 1431 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: AGGUUGGAGGAGGCUGUGGAUCleavage pacid=37166777 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1
1411 1431 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: AGGUUGGAGGAGGCUGUGGAUCleavage pacid=37166777 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1
1411 1431 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: AGGUUGGAGGAGGCUGUGGAUCleavage pacid=37166777 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1
1411 1431 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: AGGUUGGAGGAGGCUGUGGAUCleavage pacid=37166777 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1
1411 1431 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: AGGUUGGAGGAGGCUGUGGAUCleavage pacid=37166777 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1
1411 1431 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: AGGUUGGAGGAGGCUGUGGAUCleavage pacid=37166777 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1
1411 1431 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: AGGUUGGAGGAGGCUGUGGAUCleavage pacid=37166777 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1
1411 1431 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: AGGUUGGAGGAGGCUGUGGAUCleavage pacid=37166777 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1
1411 1431 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: AGGUUGGAGGAGGCUGUGGAUCleavage pacid=37166777 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1

394 414 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: GGGUUGGAGGAGGCUGUGGAUCleavage pacid=37164714 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: GGGUUGGAGGAGGCUGUGGAUCleavage pacid=37164714 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: GGGUUGGAGGAGGCUGUGGAUCleavage pacid=37164714 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: GGGUUGGAGGAGGCUGUGGAUCleavage pacid=37164714 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: GGGUUGGAGGAGGCUGUGGAUCleavage pacid=37164714 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: GGGUUGGAGGAGGCUGUGGAUCleavage pacid=37164714 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: GGGUUGGAGGAGGCUGUGGAUCleavage pacid=37164714 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: GGGUUGGAGGAGGCUGUGGAUCleavage pacid=37164714 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: GGGUUGGAGGAGGCUGUGGAUCleavage pacid=37164714 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: GGGUUGGAGGAGGCUGUGGAUCleavage pacid=37164714 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG .::: .::.:.:::::::: GGGUUGGAGGAGGCUGUGGAUCleavage pacid=37164714 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1
393 414 UUCCACAGCUUUCUUGAACUGU  .::: .::.:.:::::::: UGGGUUGGAGGAGGCUGUGGAUCleavage pacid=37164714 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1
985 1005 UUCCACAGCUUUCUUGAACUG    :::::::::: :::::: GGUAUCAAGAAAGCAGUGGAACleavage pacid=37166088 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1
985 1005 UUCCACAGCUUUCUUGAACUG    :::::::::: :::::: GGUAUCAAGAAAGCAGUGGAACleavage pacid=37166088 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1
985 1005 UUCCACAGCUUUCUUGAACUG    :::::::::: :::::: GGUAUCAAGAAAGCAGUGGAACleavage pacid=37166088 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1
985 1005 UUCCACAGCUUUCUUGAACUG    :::::::::: :::::: GGUAUCAAGAAAGCAGUGGAACleavage pacid=37166088 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1
985 1005 UUCCACAGCUUUCUUGAACUG    :::::::::: :::::: GGUAUCAAGAAAGCAGUGGAACleavage pacid=37166088 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1
985 1005 UUCCACAGCUUUCUUGAACUG    :::::::::: :::::: GGUAUCAAGAAAGCAGUGGAACleavage pacid=37166088 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1
985 1005 UUCCACAGCUUUCUUGAACUG    :::::::::: :::::: GGUAUCAAGAAAGCAGUGGAACleavage pacid=37166088 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1
985 1005 UUCCACAGCUUUCUUGAACUG    :::::::::: :::::: GGUAUCAAGAAAGCAGUGGAACleavage pacid=37166088 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1
985 1005 UUCCACAGCUUUCUUGAACUG    :::::::::: :::::: GGUAUCAAGAAAGCAGUGGAACleavage pacid=37166088 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1
985 1005 UUCCACAGCUUUCUUGAACUG    :::::::::: :::::: GGUAUCAAGAAAGCAGUGGAACleavage pacid=37166088 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1
985 1005 UUCCACAGCUUUCUUGAACUG    :::::::::: :::::: GGUAUCAAGAAAGCAGUGGAACleavage pacid=37166088 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1
984 1005 UUCCACAGCUUUCUUGAACUGU     :::::::::: ::::::AGGUAUCAAGAAAGCAGUGGAACleavage pacid=37166088 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167103 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167102 locus=Phvul.007G225200 ID=Phvul.007G225200.1.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167103 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167102 locus=Phvul.007G225200 ID=Phvul.007G225200.1.v2.1 annot-version=v2.1
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704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167103 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167102 locus=Phvul.007G225200 ID=Phvul.007G225200.1.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167103 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167102 locus=Phvul.007G225200 ID=Phvul.007G225200.1.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167103 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167102 locus=Phvul.007G225200 ID=Phvul.007G225200.1.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167103 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167102 locus=Phvul.007G225200 ID=Phvul.007G225200.1.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167103 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167102 locus=Phvul.007G225200 ID=Phvul.007G225200.1.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167103 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167102 locus=Phvul.007G225200 ID=Phvul.007G225200.1.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167103 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167102 locus=Phvul.007G225200 ID=Phvul.007G225200.1.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167103 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167102 locus=Phvul.007G225200 ID=Phvul.007G225200.1.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167103 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1
704 724 UUCCACAGCUUUCUUGAACUG     .::::::::::::::: GCUGCUAAGAAAGCUGUGGAACleavage pacid=37167102 locus=Phvul.007G225200 ID=Phvul.007G225200.1.v2.1 annot-version=v2.1
703 724 UUCCACAGCUUUCUUGAACUGU      .:::::::::::::::AGCUGCUAAGAAAGCUGUGGAACleavage pacid=37167103 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1
703 724 UUCCACAGCUUUCUUGAACUGU      .:::::::::::::::AGCUGCUAAGAAAGCUGUGGAACleavage pacid=37167102 locus=Phvul.007G225200 ID=Phvul.007G225200.1.v2.1 annot-version=v2.1
616 636 UUCCACAGCUUUCUUGAACUG::::::: :::.:: ::::.: CAGUUCAUGAAGGCGGUGGGACleavage pacid=37164693 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1
616 636 UUCCACAGCUUUCUUGAACUG::::::: :::.:: ::::.: CAGUUCAUGAAGGCGGUGGGACleavage pacid=37164693 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1
616 636 UUCCACAGCUUUCUUGAACUG::::::: :::.:: ::::.: CAGUUCAUGAAGGCGGUGGGACleavage pacid=37164693 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1
616 636 UUCCACAGCUUUCUUGAACUG::::::: :::.:: ::::.: CAGUUCAUGAAGGCGGUGGGACleavage pacid=37164693 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1
616 636 UUCCACAGCUUUCUUGAACUG::::::: :::.:: ::::.: CAGUUCAUGAAGGCGGUGGGACleavage pacid=37164693 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1
616 636 UUCCACAGCUUUCUUGAACUG::::::: :::.:: ::::.: CAGUUCAUGAAGGCGGUGGGACleavage pacid=37164693 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1
616 636 UUCCACAGCUUUCUUGAACUG::::::: :::.:: ::::.: CAGUUCAUGAAGGCGGUGGGACleavage pacid=37164693 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1
616 636 UUCCACAGCUUUCUUGAACUG::::::: :::.:: ::::.: CAGUUCAUGAAGGCGGUGGGACleavage pacid=37164693 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1
616 636 UUCCACAGCUUUCUUGAACUG::::::: :::.:: ::::.: CAGUUCAUGAAGGCGGUGGGACleavage pacid=37164693 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1
616 636 UUCCACAGCUUUCUUGAACUG::::::: :::.:: ::::.: CAGUUCAUGAAGGCGGUGGGACleavage pacid=37164693 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1
616 636 UUCCACAGCUUUCUUGAACUG::::::: :::.:: ::::.: CAGUUCAUGAAGGCGGUGGGACleavage pacid=37164693 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1
615 636 UUCCACAGCUUUCUUGAACUGU ::::::: :::.:: ::::.:CCAGUUCAUGAAGGCGGUGGGACleavage pacid=37164693 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1

84 104 UUCCACAGCUUUCUUGAACUG .: ::.::::.:::: :::: GGGCUCGAGAAGGCUGAGGAACleavage pacid=37158467 locus=Phvul.008G020700 ID=Phvul.008G020700.1.v2.1 annot-version=v2.1
84 104 UUCCACAGCUUUCUUGAACUG .: ::.::::.:::: :::: GGGCUCGAGAAGGCUGAGGAACleavage pacid=37158467 locus=Phvul.008G020700 ID=Phvul.008G020700.1.v2.1 annot-version=v2.1
84 104 UUCCACAGCUUUCUUGAACUG .: ::.::::.:::: :::: GGGCUCGAGAAGGCUGAGGAACleavage pacid=37158467 locus=Phvul.008G020700 ID=Phvul.008G020700.1.v2.1 annot-version=v2.1
84 104 UUCCACAGCUUUCUUGAACUG .: ::.::::.:::: :::: GGGCUCGAGAAGGCUGAGGAACleavage pacid=37158467 locus=Phvul.008G020700 ID=Phvul.008G020700.1.v2.1 annot-version=v2.1
84 104 UUCCACAGCUUUCUUGAACUG .: ::.::::.:::: :::: GGGCUCGAGAAGGCUGAGGAACleavage pacid=37158467 locus=Phvul.008G020700 ID=Phvul.008G020700.1.v2.1 annot-version=v2.1
84 104 UUCCACAGCUUUCUUGAACUG .: ::.::::.:::: :::: GGGCUCGAGAAGGCUGAGGAACleavage pacid=37158467 locus=Phvul.008G020700 ID=Phvul.008G020700.1.v2.1 annot-version=v2.1
84 104 UUCCACAGCUUUCUUGAACUG .: ::.::::.:::: :::: GGGCUCGAGAAGGCUGAGGAACleavage pacid=37158467 locus=Phvul.008G020700 ID=Phvul.008G020700.1.v2.1 annot-version=v2.1
84 104 UUCCACAGCUUUCUUGAACUG .: ::.::::.:::: :::: GGGCUCGAGAAGGCUGAGGAACleavage pacid=37158467 locus=Phvul.008G020700 ID=Phvul.008G020700.1.v2.1 annot-version=v2.1
84 104 UUCCACAGCUUUCUUGAACUG .: ::.::::.:::: :::: GGGCUCGAGAAGGCUGAGGAACleavage pacid=37158467 locus=Phvul.008G020700 ID=Phvul.008G020700.1.v2.1 annot-version=v2.1
84 104 UUCCACAGCUUUCUUGAACUG .: ::.::::.:::: :::: GGGCUCGAGAAGGCUGAGGAACleavage pacid=37158467 locus=Phvul.008G020700 ID=Phvul.008G020700.1.v2.1 annot-version=v2.1
84 104 UUCCACAGCUUUCUUGAACUG .: ::.::::.:::: :::: GGGCUCGAGAAGGCUGAGGAACleavage pacid=37158467 locus=Phvul.008G020700 ID=Phvul.008G020700.1.v2.1 annot-version=v2.1

537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158749 locus=Phvul.008G046300 ID=Phvul.008G046300.1.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158748 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158749 locus=Phvul.008G046300 ID=Phvul.008G046300.1.v2.1 annot-version=v2.1
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537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158748 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158749 locus=Phvul.008G046300 ID=Phvul.008G046300.1.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158748 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158749 locus=Phvul.008G046300 ID=Phvul.008G046300.1.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158748 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158749 locus=Phvul.008G046300 ID=Phvul.008G046300.1.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158748 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158749 locus=Phvul.008G046300 ID=Phvul.008G046300.1.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158748 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158749 locus=Phvul.008G046300 ID=Phvul.008G046300.1.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158748 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158749 locus=Phvul.008G046300 ID=Phvul.008G046300.1.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158748 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158749 locus=Phvul.008G046300 ID=Phvul.008G046300.1.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158748 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158749 locus=Phvul.008G046300 ID=Phvul.008G046300.1.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158748 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158749 locus=Phvul.008G046300 ID=Phvul.008G046300.1.v2.1 annot-version=v2.1
537 557 UUCCACAGCUUUCUUGAACUG .: :::: .:.::::::::: AGGCUCAAAGAGGCUGUGGAACleavage pacid=37158748 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1
621 641 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158241 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158239 locus=Phvul.008G118100 ID=Phvul.008G118100.1.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158240 locus=Phvul.008G118100 ID=Phvul.008G118100.2.v2.1 annot-version=v2.1
621 641 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158241 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158239 locus=Phvul.008G118100 ID=Phvul.008G118100.1.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158240 locus=Phvul.008G118100 ID=Phvul.008G118100.2.v2.1 annot-version=v2.1
621 641 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158241 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158239 locus=Phvul.008G118100 ID=Phvul.008G118100.1.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158240 locus=Phvul.008G118100 ID=Phvul.008G118100.2.v2.1 annot-version=v2.1
621 641 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158241 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158239 locus=Phvul.008G118100 ID=Phvul.008G118100.1.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158240 locus=Phvul.008G118100 ID=Phvul.008G118100.2.v2.1 annot-version=v2.1
621 641 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158241 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158239 locus=Phvul.008G118100 ID=Phvul.008G118100.1.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158240 locus=Phvul.008G118100 ID=Phvul.008G118100.2.v2.1 annot-version=v2.1
621 641 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158241 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158239 locus=Phvul.008G118100 ID=Phvul.008G118100.1.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158240 locus=Phvul.008G118100 ID=Phvul.008G118100.2.v2.1 annot-version=v2.1
621 641 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158241 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158239 locus=Phvul.008G118100 ID=Phvul.008G118100.1.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158240 locus=Phvul.008G118100 ID=Phvul.008G118100.2.v2.1 annot-version=v2.1
621 641 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158241 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158239 locus=Phvul.008G118100 ID=Phvul.008G118100.1.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158240 locus=Phvul.008G118100 ID=Phvul.008G118100.2.v2.1 annot-version=v2.1
621 641 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158241 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158239 locus=Phvul.008G118100 ID=Phvul.008G118100.1.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158240 locus=Phvul.008G118100 ID=Phvul.008G118100.2.v2.1 annot-version=v2.1
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621 641 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158241 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158239 locus=Phvul.008G118100 ID=Phvul.008G118100.1.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158240 locus=Phvul.008G118100 ID=Phvul.008G118100.2.v2.1 annot-version=v2.1
621 641 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158241 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158239 locus=Phvul.008G118100 ID=Phvul.008G118100.1.v2.1 annot-version=v2.1
620 640 UUCCACAGCUUUCUUGAACUG ::: :: :::.:.::::::. AAGUGCAUGAAGGUUGUGGAGCleavage pacid=37158240 locus=Phvul.008G118100 ID=Phvul.008G118100.2.v2.1 annot-version=v2.1
703 723 UUCCACAGCUUUCUUGAACUG   :: :::::::.:::::: UCAUUGAAGAAAGUUGUGGACCleavage pacid=37157862 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1
703 723 UUCCACAGCUUUCUUGAACUG   :: :::::::.:::::: UCAUUGAAGAAAGUUGUGGACCleavage pacid=37157862 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1
703 723 UUCCACAGCUUUCUUGAACUG   :: :::::::.:::::: UCAUUGAAGAAAGUUGUGGACCleavage pacid=37157862 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1
703 723 UUCCACAGCUUUCUUGAACUG   :: :::::::.:::::: UCAUUGAAGAAAGUUGUGGACCleavage pacid=37157862 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1
703 723 UUCCACAGCUUUCUUGAACUG   :: :::::::.:::::: UCAUUGAAGAAAGUUGUGGACCleavage pacid=37157862 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1
703 723 UUCCACAGCUUUCUUGAACUG   :: :::::::.:::::: UCAUUGAAGAAAGUUGUGGACCleavage pacid=37157862 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1
703 723 UUCCACAGCUUUCUUGAACUG   :: :::::::.:::::: UCAUUGAAGAAAGUUGUGGACCleavage pacid=37157862 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1
703 723 UUCCACAGCUUUCUUGAACUG   :: :::::::.:::::: UCAUUGAAGAAAGUUGUGGACCleavage pacid=37157862 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1
703 723 UUCCACAGCUUUCUUGAACUG   :: :::::::.:::::: UCAUUGAAGAAAGUUGUGGACCleavage pacid=37157862 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1
703 723 UUCCACAGCUUUCUUGAACUG   :: :::::::.:::::: UCAUUGAAGAAAGUUGUGGACCleavage pacid=37157862 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1
703 723 UUCCACAGCUUUCUUGAACUG   :: :::::::.:::::: UCAUUGAAGAAAGUUGUGGACCleavage pacid=37157862 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152055 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152054 locus=Phvul.009G019500 ID=Phvul.009G019500.1.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152055 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152054 locus=Phvul.009G019500 ID=Phvul.009G019500.1.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152055 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152054 locus=Phvul.009G019500 ID=Phvul.009G019500.1.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152055 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152054 locus=Phvul.009G019500 ID=Phvul.009G019500.1.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152055 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152054 locus=Phvul.009G019500 ID=Phvul.009G019500.1.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152055 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152054 locus=Phvul.009G019500 ID=Phvul.009G019500.1.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152055 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152054 locus=Phvul.009G019500 ID=Phvul.009G019500.1.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152055 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152054 locus=Phvul.009G019500 ID=Phvul.009G019500.1.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152055 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152054 locus=Phvul.009G019500 ID=Phvul.009G019500.1.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152055 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152054 locus=Phvul.009G019500 ID=Phvul.009G019500.1.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152055 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1
286 306 UUCCACAGCUUUCUUGAACUG:.::: .::.:.:::::::: CGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152054 locus=Phvul.009G019500 ID=Phvul.009G019500.1.v2.1 annot-version=v2.1
285 306 UUCCACAGCUUUCUUGAACUGU.:.::: .::.:.:::::::: GCGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152055 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1
285 306 UUCCACAGCUUUCUUGAACUGU.:.::: .::.:.:::::::: GCGGUUGGAGGAGGCUGUGGAUCleavage pacid=37152054 locus=Phvul.009G019500 ID=Phvul.009G019500.1.v2.1 annot-version=v2.1
275 295 UUCCACAGCUUUCUUGAACUG  ::::::::::::::  ::. UUGUUCAAGAAAGCUGAAGAGCleavage pacid=37149266 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1
275 295 UUCCACAGCUUUCUUGAACUG  ::::::::::::::  ::. UUGUUCAAGAAAGCUGAAGAGCleavage pacid=37149266 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1
275 295 UUCCACAGCUUUCUUGAACUG  ::::::::::::::  ::. UUGUUCAAGAAAGCUGAAGAGCleavage pacid=37149266 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1
275 295 UUCCACAGCUUUCUUGAACUG  ::::::::::::::  ::. UUGUUCAAGAAAGCUGAAGAGCleavage pacid=37149266 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1
275 295 UUCCACAGCUUUCUUGAACUG  ::::::::::::::  ::. UUGUUCAAGAAAGCUGAAGAGCleavage pacid=37149266 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1
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275 295 UUCCACAGCUUUCUUGAACUG  ::::::::::::::  ::. UUGUUCAAGAAAGCUGAAGAGCleavage pacid=37149266 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1
275 295 UUCCACAGCUUUCUUGAACUG  ::::::::::::::  ::. UUGUUCAAGAAAGCUGAAGAGCleavage pacid=37149266 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1
275 295 UUCCACAGCUUUCUUGAACUG  ::::::::::::::  ::. UUGUUCAAGAAAGCUGAAGAGCleavage pacid=37149266 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1
275 295 UUCCACAGCUUUCUUGAACUG  ::::::::::::::  ::. UUGUUCAAGAAAGCUGAAGAGCleavage pacid=37149266 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1
275 295 UUCCACAGCUUUCUUGAACUG  ::::::::::::::  ::. UUGUUCAAGAAAGCUGAAGAGCleavage pacid=37149266 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1
275 295 UUCCACAGCUUUCUUGAACUG  ::::::::::::::  ::. UUGUUCAAGAAAGCUGAAGAGCleavage pacid=37149266 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1
274 295 UUCCACAGCUUUCUUGAACUGU   ::::::::::::::  ::.GUUGUUCAAGAAAGCUGAAGAGCleavage pacid=37149266 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1

1786 1806 UUCCACAGCUUUCUUGAACUG  :::::::.::::  ::::: UUGUUCAAGGAAGCAAUGGAACleavage pacid=37151915 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1
1786 1806 UUCCACAGCUUUCUUGAACUG  :::::::.::::  ::::: UUGUUCAAGGAAGCAAUGGAACleavage pacid=37151915 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1
1786 1806 UUCCACAGCUUUCUUGAACUG  :::::::.::::  ::::: UUGUUCAAGGAAGCAAUGGAACleavage pacid=37151915 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1
1786 1806 UUCCACAGCUUUCUUGAACUG  :::::::.::::  ::::: UUGUUCAAGGAAGCAAUGGAACleavage pacid=37151915 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1
1786 1806 UUCCACAGCUUUCUUGAACUG  :::::::.::::  ::::: UUGUUCAAGGAAGCAAUGGAACleavage pacid=37151915 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1
1786 1806 UUCCACAGCUUUCUUGAACUG  :::::::.::::  ::::: UUGUUCAAGGAAGCAAUGGAACleavage pacid=37151915 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1
1786 1806 UUCCACAGCUUUCUUGAACUG  :::::::.::::  ::::: UUGUUCAAGGAAGCAAUGGAACleavage pacid=37151915 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1
1786 1806 UUCCACAGCUUUCUUGAACUG  :::::::.::::  ::::: UUGUUCAAGGAAGCAAUGGAACleavage pacid=37151915 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1
1786 1806 UUCCACAGCUUUCUUGAACUG  :::::::.::::  ::::: UUGUUCAAGGAAGCAAUGGAACleavage pacid=37151915 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1
1786 1806 UUCCACAGCUUUCUUGAACUG  :::::::.::::  ::::: UUGUUCAAGGAAGCAAUGGAACleavage pacid=37151915 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1
1786 1806 UUCCACAGCUUUCUUGAACUG  :::::::.::::  ::::: UUGUUCAAGGAAGCAAUGGAACleavage pacid=37151915 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1

104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148621 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148620 locus=Phvul.009G230000 ID=Phvul.009G230000.1.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148621 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148620 locus=Phvul.009G230000 ID=Phvul.009G230000.1.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148621 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148620 locus=Phvul.009G230000 ID=Phvul.009G230000.1.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148621 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148620 locus=Phvul.009G230000 ID=Phvul.009G230000.1.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148621 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148620 locus=Phvul.009G230000 ID=Phvul.009G230000.1.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148621 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148620 locus=Phvul.009G230000 ID=Phvul.009G230000.1.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148621 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148620 locus=Phvul.009G230000 ID=Phvul.009G230000.1.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148621 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148620 locus=Phvul.009G230000 ID=Phvul.009G230000.1.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148621 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148620 locus=Phvul.009G230000 ID=Phvul.009G230000.1.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148621 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148620 locus=Phvul.009G230000 ID=Phvul.009G230000.1.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148621 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1
104 124 UUCCACAGCUUUCUUGAACUG..: ::::::.:: :::::.: UGGCUCAAGAGAGGUGUGGGACleavage pacid=37148620 locus=Phvul.009G230000 ID=Phvul.009G230000.1.v2.1 annot-version=v2.1
103 124 UUCCACAGCUUUCUUGAACUGU ..: ::::::.:: :::::.:UUGGCUCAAGAGAGGUGUGGGACleavage pacid=37148621 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1
103 124 UUCCACAGCUUUCUUGAACUGU ..: ::::::.:: :::::.:UUGGCUCAAGAGAGGUGUGGGACleavage pacid=37148620 locus=Phvul.009G230000 ID=Phvul.009G230000.1.v2.1 annot-version=v2.1

1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149947 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149946 locus=Phvul.009G246000 ID=Phvul.009G246000.1.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149947 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149946 locus=Phvul.009G246000 ID=Phvul.009G246000.1.v2.1 annot-version=v2.1
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1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149947 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149946 locus=Phvul.009G246000 ID=Phvul.009G246000.1.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149947 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149946 locus=Phvul.009G246000 ID=Phvul.009G246000.1.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149947 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149946 locus=Phvul.009G246000 ID=Phvul.009G246000.1.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149947 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149946 locus=Phvul.009G246000 ID=Phvul.009G246000.1.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149947 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149946 locus=Phvul.009G246000 ID=Phvul.009G246000.1.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149947 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149946 locus=Phvul.009G246000 ID=Phvul.009G246000.1.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149947 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149946 locus=Phvul.009G246000 ID=Phvul.009G246000.1.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149947 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149946 locus=Phvul.009G246000 ID=Phvul.009G246000.1.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149947 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1
1035 1055 UUCCACAGCUUUCUUGAACUG : ::.::::.::::: :::: AAUUUUAAGAGAGCUGGGGAACleavage pacid=37149946 locus=Phvul.009G246000 ID=Phvul.009G246000.1.v2.1 annot-version=v2.1
1034 1055 UUCCACAGCUUUCUUGAACUGU  : ::.::::.::::: ::::UAAUUUUAAGAGAGCUGGGGAACleavage pacid=37149947 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1
1034 1055 UUCCACAGCUUUCUUGAACUGU  : ::.::::.::::: ::::UAAUUUUAAGAGAGCUGGGGAACleavage pacid=37149946 locus=Phvul.009G246000 ID=Phvul.009G246000.1.v2.1 annot-version=v2.1
2163 2184 UUCCACAGCUUUCUUGAACUGU:..::  :::.:::.::::::.AUGGUGGAAGGAAGUUGUGGAGCleavage pacid=37143239 locus=Phvul.010G135101 ID=Phvul.010G135101.1.v2.1 annot-version=v2.1
2114 2135 UUCCACAGCUUUCUUGAACUGU:..::  :::.:::.::::::.AUGGUGGAAGGAAGUUGUGGAGCleavage pacid=37144193 locus=Phvul.010G135151 ID=Phvul.010G135151.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG  :::::: :..:.:::::.: GCGUUCAAAAGGGUUGUGGGACleavage pacid=37157315 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG  :::::: :..:.:::::.: GCGUUCAAAAGGGUUGUGGGACleavage pacid=37157315 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG  :::::: :..:.:::::.: GCGUUCAAAAGGGUUGUGGGACleavage pacid=37157315 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG  :::::: :..:.:::::.: GCGUUCAAAAGGGUUGUGGGACleavage pacid=37157315 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG  :::::: :..:.:::::.: GCGUUCAAAAGGGUUGUGGGACleavage pacid=37157315 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG  :::::: :..:.:::::.: GCGUUCAAAAGGGUUGUGGGACleavage pacid=37157315 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG  :::::: :..:.:::::.: GCGUUCAAAAGGGUUGUGGGACleavage pacid=37157315 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG  :::::: :..:.:::::.: GCGUUCAAAAGGGUUGUGGGACleavage pacid=37157315 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG  :::::: :..:.:::::.: GCGUUCAAAAGGGUUGUGGGACleavage pacid=37157315 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG  :::::: :..:.:::::.: GCGUUCAAAAGGGUUGUGGGACleavage pacid=37157315 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG  :::::: :..:.:::::.: GCGUUCAAAAGGGUUGUGGGACleavage pacid=37157315 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1

67 87 UUCCACAGCUUUCUUGAACUG     ::::::::.::::::: UCCACCAAGAAAGUUGUGGAACleavage pacid=37156241 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1
67 87 UUCCACAGCUUUCUUGAACUG     ::::::::.::::::: UCCACCAAGAAAGUUGUGGAACleavage pacid=37156241 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1
67 87 UUCCACAGCUUUCUUGAACUG     ::::::::.::::::: UCCACCAAGAAAGUUGUGGAACleavage pacid=37156241 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1
67 87 UUCCACAGCUUUCUUGAACUG     ::::::::.::::::: UCCACCAAGAAAGUUGUGGAACleavage pacid=37156241 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1
67 87 UUCCACAGCUUUCUUGAACUG     ::::::::.::::::: UCCACCAAGAAAGUUGUGGAACleavage pacid=37156241 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1
67 87 UUCCACAGCUUUCUUGAACUG     ::::::::.::::::: UCCACCAAGAAAGUUGUGGAACleavage pacid=37156241 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1
67 87 UUCCACAGCUUUCUUGAACUG     ::::::::.::::::: UCCACCAAGAAAGUUGUGGAACleavage pacid=37156241 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1
67 87 UUCCACAGCUUUCUUGAACUG     ::::::::.::::::: UCCACCAAGAAAGUUGUGGAACleavage pacid=37156241 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1
67 87 UUCCACAGCUUUCUUGAACUG     ::::::::.::::::: UCCACCAAGAAAGUUGUGGAACleavage pacid=37156241 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1
67 87 UUCCACAGCUUUCUUGAACUG     ::::::::.::::::: UCCACCAAGAAAGUUGUGGAACleavage pacid=37156241 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1
67 87 UUCCACAGCUUUCUUGAACUG     ::::::::.::::::: UCCACCAAGAAAGUUGUGGAACleavage pacid=37156241 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1
66 87 UUCCACAGCUUUCUUGAACUGU      ::::::::.:::::::AUCCACCAAGAAAGUUGUGGAACleavage pacid=37156241 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1

646 666 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170321 locus=Phvul.001G021800 ID=Phvul.001G021800.1.v2.1 annot-version=v2.1
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651 671 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170322 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1
646 666 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170321 locus=Phvul.001G021800 ID=Phvul.001G021800.1.v2.1 annot-version=v2.1
651 671 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170322 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1
646 666 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170321 locus=Phvul.001G021800 ID=Phvul.001G021800.1.v2.1 annot-version=v2.1
651 671 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170322 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1
646 666 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170321 locus=Phvul.001G021800 ID=Phvul.001G021800.1.v2.1 annot-version=v2.1
651 671 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170322 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1
646 666 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170321 locus=Phvul.001G021800 ID=Phvul.001G021800.1.v2.1 annot-version=v2.1
651 671 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170322 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1
646 666 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170321 locus=Phvul.001G021800 ID=Phvul.001G021800.1.v2.1 annot-version=v2.1
651 671 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170322 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1
646 666 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170321 locus=Phvul.001G021800 ID=Phvul.001G021800.1.v2.1 annot-version=v2.1
651 671 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170322 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1
646 666 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170321 locus=Phvul.001G021800 ID=Phvul.001G021800.1.v2.1 annot-version=v2.1
651 671 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170322 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1
646 666 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170321 locus=Phvul.001G021800 ID=Phvul.001G021800.1.v2.1 annot-version=v2.1
651 671 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170322 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1
646 666 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170321 locus=Phvul.001G021800 ID=Phvul.001G021800.1.v2.1 annot-version=v2.1
651 671 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170322 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1
646 666 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170321 locus=Phvul.001G021800 ID=Phvul.001G021800.1.v2.1 annot-version=v2.1
651 671 UUCCACAGCUUUCUUGAACUG    :::::::.:::: :::: ACCCUCAAGAAGGCUGGGGAACleavage pacid=37170322 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1
778 798 UUCCACAGCUUUCUUGAACUG..:::::::.:: ::::: .: UGGUUCAAGGAACCUGUGUGACleavage pacid=37170806 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1
778 798 UUCCACAGCUUUCUUGAACUG..:::::::.:: ::::: .: UGGUUCAAGGAACCUGUGUGACleavage pacid=37170806 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1
778 798 UUCCACAGCUUUCUUGAACUG..:::::::.:: ::::: .: UGGUUCAAGGAACCUGUGUGACleavage pacid=37170806 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1
778 798 UUCCACAGCUUUCUUGAACUG..:::::::.:: ::::: .: UGGUUCAAGGAACCUGUGUGACleavage pacid=37170806 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1
778 798 UUCCACAGCUUUCUUGAACUG..:::::::.:: ::::: .: UGGUUCAAGGAACCUGUGUGACleavage pacid=37170806 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1
778 798 UUCCACAGCUUUCUUGAACUG..:::::::.:: ::::: .: UGGUUCAAGGAACCUGUGUGACleavage pacid=37170806 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1
778 798 UUCCACAGCUUUCUUGAACUG..:::::::.:: ::::: .: UGGUUCAAGGAACCUGUGUGACleavage pacid=37170806 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1
778 798 UUCCACAGCUUUCUUGAACUG..:::::::.:: ::::: .: UGGUUCAAGGAACCUGUGUGACleavage pacid=37170806 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1
778 798 UUCCACAGCUUUCUUGAACUG..:::::::.:: ::::: .: UGGUUCAAGGAACCUGUGUGACleavage pacid=37170806 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1
778 798 UUCCACAGCUUUCUUGAACUG..:::::::.:: ::::: .: UGGUUCAAGGAACCUGUGUGACleavage pacid=37170806 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1
778 798 UUCCACAGCUUUCUUGAACUG..:::::::.:: ::::: .: UGGUUCAAGGAACCUGUGUGACleavage pacid=37170806 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1
777 798 UUCCACAGCUUUCUUGAACUGU ..:::::::.:: ::::: .:UUGGUUCAAGGAACCUGUGUGACleavage pacid=37170806 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37169457 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37169457 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37169457 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37169457 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37169457 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37169457 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37169457 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37169457 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37169457 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37169457 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37169457 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168737 locus=Phvul.001G109780 ID=Phvul.001G109780.1.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168738 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1
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603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168737 locus=Phvul.001G109780 ID=Phvul.001G109780.1.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168738 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168737 locus=Phvul.001G109780 ID=Phvul.001G109780.1.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168738 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168737 locus=Phvul.001G109780 ID=Phvul.001G109780.1.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168738 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168737 locus=Phvul.001G109780 ID=Phvul.001G109780.1.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168738 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168737 locus=Phvul.001G109780 ID=Phvul.001G109780.1.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168738 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168737 locus=Phvul.001G109780 ID=Phvul.001G109780.1.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168738 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168737 locus=Phvul.001G109780 ID=Phvul.001G109780.1.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168738 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168737 locus=Phvul.001G109780 ID=Phvul.001G109780.1.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168738 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168737 locus=Phvul.001G109780 ID=Phvul.001G109780.1.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168738 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168737 locus=Phvul.001G109780 ID=Phvul.001G109780.1.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUG    :::::.:::::::: :: AUUGUCAAGGAAGCUGUGAAACleavage pacid=37168738 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1

1212 1232 UUCCACAGCUUUCUUGAACUG :::::.::::.:  :::::: GAGUUCGAGAAGGGCGUGGAACleavage pacid=37170712 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG :::::.::::.:  :::::: GAGUUCGAGAAGGGCGUGGAACleavage pacid=37170712 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG :::::.::::.:  :::::: GAGUUCGAGAAGGGCGUGGAACleavage pacid=37170712 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG :::::.::::.:  :::::: GAGUUCGAGAAGGGCGUGGAACleavage pacid=37170712 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG :::::.::::.:  :::::: GAGUUCGAGAAGGGCGUGGAACleavage pacid=37170712 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG :::::.::::.:  :::::: GAGUUCGAGAAGGGCGUGGAACleavage pacid=37170712 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG :::::.::::.:  :::::: GAGUUCGAGAAGGGCGUGGAACleavage pacid=37170712 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG :::::.::::.:  :::::: GAGUUCGAGAAGGGCGUGGAACleavage pacid=37170712 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG :::::.::::.:  :::::: GAGUUCGAGAAGGGCGUGGAACleavage pacid=37170712 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG :::::.::::.:  :::::: GAGUUCGAGAAGGGCGUGGAACleavage pacid=37170712 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1
1212 1232 UUCCACAGCUUUCUUGAACUG :::::.::::.:  :::::: GAGUUCGAGAAGGGCGUGGAACleavage pacid=37170712 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1
1211 1232 UUCCACAGCUUUCUUGAACUGU  :::::.::::.:  ::::::CGAGUUCGAGAAGGGCGUGGAACleavage pacid=37170712 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1

796 816 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169890 locus=Phvul.001G261800 ID=Phvul.001G261800.1.v2.1 annot-version=v2.1
894 914 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169889 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1
796 816 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169890 locus=Phvul.001G261800 ID=Phvul.001G261800.1.v2.1 annot-version=v2.1
894 914 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169889 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1
796 816 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169890 locus=Phvul.001G261800 ID=Phvul.001G261800.1.v2.1 annot-version=v2.1
894 914 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169889 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1
796 816 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169890 locus=Phvul.001G261800 ID=Phvul.001G261800.1.v2.1 annot-version=v2.1
894 914 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169889 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1
796 816 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169890 locus=Phvul.001G261800 ID=Phvul.001G261800.1.v2.1 annot-version=v2.1
894 914 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169889 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1
796 816 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169890 locus=Phvul.001G261800 ID=Phvul.001G261800.1.v2.1 annot-version=v2.1
894 914 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169889 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1
796 816 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169890 locus=Phvul.001G261800 ID=Phvul.001G261800.1.v2.1 annot-version=v2.1
894 914 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169889 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1
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796 816 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169890 locus=Phvul.001G261800 ID=Phvul.001G261800.1.v2.1 annot-version=v2.1
894 914 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169889 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1
796 816 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169890 locus=Phvul.001G261800 ID=Phvul.001G261800.1.v2.1 annot-version=v2.1
894 914 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169889 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1
796 816 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169890 locus=Phvul.001G261800 ID=Phvul.001G261800.1.v2.1 annot-version=v2.1
894 914 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169889 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1
796 816 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169890 locus=Phvul.001G261800 ID=Phvul.001G261800.1.v2.1 annot-version=v2.1
894 914 UUCCACAGCUUUCUUGAACUG : ::::. .:::.::::::: AAAUUCAGUGAAGUUGUGGAACleavage pacid=37169889 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1
903 923 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177034 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1

1168 1188 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177033 locus=Phvul.002G026300 ID=Phvul.002G026300.1.v2.1 annot-version=v2.1
903 923 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177034 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1

1168 1188 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177033 locus=Phvul.002G026300 ID=Phvul.002G026300.1.v2.1 annot-version=v2.1
903 923 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177034 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1

1168 1188 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177033 locus=Phvul.002G026300 ID=Phvul.002G026300.1.v2.1 annot-version=v2.1
903 923 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177034 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1

1168 1188 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177033 locus=Phvul.002G026300 ID=Phvul.002G026300.1.v2.1 annot-version=v2.1
903 923 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177034 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1

1168 1188 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177033 locus=Phvul.002G026300 ID=Phvul.002G026300.1.v2.1 annot-version=v2.1
903 923 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177034 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1

1168 1188 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177033 locus=Phvul.002G026300 ID=Phvul.002G026300.1.v2.1 annot-version=v2.1
903 923 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177034 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1

1168 1188 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177033 locus=Phvul.002G026300 ID=Phvul.002G026300.1.v2.1 annot-version=v2.1
903 923 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177034 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1

1168 1188 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177033 locus=Phvul.002G026300 ID=Phvul.002G026300.1.v2.1 annot-version=v2.1
903 923 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177034 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1

1168 1188 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177033 locus=Phvul.002G026300 ID=Phvul.002G026300.1.v2.1 annot-version=v2.1
903 923 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177034 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1

1168 1188 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177033 locus=Phvul.002G026300 ID=Phvul.002G026300.1.v2.1 annot-version=v2.1
903 923 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177034 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1

1168 1188 UUCCACAGCUUUCUUGAACUG   ::::::.:::::: ::: GUUUUCAAGGAAGCUGGGGACCleavage pacid=37177033 locus=Phvul.002G026300 ID=Phvul.002G026300.1.v2.1 annot-version=v2.1
1138 1158 UUCCACAGCUUUCUUGAACUG ::: ::::::.: :::::: AAGUACAAGAAGGAUGUGGAUCleavage pacid=37177466 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1
1138 1158 UUCCACAGCUUUCUUGAACUG ::: ::::::.: :::::: AAGUACAAGAAGGAUGUGGAUCleavage pacid=37177466 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1
1138 1158 UUCCACAGCUUUCUUGAACUG ::: ::::::.: :::::: AAGUACAAGAAGGAUGUGGAUCleavage pacid=37177466 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1
1138 1158 UUCCACAGCUUUCUUGAACUG ::: ::::::.: :::::: AAGUACAAGAAGGAUGUGGAUCleavage pacid=37177466 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1
1138 1158 UUCCACAGCUUUCUUGAACUG ::: ::::::.: :::::: AAGUACAAGAAGGAUGUGGAUCleavage pacid=37177466 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1
1138 1158 UUCCACAGCUUUCUUGAACUG ::: ::::::.: :::::: AAGUACAAGAAGGAUGUGGAUCleavage pacid=37177466 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1
1138 1158 UUCCACAGCUUUCUUGAACUG ::: ::::::.: :::::: AAGUACAAGAAGGAUGUGGAUCleavage pacid=37177466 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1
1138 1158 UUCCACAGCUUUCUUGAACUG ::: ::::::.: :::::: AAGUACAAGAAGGAUGUGGAUCleavage pacid=37177466 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1
1138 1158 UUCCACAGCUUUCUUGAACUG ::: ::::::.: :::::: AAGUACAAGAAGGAUGUGGAUCleavage pacid=37177466 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1
1138 1158 UUCCACAGCUUUCUUGAACUG ::: ::::::.: :::::: AAGUACAAGAAGGAUGUGGAUCleavage pacid=37177466 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1
1138 1158 UUCCACAGCUUUCUUGAACUG ::: ::::::.: :::::: AAGUACAAGAAGGAUGUGGAUCleavage pacid=37177466 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1

255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
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255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
255 275 UUCCACAGCUUUCUUGAACUG .:::::::.:.:: :::: : AGGUUCAAGGAGGCAGUGGCACleavage pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
254 275 UUCCACAGCUUUCUUGAACUGU: .:::::::.:.:: :::: :AAGGUUCAAGGAGGCAGUGGCACleavage pacid=37178096 locus=Phvul.002G326600 ID=Phvul.002G326600.1.v2.1 annot-version=v2.1
254 275 UUCCACAGCUUUCUUGAACUGU: .:::::::.:.:: :::: :AAGGUUCAAGGAGGCAGUGGCACleavage pacid=37178097 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG    :::: .::::::::::: ACCAUCAAAGAAGCUGUGGAACleavage pacid=37146357 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG    :::: .::::::::::: ACCAUCAAAGAAGCUGUGGAACleavage pacid=37146357 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG    :::: .::::::::::: ACCAUCAAAGAAGCUGUGGAACleavage pacid=37146357 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG    :::: .::::::::::: ACCAUCAAAGAAGCUGUGGAACleavage pacid=37146357 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG    :::: .::::::::::: ACCAUCAAAGAAGCUGUGGAACleavage pacid=37146357 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG    :::: .::::::::::: ACCAUCAAAGAAGCUGUGGAACleavage pacid=37146357 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG    :::: .::::::::::: ACCAUCAAAGAAGCUGUGGAACleavage pacid=37146357 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG    :::: .::::::::::: ACCAUCAAAGAAGCUGUGGAACleavage pacid=37146357 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG    :::: .::::::::::: ACCAUCAAAGAAGCUGUGGAACleavage pacid=37146357 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG    :::: .::::::::::: ACCAUCAAAGAAGCUGUGGAACleavage pacid=37146357 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1
574 594 UUCCACAGCUUUCUUGAACUG    :::: .::::::::::: ACCAUCAAAGAAGCUGUGGAACleavage pacid=37146357 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1

1181 1201 UUCCACAGCUUUCUUGAACUG ::: ::::::::  :::::: AAGUACAAGAAAGACGUGGAACleavage pacid=37145185 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1
1181 1201 UUCCACAGCUUUCUUGAACUG ::: ::::::::  :::::: AAGUACAAGAAAGACGUGGAACleavage pacid=37145185 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1
1181 1201 UUCCACAGCUUUCUUGAACUG ::: ::::::::  :::::: AAGUACAAGAAAGACGUGGAACleavage pacid=37145185 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1
1181 1201 UUCCACAGCUUUCUUGAACUG ::: ::::::::  :::::: AAGUACAAGAAAGACGUGGAACleavage pacid=37145185 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1
1181 1201 UUCCACAGCUUUCUUGAACUG ::: ::::::::  :::::: AAGUACAAGAAAGACGUGGAACleavage pacid=37145185 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1
1181 1201 UUCCACAGCUUUCUUGAACUG ::: ::::::::  :::::: AAGUACAAGAAAGACGUGGAACleavage pacid=37145185 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1
1181 1201 UUCCACAGCUUUCUUGAACUG ::: ::::::::  :::::: AAGUACAAGAAAGACGUGGAACleavage pacid=37145185 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1
1181 1201 UUCCACAGCUUUCUUGAACUG ::: ::::::::  :::::: AAGUACAAGAAAGACGUGGAACleavage pacid=37145185 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1
1181 1201 UUCCACAGCUUUCUUGAACUG ::: ::::::::  :::::: AAGUACAAGAAAGACGUGGAACleavage pacid=37145185 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1
1181 1201 UUCCACAGCUUUCUUGAACUG ::: ::::::::  :::::: AAGUACAAGAAAGACGUGGAACleavage pacid=37145185 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1
1181 1201 UUCCACAGCUUUCUUGAACUG ::: ::::::::  :::::: AAGUACAAGAAAGACGUGGAACleavage pacid=37145185 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1
1180 1201 UUCCACAGCUUUCUUGAACUGU  ::: ::::::::  ::::::CAAGUACAAGAAAGACGUGGAACleavage pacid=37145185 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1

489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
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489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
489 509 UUCCACAGCUUUCUUGAACUG::: :: ::.:::::: :::: CAGCUCCAGGAAGCUGAGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
488 509 UUCCACAGCUUUCUUGAACUGU ::: :: ::.:::::: ::::UCAGCUCCAGGAAGCUGAGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
488 509 UUCCACAGCUUUCUUGAACUGU ::: :: ::.:::::: ::::UCAGCUCCAGGAAGCUGAGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG : ::::::::::: :::: : GAAUUCAAGAAAGCAGUGGUACleavage pacid=37147061 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG : ::::::::::: :::: : GAAUUCAAGAAAGCAGUGGUACleavage pacid=37147061 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG : ::::::::::: :::: : GAAUUCAAGAAAGCAGUGGUACleavage pacid=37147061 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG : ::::::::::: :::: : GAAUUCAAGAAAGCAGUGGUACleavage pacid=37147061 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG : ::::::::::: :::: : GAAUUCAAGAAAGCAGUGGUACleavage pacid=37147061 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG : ::::::::::: :::: : GAAUUCAAGAAAGCAGUGGUACleavage pacid=37147061 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG : ::::::::::: :::: : GAAUUCAAGAAAGCAGUGGUACleavage pacid=37147061 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG : ::::::::::: :::: : GAAUUCAAGAAAGCAGUGGUACleavage pacid=37147061 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG : ::::::::::: :::: : GAAUUCAAGAAAGCAGUGGUACleavage pacid=37147061 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG : ::::::::::: :::: : GAAUUCAAGAAAGCAGUGGUACleavage pacid=37147061 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1
702 722 UUCCACAGCUUUCUUGAACUG : ::::::::::: :::: : GAAUUCAAGAAAGCAGUGGUACleavage pacid=37147061 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1
491 511 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146390 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1
750 770 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146389 locus=Phvul.003G218500 ID=Phvul.003G218500.2.v2.1 annot-version=v2.1
790 810 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146388 locus=Phvul.003G218500 ID=Phvul.003G218500.1.v2.1 annot-version=v2.1
491 511 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146390 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1
750 770 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146389 locus=Phvul.003G218500 ID=Phvul.003G218500.2.v2.1 annot-version=v2.1
790 810 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146388 locus=Phvul.003G218500 ID=Phvul.003G218500.1.v2.1 annot-version=v2.1
491 511 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146390 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1
750 770 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146389 locus=Phvul.003G218500 ID=Phvul.003G218500.2.v2.1 annot-version=v2.1
790 810 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146388 locus=Phvul.003G218500 ID=Phvul.003G218500.1.v2.1 annot-version=v2.1
491 511 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146390 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1
750 770 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146389 locus=Phvul.003G218500 ID=Phvul.003G218500.2.v2.1 annot-version=v2.1
790 810 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146388 locus=Phvul.003G218500 ID=Phvul.003G218500.1.v2.1 annot-version=v2.1
491 511 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146390 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1
750 770 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146389 locus=Phvul.003G218500 ID=Phvul.003G218500.2.v2.1 annot-version=v2.1
790 810 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146388 locus=Phvul.003G218500 ID=Phvul.003G218500.1.v2.1 annot-version=v2.1
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491 511 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146390 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1
750 770 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146389 locus=Phvul.003G218500 ID=Phvul.003G218500.2.v2.1 annot-version=v2.1
790 810 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146388 locus=Phvul.003G218500 ID=Phvul.003G218500.1.v2.1 annot-version=v2.1
491 511 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146390 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1
750 770 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146389 locus=Phvul.003G218500 ID=Phvul.003G218500.2.v2.1 annot-version=v2.1
790 810 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146388 locus=Phvul.003G218500 ID=Phvul.003G218500.1.v2.1 annot-version=v2.1
491 511 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146390 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1
750 770 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146389 locus=Phvul.003G218500 ID=Phvul.003G218500.2.v2.1 annot-version=v2.1
790 810 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146388 locus=Phvul.003G218500 ID=Phvul.003G218500.1.v2.1 annot-version=v2.1
491 511 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146390 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1
750 770 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146389 locus=Phvul.003G218500 ID=Phvul.003G218500.2.v2.1 annot-version=v2.1
790 810 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146388 locus=Phvul.003G218500 ID=Phvul.003G218500.1.v2.1 annot-version=v2.1
491 511 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146390 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1
750 770 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146389 locus=Phvul.003G218500 ID=Phvul.003G218500.2.v2.1 annot-version=v2.1
790 810 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146388 locus=Phvul.003G218500 ID=Phvul.003G218500.1.v2.1 annot-version=v2.1
491 511 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146390 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1
750 770 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146389 locus=Phvul.003G218500 ID=Phvul.003G218500.2.v2.1 annot-version=v2.1
790 810 UUCCACAGCUUUCUUGAACUG:.:::::::::: . ::::.: CGGUUCAAGAAACUGGUGGGACleavage pacid=37146388 locus=Phvul.003G218500 ID=Phvul.003G218500.1.v2.1 annot-version=v2.1
490 511 UUCCACAGCUUUCUUGAACUGU :.:::::::::: . ::::.:UCGGUUCAAGAAACUGGUGGGACleavage pacid=37146390 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1
749 770 UUCCACAGCUUUCUUGAACUGU :.:::::::::: . ::::.:UCGGUUCAAGAAACUGGUGGGACleavage pacid=37146389 locus=Phvul.003G218500 ID=Phvul.003G218500.2.v2.1 annot-version=v2.1
789 810 UUCCACAGCUUUCUUGAACUGU :.:::::::::: . ::::.:UCGGUUCAAGAAACUGGUGGGACleavage pacid=37146388 locus=Phvul.003G218500 ID=Phvul.003G218500.1.v2.1 annot-version=v2.1

2392 2413 UUCCACAGCUUUCUUGAACUGU:.:::  .: ::::::::::::AUAGUGAGAUAAAGCUGUGGAACleavage pacid=37148322 locus=Phvul.003G225400 ID=Phvul.003G225400.1.v2.1 annot-version=v2.1
556 576 UUCCACAGCUUUCUUGAACUG :: :::.:.:: .::::::: AAGAUCAGGGAAAUUGUGGAACleavage pacid=37147620 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1
556 576 UUCCACAGCUUUCUUGAACUG :: :::.:.:: .::::::: AAGAUCAGGGAAAUUGUGGAACleavage pacid=37147620 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1
556 576 UUCCACAGCUUUCUUGAACUG :: :::.:.:: .::::::: AAGAUCAGGGAAAUUGUGGAACleavage pacid=37147620 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1
556 576 UUCCACAGCUUUCUUGAACUG :: :::.:.:: .::::::: AAGAUCAGGGAAAUUGUGGAACleavage pacid=37147620 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1
556 576 UUCCACAGCUUUCUUGAACUG :: :::.:.:: .::::::: AAGAUCAGGGAAAUUGUGGAACleavage pacid=37147620 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1
556 576 UUCCACAGCUUUCUUGAACUG :: :::.:.:: .::::::: AAGAUCAGGGAAAUUGUGGAACleavage pacid=37147620 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1
556 576 UUCCACAGCUUUCUUGAACUG :: :::.:.:: .::::::: AAGAUCAGGGAAAUUGUGGAACleavage pacid=37147620 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1
556 576 UUCCACAGCUUUCUUGAACUG :: :::.:.:: .::::::: AAGAUCAGGGAAAUUGUGGAACleavage pacid=37147620 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1
556 576 UUCCACAGCUUUCUUGAACUG :: :::.:.:: .::::::: AAGAUCAGGGAAAUUGUGGAACleavage pacid=37147620 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1
556 576 UUCCACAGCUUUCUUGAACUG :: :::.:.:: .::::::: AAGAUCAGGGAAAUUGUGGAACleavage pacid=37147620 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1
556 576 UUCCACAGCUUUCUUGAACUG :: :::.:.:: .::::::: AAGAUCAGGGAAAUUGUGGAACleavage pacid=37147620 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1
555 576 UUCCACAGCUUUCUUGAACUGU: :: :::.:.:: .:::::::AAAGAUCAGGGAAAUUGUGGAACleavage pacid=37147620 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1

3519 3540 UUCCACAGCUUUCUUGAACUGU:: :::::::::.::: :: .:ACUGUUCAAGAAGGCUCUGAGACleavage pacid=37147439 locus=Phvul.003G248700 ID=Phvul.003G248700.1.v2.1 annot-version=v2.1
3671 3692 UUCCACAGCUUUCUUGAACUGU:: :::::::::.::: :: .:ACUGUUCAAGAAGGCUCUGAGACleavage pacid=37145180 locus=Phvul.003G249000 ID=Phvul.003G249000.1.v2.1 annot-version=v2.1

812 832 UUCCACAGCUUUCUUGAACUG :::::.::::.::: :: :: GAGUUCGAGAAGGCUCUGCAACleavage pacid=37145577 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1
812 832 UUCCACAGCUUUCUUGAACUG :::::.::::.::: :: :: GAGUUCGAGAAGGCUCUGCAACleavage pacid=37145577 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1
812 832 UUCCACAGCUUUCUUGAACUG :::::.::::.::: :: :: GAGUUCGAGAAGGCUCUGCAACleavage pacid=37145577 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1
812 832 UUCCACAGCUUUCUUGAACUG :::::.::::.::: :: :: GAGUUCGAGAAGGCUCUGCAACleavage pacid=37145577 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1
812 832 UUCCACAGCUUUCUUGAACUG :::::.::::.::: :: :: GAGUUCGAGAAGGCUCUGCAACleavage pacid=37145577 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1
812 832 UUCCACAGCUUUCUUGAACUG :::::.::::.::: :: :: GAGUUCGAGAAGGCUCUGCAACleavage pacid=37145577 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1
812 832 UUCCACAGCUUUCUUGAACUG :::::.::::.::: :: :: GAGUUCGAGAAGGCUCUGCAACleavage pacid=37145577 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1
812 832 UUCCACAGCUUUCUUGAACUG :::::.::::.::: :: :: GAGUUCGAGAAGGCUCUGCAACleavage pacid=37145577 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1
812 832 UUCCACAGCUUUCUUGAACUG :::::.::::.::: :: :: GAGUUCGAGAAGGCUCUGCAACleavage pacid=37145577 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1
812 832 UUCCACAGCUUUCUUGAACUG :::::.::::.::: :: :: GAGUUCGAGAAGGCUCUGCAACleavage pacid=37145577 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1
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812 832 UUCCACAGCUUUCUUGAACUG :::::.::::.::: :: :: GAGUUCGAGAAGGCUCUGCAACleavage pacid=37145577 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1
811 832 UUCCACAGCUUUCUUGAACUGU: :::::.::::.::: :: ::AGAGUUCGAGAAGGCUCUGCAACleavage pacid=37145577 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1

1754 1774 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153004 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1
1794 1814 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153003 locus=Phvul.005G101400 ID=Phvul.005G101400.2.v2.1 annot-version=v2.1
2002 2022 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153002 locus=Phvul.005G101400 ID=Phvul.005G101400.1.v2.1 annot-version=v2.1
1754 1774 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153004 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1
1794 1814 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153003 locus=Phvul.005G101400 ID=Phvul.005G101400.2.v2.1 annot-version=v2.1
2002 2022 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153002 locus=Phvul.005G101400 ID=Phvul.005G101400.1.v2.1 annot-version=v2.1
1754 1774 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153004 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1
1794 1814 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153003 locus=Phvul.005G101400 ID=Phvul.005G101400.2.v2.1 annot-version=v2.1
2002 2022 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153002 locus=Phvul.005G101400 ID=Phvul.005G101400.1.v2.1 annot-version=v2.1
1754 1774 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153004 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1
1794 1814 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153003 locus=Phvul.005G101400 ID=Phvul.005G101400.2.v2.1 annot-version=v2.1
2002 2022 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153002 locus=Phvul.005G101400 ID=Phvul.005G101400.1.v2.1 annot-version=v2.1
1754 1774 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153004 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1
1794 1814 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153003 locus=Phvul.005G101400 ID=Phvul.005G101400.2.v2.1 annot-version=v2.1
2002 2022 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153002 locus=Phvul.005G101400 ID=Phvul.005G101400.1.v2.1 annot-version=v2.1
1754 1774 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153004 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1
1794 1814 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153003 locus=Phvul.005G101400 ID=Phvul.005G101400.2.v2.1 annot-version=v2.1
2002 2022 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153002 locus=Phvul.005G101400 ID=Phvul.005G101400.1.v2.1 annot-version=v2.1
1754 1774 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153004 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1
1794 1814 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153003 locus=Phvul.005G101400 ID=Phvul.005G101400.2.v2.1 annot-version=v2.1
2002 2022 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153002 locus=Phvul.005G101400 ID=Phvul.005G101400.1.v2.1 annot-version=v2.1
1754 1774 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153004 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1
1794 1814 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153003 locus=Phvul.005G101400 ID=Phvul.005G101400.2.v2.1 annot-version=v2.1
2002 2022 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153002 locus=Phvul.005G101400 ID=Phvul.005G101400.1.v2.1 annot-version=v2.1
1754 1774 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153004 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1
1794 1814 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153003 locus=Phvul.005G101400 ID=Phvul.005G101400.2.v2.1 annot-version=v2.1
2002 2022 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153002 locus=Phvul.005G101400 ID=Phvul.005G101400.1.v2.1 annot-version=v2.1
1754 1774 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153004 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1
1794 1814 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153003 locus=Phvul.005G101400 ID=Phvul.005G101400.2.v2.1 annot-version=v2.1
2002 2022 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153002 locus=Phvul.005G101400 ID=Phvul.005G101400.1.v2.1 annot-version=v2.1
1754 1774 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153004 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1
1794 1814 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153003 locus=Phvul.005G101400 ID=Phvul.005G101400.2.v2.1 annot-version=v2.1
2002 2022 UUCCACAGCUUUCUUGAACUG:: ::::  .::::::::::: CAUUUCAUUGAAGCUGUGGAACleavage pacid=37153002 locus=Phvul.005G101400 ID=Phvul.005G101400.1.v2.1 annot-version=v2.1
1753 1774 UUCCACAGCUUUCUUGAACUGU::: ::::  .:::::::::::ACAUUUCAUUGAAGCUGUGGAACleavage pacid=37153004 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1
1793 1814 UUCCACAGCUUUCUUGAACUGU::: ::::  .:::::::::::ACAUUUCAUUGAAGCUGUGGAACleavage pacid=37153003 locus=Phvul.005G101400 ID=Phvul.005G101400.2.v2.1 annot-version=v2.1
2001 2022 UUCCACAGCUUUCUUGAACUGU::: ::::  .:::::::::::ACAUUUCAUUGAAGCUGUGGAACleavage pacid=37153002 locus=Phvul.005G101400 ID=Phvul.005G101400.1.v2.1 annot-version=v2.1
1951 1972 UUCCACAGCUUUCUUGAACUGU:..: ::.::::.:::::: .:AUGGCUCGAGAAGGCUGUGUGACleavage pacid=37171969 locus=Phvul.006G060500 ID=Phvul.006G060500.3.v2.1 annot-version=v2.1
1639 1659 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173747 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1
1783 1803 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173746 locus=Phvul.006G174400 ID=Phvul.006G174400.1.v2.1 annot-version=v2.1
1639 1659 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173747 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1
1783 1803 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173746 locus=Phvul.006G174400 ID=Phvul.006G174400.1.v2.1 annot-version=v2.1
1639 1659 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173747 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1
1783 1803 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173746 locus=Phvul.006G174400 ID=Phvul.006G174400.1.v2.1 annot-version=v2.1
1639 1659 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173747 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1
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1783 1803 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173746 locus=Phvul.006G174400 ID=Phvul.006G174400.1.v2.1 annot-version=v2.1
1639 1659 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173747 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1
1783 1803 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173746 locus=Phvul.006G174400 ID=Phvul.006G174400.1.v2.1 annot-version=v2.1
1639 1659 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173747 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1
1783 1803 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173746 locus=Phvul.006G174400 ID=Phvul.006G174400.1.v2.1 annot-version=v2.1
1639 1659 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173747 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1
1783 1803 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173746 locus=Phvul.006G174400 ID=Phvul.006G174400.1.v2.1 annot-version=v2.1
1639 1659 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173747 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1
1783 1803 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173746 locus=Phvul.006G174400 ID=Phvul.006G174400.1.v2.1 annot-version=v2.1
1639 1659 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173747 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1
1783 1803 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173746 locus=Phvul.006G174400 ID=Phvul.006G174400.1.v2.1 annot-version=v2.1
1639 1659 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173747 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1
1783 1803 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173746 locus=Phvul.006G174400 ID=Phvul.006G174400.1.v2.1 annot-version=v2.1
1639 1659 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173747 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1
1783 1803 UUCCACAGCUUUCUUGAACUG :::: .::::::: ::::: GAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173746 locus=Phvul.006G174400 ID=Phvul.006G174400.1.v2.1 annot-version=v2.1
1638 1659 UUCCACAGCUUUCUUGAACUGU: :::: .::::::: ::::: AGAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173747 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1
1782 1803 UUCCACAGCUUUCUUGAACUGU: :::: .::::::: ::::: AGAGUUAGAGAAAGCAGUGGAUCleavage pacid=37173746 locus=Phvul.006G174400 ID=Phvul.006G174400.1.v2.1 annot-version=v2.1
4015 4036 UUCCACAGCUUUCUUG-AACUG :::: .:::.:::.::::::.GAGUUGUAAGGAAGUUGUGGAGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4015 4036 UUCCACAGCUUUCUUG-AACUG :::: .:::.:::.::::::.GAGUUGUAAGGAAGUUGUGGAGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4015 4036 UUCCACAGCUUUCUUG-AACUG :::: .:::.:::.::::::.GAGUUGUAAGGAAGUUGUGGAGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4015 4036 UUCCACAGCUUUCUUG-AACUG :::: .:::.:::.::::::.GAGUUGUAAGGAAGUUGUGGAGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4015 4036 UUCCACAGCUUUCUUG-AACUG :::: .:::.:::.::::::.GAGUUGUAAGGAAGUUGUGGAGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4015 4036 UUCCACAGCUUUCUUG-AACUG :::: .:::.:::.::::::.GAGUUGUAAGGAAGUUGUGGAGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4015 4036 UUCCACAGCUUUCUUG-AACUG :::: .:::.:::.::::::.GAGUUGUAAGGAAGUUGUGGAGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4015 4036 UUCCACAGCUUUCUUG-AACUG :::: .:::.:::.::::::.GAGUUGUAAGGAAGUUGUGGAGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4015 4036 UUCCACAGCUUUCUUG-AACUG :::: .:::.:::.::::::.GAGUUGUAAGGAAGUUGUGGAGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4015 4036 UUCCACAGCUUUCUUG-AACUG :::: .:::.:::.::::::.GAGUUGUAAGGAAGUUGUGGAGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4015 4036 UUCCACAGCUUUCUUG-AACUG :::: .:::.:::.::::::.GAGUUGUAAGGAAGUUGUGGAGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1

59 81 UUCCACAGCUUUCUU--GAACUG..::::  :: ::::::::::::UGGUUCGAAACAAAGCUGUGGAACleavage pacid=37164706 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1
59 81 UUCCACAGCUUUCUU--GAACUG..::::  :: ::::::::::::UGGUUCGAAACAAAGCUGUGGAACleavage pacid=37164706 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1
59 81 UUCCACAGCUUUCUU--GAACUG..::::  :: ::::::::::::UGGUUCGAAACAAAGCUGUGGAACleavage pacid=37164706 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1
59 81 UUCCACAGCUUUCUU--GAACUG..::::  :: ::::::::::::UGGUUCGAAACAAAGCUGUGGAACleavage pacid=37164706 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1
59 81 UUCCACAGCUUUCUU--GAACUG..::::  :: ::::::::::::UGGUUCGAAACAAAGCUGUGGAACleavage pacid=37164706 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1
59 81 UUCCACAGCUUUCUU--GAACUG..::::  :: ::::::::::::UGGUUCGAAACAAAGCUGUGGAACleavage pacid=37164706 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1
59 81 UUCCACAGCUUUCUU--GAACUG..::::  :: ::::::::::::UGGUUCGAAACAAAGCUGUGGAACleavage pacid=37164706 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1
59 81 UUCCACAGCUUUCUU--GAACUG..::::  :: ::::::::::::UGGUUCGAAACAAAGCUGUGGAACleavage pacid=37164706 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1
59 81 UUCCACAGCUUUCUU--GAACUG..::::  :: ::::::::::::UGGUUCGAAACAAAGCUGUGGAACleavage pacid=37164706 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1
59 81 UUCCACAGCUUUCUU--GAACUG..::::  :: ::::::::::::UGGUUCGAAACAAAGCUGUGGAACleavage pacid=37164706 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1
59 81 UUCCACAGCUUUCUU--GAACUG..::::  :: ::::::::::::UGGUUCGAAACAAAGCUGUGGAACleavage pacid=37164706 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1

730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164223 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164222 locus=Phvul.007G166500 ID=Phvul.007G166500.5.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164221 locus=Phvul.007G166500 ID=Phvul.007G166500.4.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164220 locus=Phvul.007G166500 ID=Phvul.007G166500.3.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164223 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164222 locus=Phvul.007G166500 ID=Phvul.007G166500.5.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164221 locus=Phvul.007G166500 ID=Phvul.007G166500.4.v2.1 annot-version=v2.1
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730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164220 locus=Phvul.007G166500 ID=Phvul.007G166500.3.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164223 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164222 locus=Phvul.007G166500 ID=Phvul.007G166500.5.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164221 locus=Phvul.007G166500 ID=Phvul.007G166500.4.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164220 locus=Phvul.007G166500 ID=Phvul.007G166500.3.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164223 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164222 locus=Phvul.007G166500 ID=Phvul.007G166500.5.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164221 locus=Phvul.007G166500 ID=Phvul.007G166500.4.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164220 locus=Phvul.007G166500 ID=Phvul.007G166500.3.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164223 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164222 locus=Phvul.007G166500 ID=Phvul.007G166500.5.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164221 locus=Phvul.007G166500 ID=Phvul.007G166500.4.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164220 locus=Phvul.007G166500 ID=Phvul.007G166500.3.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164223 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164222 locus=Phvul.007G166500 ID=Phvul.007G166500.5.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164221 locus=Phvul.007G166500 ID=Phvul.007G166500.4.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164220 locus=Phvul.007G166500 ID=Phvul.007G166500.3.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164223 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164222 locus=Phvul.007G166500 ID=Phvul.007G166500.5.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164221 locus=Phvul.007G166500 ID=Phvul.007G166500.4.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164220 locus=Phvul.007G166500 ID=Phvul.007G166500.3.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164223 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164222 locus=Phvul.007G166500 ID=Phvul.007G166500.5.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164221 locus=Phvul.007G166500 ID=Phvul.007G166500.4.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164220 locus=Phvul.007G166500 ID=Phvul.007G166500.3.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164223 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164222 locus=Phvul.007G166500 ID=Phvul.007G166500.5.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164221 locus=Phvul.007G166500 ID=Phvul.007G166500.4.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164220 locus=Phvul.007G166500 ID=Phvul.007G166500.3.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164223 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164222 locus=Phvul.007G166500 ID=Phvul.007G166500.5.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164221 locus=Phvul.007G166500 ID=Phvul.007G166500.4.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164220 locus=Phvul.007G166500 ID=Phvul.007G166500.3.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164223 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164222 locus=Phvul.007G166500 ID=Phvul.007G166500.5.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164221 locus=Phvul.007G166500 ID=Phvul.007G166500.4.v2.1 annot-version=v2.1
730 750 UUCCACAGCUUUCUUGAACUG ::::. .::.:: ::::::: GAGUUUUGGAGAGAUGUGGAACleavage pacid=37164220 locus=Phvul.007G166500 ID=Phvul.007G166500.3.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164423 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164424 locus=Phvul.007G184400 ID=Phvul.007G184400.2.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164422 locus=Phvul.007G184400 ID=Phvul.007G184400.5.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164421 locus=Phvul.007G184400 ID=Phvul.007G184400.3.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164423 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164424 locus=Phvul.007G184400 ID=Phvul.007G184400.2.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164422 locus=Phvul.007G184400 ID=Phvul.007G184400.5.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164421 locus=Phvul.007G184400 ID=Phvul.007G184400.3.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164423 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1
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963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164424 locus=Phvul.007G184400 ID=Phvul.007G184400.2.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164422 locus=Phvul.007G184400 ID=Phvul.007G184400.5.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164421 locus=Phvul.007G184400 ID=Phvul.007G184400.3.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164423 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164424 locus=Phvul.007G184400 ID=Phvul.007G184400.2.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164422 locus=Phvul.007G184400 ID=Phvul.007G184400.5.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164421 locus=Phvul.007G184400 ID=Phvul.007G184400.3.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164423 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164424 locus=Phvul.007G184400 ID=Phvul.007G184400.2.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164422 locus=Phvul.007G184400 ID=Phvul.007G184400.5.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164421 locus=Phvul.007G184400 ID=Phvul.007G184400.3.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164423 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164424 locus=Phvul.007G184400 ID=Phvul.007G184400.2.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164422 locus=Phvul.007G184400 ID=Phvul.007G184400.5.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164421 locus=Phvul.007G184400 ID=Phvul.007G184400.3.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164423 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164424 locus=Phvul.007G184400 ID=Phvul.007G184400.2.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164422 locus=Phvul.007G184400 ID=Phvul.007G184400.5.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164421 locus=Phvul.007G184400 ID=Phvul.007G184400.3.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164423 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164424 locus=Phvul.007G184400 ID=Phvul.007G184400.2.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164422 locus=Phvul.007G184400 ID=Phvul.007G184400.5.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164421 locus=Phvul.007G184400 ID=Phvul.007G184400.3.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164423 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164424 locus=Phvul.007G184400 ID=Phvul.007G184400.2.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164422 locus=Phvul.007G184400 ID=Phvul.007G184400.5.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164421 locus=Phvul.007G184400 ID=Phvul.007G184400.3.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164423 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164424 locus=Phvul.007G184400 ID=Phvul.007G184400.2.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164422 locus=Phvul.007G184400 ID=Phvul.007G184400.5.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164421 locus=Phvul.007G184400 ID=Phvul.007G184400.3.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164423 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164424 locus=Phvul.007G184400 ID=Phvul.007G184400.2.v2.1 annot-version=v2.1
945 965 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164422 locus=Phvul.007G184400 ID=Phvul.007G184400.5.v2.1 annot-version=v2.1
963 983 UUCCACAGCUUUCUUGAACUG..:::.:. .:::.:::::.: UGGUUUAGUGAAGUUGUGGGACleavage pacid=37164421 locus=Phvul.007G184400 ID=Phvul.007G184400.3.v2.1 annot-version=v2.1
944 965 UUCCACAGCUUUCUUGAACUGU ..:::.:. .:::.:::::.:CUGGUUUAGUGAAGUUGUGGGACleavage pacid=37164423 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1
962 983 UUCCACAGCUUUCUUGAACUGU ..:::.:. .:::.:::::.:CUGGUUUAGUGAAGUUGUGGGACleavage pacid=37164424 locus=Phvul.007G184400 ID=Phvul.007G184400.2.v2.1 annot-version=v2.1
944 965 UUCCACAGCUUUCUUGAACUGU ..:::.:. .:::.:::::.:CUGGUUUAGUGAAGUUGUGGGACleavage pacid=37164422 locus=Phvul.007G184400 ID=Phvul.007G184400.5.v2.1 annot-version=v2.1
962 983 UUCCACAGCUUUCUUGAACUGU ..:::.:. .:::.:::::.:CUGGUUUAGUGAAGUUGUGGGACleavage pacid=37164421 locus=Phvul.007G184400 ID=Phvul.007G184400.3.v2.1 annot-version=v2.1
908 928 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::. GGGUUUGAGGAGGAUGUGGAGCleavage pacid=37165808 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1
908 928 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::. GGGUUUGAGGAGGAUGUGGAGCleavage pacid=37165808 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1
908 928 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::. GGGUUUGAGGAGGAUGUGGAGCleavage pacid=37165808 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1
908 928 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::. GGGUUUGAGGAGGAUGUGGAGCleavage pacid=37165808 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1
908 928 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::. GGGUUUGAGGAGGAUGUGGAGCleavage pacid=37165808 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1
908 928 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::. GGGUUUGAGGAGGAUGUGGAGCleavage pacid=37165808 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1
908 928 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::. GGGUUUGAGGAGGAUGUGGAGCleavage pacid=37165808 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1
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908 928 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::. GGGUUUGAGGAGGAUGUGGAGCleavage pacid=37165808 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1
908 928 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::. GGGUUUGAGGAGGAUGUGGAGCleavage pacid=37165808 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1
908 928 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::. GGGUUUGAGGAGGAUGUGGAGCleavage pacid=37165808 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1
908 928 UUCCACAGCUUUCUUGAACUG .:::..::.:.: ::::::. GGGUUUGAGGAGGAUGUGGAGCleavage pacid=37165808 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1
486 506 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160624 locus=Phvul.008G012100 ID=Phvul.008G012100.1.v2.1 annot-version=v2.1
482 502 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160623 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1
486 506 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160624 locus=Phvul.008G012100 ID=Phvul.008G012100.1.v2.1 annot-version=v2.1
482 502 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160623 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1
486 506 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160624 locus=Phvul.008G012100 ID=Phvul.008G012100.1.v2.1 annot-version=v2.1
482 502 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160623 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1
486 506 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160624 locus=Phvul.008G012100 ID=Phvul.008G012100.1.v2.1 annot-version=v2.1
482 502 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160623 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1
486 506 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160624 locus=Phvul.008G012100 ID=Phvul.008G012100.1.v2.1 annot-version=v2.1
482 502 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160623 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1
486 506 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160624 locus=Phvul.008G012100 ID=Phvul.008G012100.1.v2.1 annot-version=v2.1
482 502 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160623 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1
486 506 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160624 locus=Phvul.008G012100 ID=Phvul.008G012100.1.v2.1 annot-version=v2.1
482 502 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160623 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1
486 506 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160624 locus=Phvul.008G012100 ID=Phvul.008G012100.1.v2.1 annot-version=v2.1
482 502 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160623 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1
486 506 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160624 locus=Phvul.008G012100 ID=Phvul.008G012100.1.v2.1 annot-version=v2.1
482 502 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160623 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1
486 506 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160624 locus=Phvul.008G012100 ID=Phvul.008G012100.1.v2.1 annot-version=v2.1
482 502 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160623 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1
486 506 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160624 locus=Phvul.008G012100 ID=Phvul.008G012100.1.v2.1 annot-version=v2.1
482 502 UUCCACAGCUUUCUUGAACUG:.:::::: :.:::::: :.: CGGUUCAAAAGAGCUGUUGGACleavage pacid=37160623 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1
485 506 UUCCACAGCUUUCUUGAACUGU.:.:::::: :.:::::: :.:GCGGUUCAAAAGAGCUGUUGGACleavage pacid=37160624 locus=Phvul.008G012100 ID=Phvul.008G012100.1.v2.1 annot-version=v2.1
481 502 UUCCACAGCUUUCUUGAACUGU.:.:::::: :.:::::: :.:GCGGUUCAAAAGAGCUGUUGGACleavage pacid=37160623 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1
327 347 UUCCACAGCUUUCUUGAACUG :: :..::::: :::::::. AAGCUUGAGAAAACUGUGGAGCleavage pacid=37157942 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1
327 347 UUCCACAGCUUUCUUGAACUG :: :..::::: :::::::. AAGCUUGAGAAAACUGUGGAGCleavage pacid=37157942 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1
327 347 UUCCACAGCUUUCUUGAACUG :: :..::::: :::::::. AAGCUUGAGAAAACUGUGGAGCleavage pacid=37157942 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1
327 347 UUCCACAGCUUUCUUGAACUG :: :..::::: :::::::. AAGCUUGAGAAAACUGUGGAGCleavage pacid=37157942 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1
327 347 UUCCACAGCUUUCUUGAACUG :: :..::::: :::::::. AAGCUUGAGAAAACUGUGGAGCleavage pacid=37157942 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1
327 347 UUCCACAGCUUUCUUGAACUG :: :..::::: :::::::. AAGCUUGAGAAAACUGUGGAGCleavage pacid=37157942 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1
327 347 UUCCACAGCUUUCUUGAACUG :: :..::::: :::::::. AAGCUUGAGAAAACUGUGGAGCleavage pacid=37157942 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1
327 347 UUCCACAGCUUUCUUGAACUG :: :..::::: :::::::. AAGCUUGAGAAAACUGUGGAGCleavage pacid=37157942 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1
327 347 UUCCACAGCUUUCUUGAACUG :: :..::::: :::::::. AAGCUUGAGAAAACUGUGGAGCleavage pacid=37157942 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1
327 347 UUCCACAGCUUUCUUGAACUG :: :..::::: :::::::. AAGCUUGAGAAAACUGUGGAGCleavage pacid=37157942 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1
327 347 UUCCACAGCUUUCUUGAACUG :: :..::::: :::::::. AAGCUUGAGAAAACUGUGGAGCleavage pacid=37157942 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1

1064 1085 UUCCACAGCUUUCUU-GAACUG ::::: :::::.::: :::::GAGUUCCAAGAAGGCUUUGGAACleavage pacid=37159266 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1
1064 1085 UUCCACAGCUUUCUU-GAACUG ::::: :::::.::: :::::GAGUUCCAAGAAGGCUUUGGAACleavage pacid=37159266 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1
1064 1085 UUCCACAGCUUUCUU-GAACUG ::::: :::::.::: :::::GAGUUCCAAGAAGGCUUUGGAACleavage pacid=37159266 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1
1064 1085 UUCCACAGCUUUCUU-GAACUG ::::: :::::.::: :::::GAGUUCCAAGAAGGCUUUGGAACleavage pacid=37159266 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1
1064 1085 UUCCACAGCUUUCUU-GAACUG ::::: :::::.::: :::::GAGUUCCAAGAAGGCUUUGGAACleavage pacid=37159266 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1
1064 1085 UUCCACAGCUUUCUU-GAACUG ::::: :::::.::: :::::GAGUUCCAAGAAGGCUUUGGAACleavage pacid=37159266 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1
1064 1085 UUCCACAGCUUUCUU-GAACUG ::::: :::::.::: :::::GAGUUCCAAGAAGGCUUUGGAACleavage pacid=37159266 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1
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1064 1085 UUCCACAGCUUUCUU-GAACUG ::::: :::::.::: :::::GAGUUCCAAGAAGGCUUUGGAACleavage pacid=37159266 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1
1064 1085 UUCCACAGCUUUCUU-GAACUG ::::: :::::.::: :::::GAGUUCCAAGAAGGCUUUGGAACleavage pacid=37159266 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1
1064 1085 UUCCACAGCUUUCUU-GAACUG ::::: :::::.::: :::::GAGUUCCAAGAAGGCUUUGGAACleavage pacid=37159266 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1
1064 1085 UUCCACAGCUUUCUU-GAACUG ::::: :::::.::: :::::GAGUUCCAAGAAGGCUUUGGAACleavage pacid=37159266 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1
1063 1085 UUCCACAGCUUUCUU-GAACUGU: ::::: :::::.::: :::::AGAGUUCCAAGAAGGCUUUGGAACleavage pacid=37159266 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1
1314 1334 UUCCACAGCUUUCUUGAACUG    :...::::::::::::. GAAAUUGGGAAAGCUGUGGAGCleavage pacid=37157838 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1
1314 1334 UUCCACAGCUUUCUUGAACUG    :...::::::::::::. GAAAUUGGGAAAGCUGUGGAGCleavage pacid=37157838 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1
1314 1334 UUCCACAGCUUUCUUGAACUG    :...::::::::::::. GAAAUUGGGAAAGCUGUGGAGCleavage pacid=37157838 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1
1314 1334 UUCCACAGCUUUCUUGAACUG    :...::::::::::::. GAAAUUGGGAAAGCUGUGGAGCleavage pacid=37157838 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1
1314 1334 UUCCACAGCUUUCUUGAACUG    :...::::::::::::. GAAAUUGGGAAAGCUGUGGAGCleavage pacid=37157838 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1
1314 1334 UUCCACAGCUUUCUUGAACUG    :...::::::::::::. GAAAUUGGGAAAGCUGUGGAGCleavage pacid=37157838 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1
1314 1334 UUCCACAGCUUUCUUGAACUG    :...::::::::::::. GAAAUUGGGAAAGCUGUGGAGCleavage pacid=37157838 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1
1314 1334 UUCCACAGCUUUCUUGAACUG    :...::::::::::::. GAAAUUGGGAAAGCUGUGGAGCleavage pacid=37157838 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1
1314 1334 UUCCACAGCUUUCUUGAACUG    :...::::::::::::. GAAAUUGGGAAAGCUGUGGAGCleavage pacid=37157838 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1
1314 1334 UUCCACAGCUUUCUUGAACUG    :...::::::::::::. GAAAUUGGGAAAGCUGUGGAGCleavage pacid=37157838 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1
1314 1334 UUCCACAGCUUUCUUGAACUG    :...::::::::::::. GAAAUUGGGAAAGCUGUGGAGCleavage pacid=37157838 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1
1184 1204 UUCCACAGCUUUCUUGAACUG :::::.::::::  :::::. GAGUUCGAGAAAGGCGUGGAGCleavage pacid=37160712 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1
1184 1204 UUCCACAGCUUUCUUGAACUG :::::.::::::  :::::. GAGUUCGAGAAAGGCGUGGAGCleavage pacid=37160712 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1
1184 1204 UUCCACAGCUUUCUUGAACUG :::::.::::::  :::::. GAGUUCGAGAAAGGCGUGGAGCleavage pacid=37160712 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1
1184 1204 UUCCACAGCUUUCUUGAACUG :::::.::::::  :::::. GAGUUCGAGAAAGGCGUGGAGCleavage pacid=37160712 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1
1184 1204 UUCCACAGCUUUCUUGAACUG :::::.::::::  :::::. GAGUUCGAGAAAGGCGUGGAGCleavage pacid=37160712 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1
1184 1204 UUCCACAGCUUUCUUGAACUG :::::.::::::  :::::. GAGUUCGAGAAAGGCGUGGAGCleavage pacid=37160712 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1
1184 1204 UUCCACAGCUUUCUUGAACUG :::::.::::::  :::::. GAGUUCGAGAAAGGCGUGGAGCleavage pacid=37160712 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1
1184 1204 UUCCACAGCUUUCUUGAACUG :::::.::::::  :::::. GAGUUCGAGAAAGGCGUGGAGCleavage pacid=37160712 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1
1184 1204 UUCCACAGCUUUCUUGAACUG :::::.::::::  :::::. GAGUUCGAGAAAGGCGUGGAGCleavage pacid=37160712 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1
1184 1204 UUCCACAGCUUUCUUGAACUG :::::.::::::  :::::. GAGUUCGAGAAAGGCGUGGAGCleavage pacid=37160712 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1
1184 1204 UUCCACAGCUUUCUUGAACUG :::::.::::::  :::::. GAGUUCGAGAAAGGCGUGGAGCleavage pacid=37160712 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1
1183 1204 UUCCACAGCUUUCUUGAACUGU  :::::.::::::  :::::.GGAGUUCGAGAAAGGCGUGGAGCleavage pacid=37160712 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1

136 156 UUCCACAGCUUUCUUGAACUG     ::::::::.:::::.: AUUGACAAGAAAGUUGUGGGACleavage pacid=37148992 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1
136 156 UUCCACAGCUUUCUUGAACUG     ::::::::.:::::.: AUUGACAAGAAAGUUGUGGGACleavage pacid=37148992 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1
136 156 UUCCACAGCUUUCUUGAACUG     ::::::::.:::::.: AUUGACAAGAAAGUUGUGGGACleavage pacid=37148992 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1
136 156 UUCCACAGCUUUCUUGAACUG     ::::::::.:::::.: AUUGACAAGAAAGUUGUGGGACleavage pacid=37148992 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1
136 156 UUCCACAGCUUUCUUGAACUG     ::::::::.:::::.: AUUGACAAGAAAGUUGUGGGACleavage pacid=37148992 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1
136 156 UUCCACAGCUUUCUUGAACUG     ::::::::.:::::.: AUUGACAAGAAAGUUGUGGGACleavage pacid=37148992 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1
136 156 UUCCACAGCUUUCUUGAACUG     ::::::::.:::::.: AUUGACAAGAAAGUUGUGGGACleavage pacid=37148992 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1
136 156 UUCCACAGCUUUCUUGAACUG     ::::::::.:::::.: AUUGACAAGAAAGUUGUGGGACleavage pacid=37148992 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1
136 156 UUCCACAGCUUUCUUGAACUG     ::::::::.:::::.: AUUGACAAGAAAGUUGUGGGACleavage pacid=37148992 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1
136 156 UUCCACAGCUUUCUUGAACUG     ::::::::.:::::.: AUUGACAAGAAAGUUGUGGGACleavage pacid=37148992 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1
136 156 UUCCACAGCUUUCUUGAACUG     ::::::::.:::::.: AUUGACAAGAAAGUUGUGGGACleavage pacid=37148992 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1
135 156 UUCCACAGCUUUCUUGAACUGU      ::::::::.:::::.:AAUUGACAAGAAAGUUGUGGGACleavage pacid=37148992 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1
917 937 UUCCACAGCUUUCUUGAACUG ::: ::::::: :::: ::: GAGUACAAGAAAUCUGUUGAACleavage pacid=37149786 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1
917 937 UUCCACAGCUUUCUUGAACUG ::: ::::::: :::: ::: GAGUACAAGAAAUCUGUUGAACleavage pacid=37149786 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1
917 937 UUCCACAGCUUUCUUGAACUG ::: ::::::: :::: ::: GAGUACAAGAAAUCUGUUGAACleavage pacid=37149786 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1
917 937 UUCCACAGCUUUCUUGAACUG ::: ::::::: :::: ::: GAGUACAAGAAAUCUGUUGAACleavage pacid=37149786 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1
917 937 UUCCACAGCUUUCUUGAACUG ::: ::::::: :::: ::: GAGUACAAGAAAUCUGUUGAACleavage pacid=37149786 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1
917 937 UUCCACAGCUUUCUUGAACUG ::: ::::::: :::: ::: GAGUACAAGAAAUCUGUUGAACleavage pacid=37149786 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1
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917 937 UUCCACAGCUUUCUUGAACUG ::: ::::::: :::: ::: GAGUACAAGAAAUCUGUUGAACleavage pacid=37149786 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1
917 937 UUCCACAGCUUUCUUGAACUG ::: ::::::: :::: ::: GAGUACAAGAAAUCUGUUGAACleavage pacid=37149786 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1
917 937 UUCCACAGCUUUCUUGAACUG ::: ::::::: :::: ::: GAGUACAAGAAAUCUGUUGAACleavage pacid=37149786 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1
917 937 UUCCACAGCUUUCUUGAACUG ::: ::::::: :::: ::: GAGUACAAGAAAUCUGUUGAACleavage pacid=37149786 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1
917 937 UUCCACAGCUUUCUUGAACUG ::: ::::::: :::: ::: GAGUACAAGAAAUCUGUUGAACleavage pacid=37149786 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1
844 864 UUCCACAGCUUUCUUGAACUG ::::::: ::.:: :::::. GAGUUCAAAAAGGCGGUGGAGCleavage pacid=37150403 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1
844 864 UUCCACAGCUUUCUUGAACUG ::::::: ::.:: :::::. GAGUUCAAAAAGGCGGUGGAGCleavage pacid=37150403 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1
844 864 UUCCACAGCUUUCUUGAACUG ::::::: ::.:: :::::. GAGUUCAAAAAGGCGGUGGAGCleavage pacid=37150403 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1
844 864 UUCCACAGCUUUCUUGAACUG ::::::: ::.:: :::::. GAGUUCAAAAAGGCGGUGGAGCleavage pacid=37150403 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1
844 864 UUCCACAGCUUUCUUGAACUG ::::::: ::.:: :::::. GAGUUCAAAAAGGCGGUGGAGCleavage pacid=37150403 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1
844 864 UUCCACAGCUUUCUUGAACUG ::::::: ::.:: :::::. GAGUUCAAAAAGGCGGUGGAGCleavage pacid=37150403 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1
844 864 UUCCACAGCUUUCUUGAACUG ::::::: ::.:: :::::. GAGUUCAAAAAGGCGGUGGAGCleavage pacid=37150403 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1
844 864 UUCCACAGCUUUCUUGAACUG ::::::: ::.:: :::::. GAGUUCAAAAAGGCGGUGGAGCleavage pacid=37150403 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1
844 864 UUCCACAGCUUUCUUGAACUG ::::::: ::.:: :::::. GAGUUCAAAAAGGCGGUGGAGCleavage pacid=37150403 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1
844 864 UUCCACAGCUUUCUUGAACUG ::::::: ::.:: :::::. GAGUUCAAAAAGGCGGUGGAGCleavage pacid=37150403 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1
844 864 UUCCACAGCUUUCUUGAACUG ::::::: ::.:: :::::. GAGUUCAAAAAGGCGGUGGAGCleavage pacid=37150403 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1
843 864 UUCCACAGCUUUCUUGAACUGU  ::::::: ::.:: :::::.UGAGUUCAAAAAGGCGGUGGAGCleavage pacid=37150403 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1
581 601 UUCCACAGCUUUCUUGAACUG:.::: .:::: :.:::::.: CGGUUGGAGAAUGUUGUGGGATranslation pacid=37151549 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1
581 601 UUCCACAGCUUUCUUGAACUG:.::: .:::: :.:::::.: CGGUUGGAGAAUGUUGUGGGATranslation pacid=37151549 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1
581 601 UUCCACAGCUUUCUUGAACUG:.::: .:::: :.:::::.: CGGUUGGAGAAUGUUGUGGGATranslation pacid=37151549 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1
581 601 UUCCACAGCUUUCUUGAACUG:.::: .:::: :.:::::.: CGGUUGGAGAAUGUUGUGGGATranslation pacid=37151549 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1
581 601 UUCCACAGCUUUCUUGAACUG:.::: .:::: :.:::::.: CGGUUGGAGAAUGUUGUGGGATranslation pacid=37151549 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1
581 601 UUCCACAGCUUUCUUGAACUG:.::: .:::: :.:::::.: CGGUUGGAGAAUGUUGUGGGATranslation pacid=37151549 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1
581 601 UUCCACAGCUUUCUUGAACUG:.::: .:::: :.:::::.: CGGUUGGAGAAUGUUGUGGGATranslation pacid=37151549 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1
581 601 UUCCACAGCUUUCUUGAACUG:.::: .:::: :.:::::.: CGGUUGGAGAAUGUUGUGGGATranslation pacid=37151549 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1
581 601 UUCCACAGCUUUCUUGAACUG:.::: .:::: :.:::::.: CGGUUGGAGAAUGUUGUGGGATranslation pacid=37151549 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1
581 601 UUCCACAGCUUUCUUGAACUG:.::: .:::: :.:::::.: CGGUUGGAGAAUGUUGUGGGATranslation pacid=37151549 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1
581 601 UUCCACAGCUUUCUUGAACUG:.::: .:::: :.:::::.: CGGUUGGAGAAUGUUGUGGGATranslation pacid=37151549 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1
580 601 UUCCACAGCUUUCUUGAACUGU.:.::: .:::: :.:::::.:GCGGUUGGAGAAUGUUGUGGGATranslation pacid=37151549 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1
618 638 UUCCACAGCUUUCUUGAACUG ::: ::::.:.:::::: :. AAGUCCAAGGAGGCUGUGAAGCleavage pacid=37151079 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1
618 638 UUCCACAGCUUUCUUGAACUG ::: ::::.:.:::::: :. AAGUCCAAGGAGGCUGUGAAGCleavage pacid=37151079 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1
618 638 UUCCACAGCUUUCUUGAACUG ::: ::::.:.:::::: :. AAGUCCAAGGAGGCUGUGAAGCleavage pacid=37151079 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1
618 638 UUCCACAGCUUUCUUGAACUG ::: ::::.:.:::::: :. AAGUCCAAGGAGGCUGUGAAGCleavage pacid=37151079 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1
618 638 UUCCACAGCUUUCUUGAACUG ::: ::::.:.:::::: :. AAGUCCAAGGAGGCUGUGAAGCleavage pacid=37151079 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1
618 638 UUCCACAGCUUUCUUGAACUG ::: ::::.:.:::::: :. AAGUCCAAGGAGGCUGUGAAGCleavage pacid=37151079 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1
618 638 UUCCACAGCUUUCUUGAACUG ::: ::::.:.:::::: :. AAGUCCAAGGAGGCUGUGAAGCleavage pacid=37151079 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1
618 638 UUCCACAGCUUUCUUGAACUG ::: ::::.:.:::::: :. AAGUCCAAGGAGGCUGUGAAGCleavage pacid=37151079 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1
618 638 UUCCACAGCUUUCUUGAACUG ::: ::::.:.:::::: :. AAGUCCAAGGAGGCUGUGAAGCleavage pacid=37151079 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1
618 638 UUCCACAGCUUUCUUGAACUG ::: ::::.:.:::::: :. AAGUCCAAGGAGGCUGUGAAGCleavage pacid=37151079 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1
618 638 UUCCACAGCUUUCUUGAACUG ::: ::::.:.:::::: :. AAGUCCAAGGAGGCUGUGAAGCleavage pacid=37151079 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1
160 180 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150486 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1
152 172 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150485 locus=Phvul.009G141200 ID=Phvul.009G141200.2.v2.1 annot-version=v2.1
160 180 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150486 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1
152 172 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150485 locus=Phvul.009G141200 ID=Phvul.009G141200.2.v2.1 annot-version=v2.1
160 180 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150486 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1
152 172 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150485 locus=Phvul.009G141200 ID=Phvul.009G141200.2.v2.1 annot-version=v2.1
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160 180 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150486 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1
152 172 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150485 locus=Phvul.009G141200 ID=Phvul.009G141200.2.v2.1 annot-version=v2.1
160 180 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150486 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1
152 172 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150485 locus=Phvul.009G141200 ID=Phvul.009G141200.2.v2.1 annot-version=v2.1
160 180 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150486 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1
152 172 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150485 locus=Phvul.009G141200 ID=Phvul.009G141200.2.v2.1 annot-version=v2.1
160 180 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150486 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1
152 172 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150485 locus=Phvul.009G141200 ID=Phvul.009G141200.2.v2.1 annot-version=v2.1
160 180 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150486 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1
152 172 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150485 locus=Phvul.009G141200 ID=Phvul.009G141200.2.v2.1 annot-version=v2.1
160 180 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150486 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1
152 172 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150485 locus=Phvul.009G141200 ID=Phvul.009G141200.2.v2.1 annot-version=v2.1
160 180 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150486 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1
152 172 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150485 locus=Phvul.009G141200 ID=Phvul.009G141200.2.v2.1 annot-version=v2.1
160 180 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150486 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1
152 172 UUCCACAGCUUUCUUGAACUG .:::::.:::::: : :::. AGGUUCAGGAAAGCAGCGGAGCleavage pacid=37150485 locus=Phvul.009G141200 ID=Phvul.009G141200.2.v2.1 annot-version=v2.1
375 395 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143267 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1
375 395 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143267 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1
375 395 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143267 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1
375 395 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143267 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1
375 395 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143267 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1
375 395 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143267 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1
375 395 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143267 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1
375 395 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143267 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1
375 395 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143267 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1
375 395 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143267 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1
375 395 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143267 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1
374 395 UUCCACAGCUUUCUUGAACUGU  :: ::::: :.:::::::: UGAGAUCAAGCAGGCUGUGGACCleavage pacid=37143267 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143418 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143418 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143418 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143418 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143418 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143418 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143418 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143418 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143418 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143418 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1
394 414 UUCCACAGCUUUCUUGAACUG :: ::::: :.:::::::: GAGAUCAAGCAGGCUGUGGACCleavage pacid=37143418 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1
393 414 UUCCACAGCUUUCUUGAACUGU  :: ::::: :.:::::::: UGAGAUCAAGCAGGCUGUGGACCleavage pacid=37143418 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1
892 912 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142363 locus=Phvul.010G073200 ID=Phvul.010G073200.2.v2.1 annot-version=v2.1
994 1014 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142362 locus=Phvul.010G073200 ID=Phvul.010G073200.1.v2.1 annot-version=v2.1

1474 1494 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142364 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1
892 912 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142363 locus=Phvul.010G073200 ID=Phvul.010G073200.2.v2.1 annot-version=v2.1
994 1014 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142362 locus=Phvul.010G073200 ID=Phvul.010G073200.1.v2.1 annot-version=v2.1

1474 1494 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142364 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1
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892 912 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142363 locus=Phvul.010G073200 ID=Phvul.010G073200.2.v2.1 annot-version=v2.1
994 1014 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142362 locus=Phvul.010G073200 ID=Phvul.010G073200.1.v2.1 annot-version=v2.1

1474 1494 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142364 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1
892 912 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142363 locus=Phvul.010G073200 ID=Phvul.010G073200.2.v2.1 annot-version=v2.1
994 1014 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142362 locus=Phvul.010G073200 ID=Phvul.010G073200.1.v2.1 annot-version=v2.1

1474 1494 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142364 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1
892 912 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142363 locus=Phvul.010G073200 ID=Phvul.010G073200.2.v2.1 annot-version=v2.1
994 1014 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142362 locus=Phvul.010G073200 ID=Phvul.010G073200.1.v2.1 annot-version=v2.1

1474 1494 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142364 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1
892 912 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142363 locus=Phvul.010G073200 ID=Phvul.010G073200.2.v2.1 annot-version=v2.1
994 1014 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142362 locus=Phvul.010G073200 ID=Phvul.010G073200.1.v2.1 annot-version=v2.1

1474 1494 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142364 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1
892 912 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142363 locus=Phvul.010G073200 ID=Phvul.010G073200.2.v2.1 annot-version=v2.1
994 1014 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142362 locus=Phvul.010G073200 ID=Phvul.010G073200.1.v2.1 annot-version=v2.1

1474 1494 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142364 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1
892 912 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142363 locus=Phvul.010G073200 ID=Phvul.010G073200.2.v2.1 annot-version=v2.1
994 1014 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142362 locus=Phvul.010G073200 ID=Phvul.010G073200.1.v2.1 annot-version=v2.1

1474 1494 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142364 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1
892 912 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142363 locus=Phvul.010G073200 ID=Phvul.010G073200.2.v2.1 annot-version=v2.1
994 1014 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142362 locus=Phvul.010G073200 ID=Phvul.010G073200.1.v2.1 annot-version=v2.1

1474 1494 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142364 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1
892 912 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142363 locus=Phvul.010G073200 ID=Phvul.010G073200.2.v2.1 annot-version=v2.1
994 1014 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142362 locus=Phvul.010G073200 ID=Phvul.010G073200.1.v2.1 annot-version=v2.1

1474 1494 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142364 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1
892 912 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142363 locus=Phvul.010G073200 ID=Phvul.010G073200.2.v2.1 annot-version=v2.1
994 1014 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142362 locus=Phvul.010G073200 ID=Phvul.010G073200.1.v2.1 annot-version=v2.1

1474 1494 UUCCACAGCUUUCUUGAACUG    ::.::::.:.::::::. AUUAUCGAGAAGGUUGUGGAGCleavage pacid=37142364 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1
430 450 UUCCACAGCUUUCUUGAACUG    :::: :::::::::::. ACCAUCAACAAAGCUGUGGAGCleavage pacid=37155687 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1
430 450 UUCCACAGCUUUCUUGAACUG    :::: :::::::::::. ACCAUCAACAAAGCUGUGGAGCleavage pacid=37155687 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1
430 450 UUCCACAGCUUUCUUGAACUG    :::: :::::::::::. ACCAUCAACAAAGCUGUGGAGCleavage pacid=37155687 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1
430 450 UUCCACAGCUUUCUUGAACUG    :::: :::::::::::. ACCAUCAACAAAGCUGUGGAGCleavage pacid=37155687 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1
430 450 UUCCACAGCUUUCUUGAACUG    :::: :::::::::::. ACCAUCAACAAAGCUGUGGAGCleavage pacid=37155687 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1
430 450 UUCCACAGCUUUCUUGAACUG    :::: :::::::::::. ACCAUCAACAAAGCUGUGGAGCleavage pacid=37155687 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1
430 450 UUCCACAGCUUUCUUGAACUG    :::: :::::::::::. ACCAUCAACAAAGCUGUGGAGCleavage pacid=37155687 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1
430 450 UUCCACAGCUUUCUUGAACUG    :::: :::::::::::. ACCAUCAACAAAGCUGUGGAGCleavage pacid=37155687 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1
430 450 UUCCACAGCUUUCUUGAACUG    :::: :::::::::::. ACCAUCAACAAAGCUGUGGAGCleavage pacid=37155687 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1
430 450 UUCCACAGCUUUCUUGAACUG    :::: :::::::::::. ACCAUCAACAAAGCUGUGGAGCleavage pacid=37155687 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1
430 450 UUCCACAGCUUUCUUGAACUG    :::: :::::::::::. ACCAUCAACAAAGCUGUGGAGCleavage pacid=37155687 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1
291 311 UUCCACAGCUUUCUUGAACUG    :..::.::::::::::. CCUAUUGAGGAAGCUGUGGAGCleavage pacid=37156465 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1
291 311 UUCCACAGCUUUCUUGAACUG    :..::.::::::::::. CCUAUUGAGGAAGCUGUGGAGCleavage pacid=37156465 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1
291 311 UUCCACAGCUUUCUUGAACUG    :..::.::::::::::. CCUAUUGAGGAAGCUGUGGAGCleavage pacid=37156465 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1
291 311 UUCCACAGCUUUCUUGAACUG    :..::.::::::::::. CCUAUUGAGGAAGCUGUGGAGCleavage pacid=37156465 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1
291 311 UUCCACAGCUUUCUUGAACUG    :..::.::::::::::. CCUAUUGAGGAAGCUGUGGAGCleavage pacid=37156465 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1
291 311 UUCCACAGCUUUCUUGAACUG    :..::.::::::::::. CCUAUUGAGGAAGCUGUGGAGCleavage pacid=37156465 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1
291 311 UUCCACAGCUUUCUUGAACUG    :..::.::::::::::. CCUAUUGAGGAAGCUGUGGAGCleavage pacid=37156465 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1
291 311 UUCCACAGCUUUCUUGAACUG    :..::.::::::::::. CCUAUUGAGGAAGCUGUGGAGCleavage pacid=37156465 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1
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291 311 UUCCACAGCUUUCUUGAACUG    :..::.::::::::::. CCUAUUGAGGAAGCUGUGGAGCleavage pacid=37156465 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1
291 311 UUCCACAGCUUUCUUGAACUG    :..::.::::::::::. CCUAUUGAGGAAGCUGUGGAGCleavage pacid=37156465 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1
291 311 UUCCACAGCUUUCUUGAACUG    :..::.::::::::::. CCUAUUGAGGAAGCUGUGGAGCleavage pacid=37156465 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1
292 312 UUCCACAGCUUUCUUGAACUG::: : .:::::: ::::::: CAGCUGGAGAAAGAUGUGGAACleavage pacid=37156291 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1
292 312 UUCCACAGCUUUCUUGAACUG::: : .:::::: ::::::: CAGCUGGAGAAAGAUGUGGAACleavage pacid=37156291 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1
292 312 UUCCACAGCUUUCUUGAACUG::: : .:::::: ::::::: CAGCUGGAGAAAGAUGUGGAACleavage pacid=37156291 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1
292 312 UUCCACAGCUUUCUUGAACUG::: : .:::::: ::::::: CAGCUGGAGAAAGAUGUGGAACleavage pacid=37156291 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1
292 312 UUCCACAGCUUUCUUGAACUG::: : .:::::: ::::::: CAGCUGGAGAAAGAUGUGGAACleavage pacid=37156291 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1
292 312 UUCCACAGCUUUCUUGAACUG::: : .:::::: ::::::: CAGCUGGAGAAAGAUGUGGAACleavage pacid=37156291 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1
292 312 UUCCACAGCUUUCUUGAACUG::: : .:::::: ::::::: CAGCUGGAGAAAGAUGUGGAACleavage pacid=37156291 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1
292 312 UUCCACAGCUUUCUUGAACUG::: : .:::::: ::::::: CAGCUGGAGAAAGAUGUGGAACleavage pacid=37156291 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1
292 312 UUCCACAGCUUUCUUGAACUG::: : .:::::: ::::::: CAGCUGGAGAAAGAUGUGGAACleavage pacid=37156291 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1
292 312 UUCCACAGCUUUCUUGAACUG::: : .:::::: ::::::: CAGCUGGAGAAAGAUGUGGAACleavage pacid=37156291 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1
292 312 UUCCACAGCUUUCUUGAACUG::: : .:::::: ::::::: CAGCUGGAGAAAGAUGUGGAACleavage pacid=37156291 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1
291 312 UUCCACAGCUUUCUUGAACUGU.::: : .:::::: :::::::GCAGCUGGAGAAAGAUGUGGAACleavage pacid=37156291 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1

1161 1180 UUCCACAGCUUUCUUGAACUG::: :::.::::: ::::::: CAGAUCAGGAAAG-UGUGGAACleavage pacid=37169073 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1
1161 1180 UUCCACAGCUUUCUUGAACUG::: :::.::::: ::::::: CAGAUCAGGAAAG-UGUGGAACleavage pacid=37169073 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1
1161 1180 UUCCACAGCUUUCUUGAACUG::: :::.::::: ::::::: CAGAUCAGGAAAG-UGUGGAACleavage pacid=37169073 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1
1161 1180 UUCCACAGCUUUCUUGAACUG::: :::.::::: ::::::: CAGAUCAGGAAAG-UGUGGAACleavage pacid=37169073 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1
1161 1180 UUCCACAGCUUUCUUGAACUG::: :::.::::: ::::::: CAGAUCAGGAAAG-UGUGGAACleavage pacid=37169073 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1
1161 1180 UUCCACAGCUUUCUUGAACUG::: :::.::::: ::::::: CAGAUCAGGAAAG-UGUGGAACleavage pacid=37169073 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1
1161 1180 UUCCACAGCUUUCUUGAACUG::: :::.::::: ::::::: CAGAUCAGGAAAG-UGUGGAACleavage pacid=37169073 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1
1161 1180 UUCCACAGCUUUCUUGAACUG::: :::.::::: ::::::: CAGAUCAGGAAAG-UGUGGAACleavage pacid=37169073 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1
1161 1180 UUCCACAGCUUUCUUGAACUG::: :::.::::: ::::::: CAGAUCAGGAAAG-UGUGGAACleavage pacid=37169073 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1
1161 1180 UUCCACAGCUUUCUUGAACUG::: :::.::::: ::::::: CAGAUCAGGAAAG-UGUGGAACleavage pacid=37169073 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1
1161 1180 UUCCACAGCUUUCUUGAACUG::: :::.::::: ::::::: CAGAUCAGGAAAG-UGUGGAACleavage pacid=37169073 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1
1160 1180 UUCCACAGCUUUCUUGAACUGU.::: :::.::::: :::::::GCAGAUCAGGAAAG-UGUGGAACleavage pacid=37169073 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1

977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171087 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171086 locus=Phvul.001G095200 ID=Phvul.001G095200.2.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171087 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171086 locus=Phvul.001G095200 ID=Phvul.001G095200.2.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171087 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171086 locus=Phvul.001G095200 ID=Phvul.001G095200.2.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171087 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171086 locus=Phvul.001G095200 ID=Phvul.001G095200.2.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171087 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171086 locus=Phvul.001G095200 ID=Phvul.001G095200.2.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171087 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171086 locus=Phvul.001G095200 ID=Phvul.001G095200.2.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171087 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171086 locus=Phvul.001G095200 ID=Phvul.001G095200.2.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171087 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171086 locus=Phvul.001G095200 ID=Phvul.001G095200.2.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171087 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171086 locus=Phvul.001G095200 ID=Phvul.001G095200.2.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171087 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1
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977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171086 locus=Phvul.001G095200 ID=Phvul.001G095200.2.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171087 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1
977 997 UUCCACAGCUUUCUUGAACUG ::::..::.::::: :: :: AAGUUUGAGGAAGCUUUGAAACleavage pacid=37171086 locus=Phvul.001G095200 ID=Phvul.001G095200.2.v2.1 annot-version=v2.1
976 997 UUCCACAGCUUUCUUGAACUGU: ::::..::.::::: :: ::AAAGUUUGAGGAAGCUUUGAAACleavage pacid=37171087 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1
881 901 UUCCACAGCUUUCUUGAACUG::::::::::.: .::: ::. CAGUUCAAGAGAUUUGUUGAGCleavage pacid=37169848 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1
881 901 UUCCACAGCUUUCUUGAACUG::::::::::.: .::: ::. CAGUUCAAGAGAUUUGUUGAGCleavage pacid=37169848 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1
881 901 UUCCACAGCUUUCUUGAACUG::::::::::.: .::: ::. CAGUUCAAGAGAUUUGUUGAGCleavage pacid=37169848 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1
881 901 UUCCACAGCUUUCUUGAACUG::::::::::.: .::: ::. CAGUUCAAGAGAUUUGUUGAGCleavage pacid=37169848 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1
881 901 UUCCACAGCUUUCUUGAACUG::::::::::.: .::: ::. CAGUUCAAGAGAUUUGUUGAGCleavage pacid=37169848 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1
881 901 UUCCACAGCUUUCUUGAACUG::::::::::.: .::: ::. CAGUUCAAGAGAUUUGUUGAGCleavage pacid=37169848 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1
881 901 UUCCACAGCUUUCUUGAACUG::::::::::.: .::: ::. CAGUUCAAGAGAUUUGUUGAGCleavage pacid=37169848 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1
881 901 UUCCACAGCUUUCUUGAACUG::::::::::.: .::: ::. CAGUUCAAGAGAUUUGUUGAGCleavage pacid=37169848 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1
881 901 UUCCACAGCUUUCUUGAACUG::::::::::.: .::: ::. CAGUUCAAGAGAUUUGUUGAGCleavage pacid=37169848 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1
881 901 UUCCACAGCUUUCUUGAACUG::::::::::.: .::: ::. CAGUUCAAGAGAUUUGUUGAGCleavage pacid=37169848 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1
881 901 UUCCACAGCUUUCUUGAACUG::::::::::.: .::: ::. CAGUUCAAGAGAUUUGUUGAGCleavage pacid=37169848 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1
880 901 UUCCACAGCUUUCUUGAACUGU.::::::::::.: .::: ::.GCAGUUCAAGAGAUUUGUUGAGCleavage pacid=37169848 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1

1843 1863 UUCCACAGCUUUCUUGAACUG:::: ..::::.::: ::::. CAGUAUGAGAAGGCUCUGGAGCleavage pacid=37174605 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1
1843 1863 UUCCACAGCUUUCUUGAACUG:::: ..::::.::: ::::. CAGUAUGAGAAGGCUCUGGAGCleavage pacid=37174605 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1
1843 1863 UUCCACAGCUUUCUUGAACUG:::: ..::::.::: ::::. CAGUAUGAGAAGGCUCUGGAGCleavage pacid=37174605 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1
1843 1863 UUCCACAGCUUUCUUGAACUG:::: ..::::.::: ::::. CAGUAUGAGAAGGCUCUGGAGCleavage pacid=37174605 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1
1843 1863 UUCCACAGCUUUCUUGAACUG:::: ..::::.::: ::::. CAGUAUGAGAAGGCUCUGGAGCleavage pacid=37174605 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1
1843 1863 UUCCACAGCUUUCUUGAACUG:::: ..::::.::: ::::. CAGUAUGAGAAGGCUCUGGAGCleavage pacid=37174605 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1
1843 1863 UUCCACAGCUUUCUUGAACUG:::: ..::::.::: ::::. CAGUAUGAGAAGGCUCUGGAGCleavage pacid=37174605 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1
1843 1863 UUCCACAGCUUUCUUGAACUG:::: ..::::.::: ::::. CAGUAUGAGAAGGCUCUGGAGCleavage pacid=37174605 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1
1843 1863 UUCCACAGCUUUCUUGAACUG:::: ..::::.::: ::::. CAGUAUGAGAAGGCUCUGGAGCleavage pacid=37174605 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1
1843 1863 UUCCACAGCUUUCUUGAACUG:::: ..::::.::: ::::. CAGUAUGAGAAGGCUCUGGAGCleavage pacid=37174605 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1
1843 1863 UUCCACAGCUUUCUUGAACUG:::: ..::::.::: ::::. CAGUAUGAGAAGGCUCUGGAGCleavage pacid=37174605 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1
1842 1863 UUCCACAGCUUUCUUGAACUGU.:::: ..::::.::: ::::.GCAGUAUGAGAAGGCUCUGGAGCleavage pacid=37174605 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1

907 929 UUCCACAGCUUUCU-UGAACUGU::.:::.  .::.::::::::::ACGGUUUUUGGAGAGCUGUGGAACleavage pacid=37178718 locus=Phvul.002G123300 ID=Phvul.002G123300.1.v2.1 annot-version=v2.1
843 865 UUCCACAGCUUUCU-UGAACUGU::.:::.  .::.::::::::::ACGGUUUUUGGAGAGCUGUGGAACleavage pacid=37178719 locus=Phvul.002G123300 ID=Phvul.002G123300.2.v2.1 annot-version=v2.1
706 727 UUCCACAGCUUUCUUGAACUGU.:.:::.. ::..:.:::::..GCGGUUUGUGAGGGUUGUGGGGCleavage pacid=37178228 locus=Phvul.002G327900 ID=Phvul.002G327900.1.v2.1 annot-version=v2.1

1806 1826 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144906 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1
1805 1825 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144905 locus=Phvul.003G136300 ID=Phvul.003G136300.1.v2.1 annot-version=v2.1
1806 1826 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144906 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1
1805 1825 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144905 locus=Phvul.003G136300 ID=Phvul.003G136300.1.v2.1 annot-version=v2.1
1806 1826 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144906 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1
1805 1825 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144905 locus=Phvul.003G136300 ID=Phvul.003G136300.1.v2.1 annot-version=v2.1
1806 1826 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144906 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1
1805 1825 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144905 locus=Phvul.003G136300 ID=Phvul.003G136300.1.v2.1 annot-version=v2.1
1806 1826 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144906 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1
1805 1825 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144905 locus=Phvul.003G136300 ID=Phvul.003G136300.1.v2.1 annot-version=v2.1
1806 1826 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144906 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1
1805 1825 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144905 locus=Phvul.003G136300 ID=Phvul.003G136300.1.v2.1 annot-version=v2.1
1806 1826 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144906 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1
1805 1825 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144905 locus=Phvul.003G136300 ID=Phvul.003G136300.1.v2.1 annot-version=v2.1
1806 1826 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144906 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1

Page 1972 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1805 1825 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144905 locus=Phvul.003G136300 ID=Phvul.003G136300.1.v2.1 annot-version=v2.1
1806 1826 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144906 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1
1805 1825 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144905 locus=Phvul.003G136300 ID=Phvul.003G136300.1.v2.1 annot-version=v2.1
1806 1826 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144906 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1
1805 1825 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144905 locus=Phvul.003G136300 ID=Phvul.003G136300.1.v2.1 annot-version=v2.1
1806 1826 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144906 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1
1805 1825 UUCCACAGCUUUCUUGAACUG ::::::.:::.:::: : :. AAGUUCAGGAAGGCUGAGAAGCleavage pacid=37144905 locus=Phvul.003G136300 ID=Phvul.003G136300.1.v2.1 annot-version=v2.1
1736 1756 UUCCACAGCUUUCUUGAACUG::::: .:::::::  ::::: CAGUUAGAGAAAGCCUUGGAACleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
1736 1756 UUCCACAGCUUUCUUGAACUG::::: .:::::::  ::::: CAGUUAGAGAAAGCCUUGGAACleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
1736 1756 UUCCACAGCUUUCUUGAACUG::::: .:::::::  ::::: CAGUUAGAGAAAGCCUUGGAACleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
1736 1756 UUCCACAGCUUUCUUGAACUG::::: .:::::::  ::::: CAGUUAGAGAAAGCCUUGGAACleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
1736 1756 UUCCACAGCUUUCUUGAACUG::::: .:::::::  ::::: CAGUUAGAGAAAGCCUUGGAACleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
1736 1756 UUCCACAGCUUUCUUGAACUG::::: .:::::::  ::::: CAGUUAGAGAAAGCCUUGGAACleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
1736 1756 UUCCACAGCUUUCUUGAACUG::::: .:::::::  ::::: CAGUUAGAGAAAGCCUUGGAACleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
1736 1756 UUCCACAGCUUUCUUGAACUG::::: .:::::::  ::::: CAGUUAGAGAAAGCCUUGGAACleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
1736 1756 UUCCACAGCUUUCUUGAACUG::::: .:::::::  ::::: CAGUUAGAGAAAGCCUUGGAACleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
1736 1756 UUCCACAGCUUUCUUGAACUG::::: .:::::::  ::::: CAGUUAGAGAAAGCCUUGGAACleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
1736 1756 UUCCACAGCUUUCUUGAACUG::::: .:::::::  ::::: CAGUUAGAGAAAGCCUUGGAACleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
1735 1756 UUCCACAGCUUUCUUGAACUGU:::::: .:::::::  :::::ACAGUUAGAGAAAGCCUUGGAACleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
1891 1911 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
1928 1948 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
1891 1911 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
1928 1948 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
1891 1911 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
1928 1948 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
1891 1911 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
1928 1948 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
1891 1911 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
1928 1948 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
1891 1911 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
1928 1948 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
1891 1911 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
1928 1948 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
1891 1911 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
1928 1948 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
1891 1911 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
1928 1948 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
1891 1911 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
1928 1948 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
1891 1911 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
1928 1948 UUCCACAGCUUUCUUGAACUG    :..: :::::::::::: AACCUUGAUAAAGCUGUGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
1890 1911 UUCCACAGCUUUCUUGAACUGU     :..: ::::::::::::UAACCUUGAUAAAGCUGUGGAACleavage pacid=37144701 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1
1927 1948 UUCCACAGCUUUCUUGAACUGU     :..: ::::::::::::UAACCUUGAUAAAGCUGUGGAACleavage pacid=37144700 locus=Phvul.003G195900 ID=Phvul.003G195900.1.v2.1 annot-version=v2.1
1105 1126 UUCCACAGCUUUCUUGAACUGU::::: :: ::..::::::: :ACAGUGCAUGAGGGCUGUGGCACleavage pacid=37147951 locus=Phvul.003G255900 ID=Phvul.003G255900.1.v2.1 annot-version=v2.1
1131 1152 UUCCACAGCUUUCUUGAACUGU:.:  :::::.:::::: :::.AUAUCUCAAGGAAGCUGAGGAGCleavage pacid=37144867 locus=Phvul.003G292800 ID=Phvul.003G292800.1.v2.1 annot-version=v2.1

627 647 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162439 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1
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715 735 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162438 locus=Phvul.004G026100 ID=Phvul.004G026100.1.v2.1 annot-version=v2.1
627 647 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162439 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1
715 735 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162438 locus=Phvul.004G026100 ID=Phvul.004G026100.1.v2.1 annot-version=v2.1
627 647 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162439 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1
715 735 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162438 locus=Phvul.004G026100 ID=Phvul.004G026100.1.v2.1 annot-version=v2.1
627 647 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162439 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1
715 735 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162438 locus=Phvul.004G026100 ID=Phvul.004G026100.1.v2.1 annot-version=v2.1
627 647 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162439 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1
715 735 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162438 locus=Phvul.004G026100 ID=Phvul.004G026100.1.v2.1 annot-version=v2.1
627 647 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162439 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1
715 735 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162438 locus=Phvul.004G026100 ID=Phvul.004G026100.1.v2.1 annot-version=v2.1
627 647 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162439 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1
715 735 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162438 locus=Phvul.004G026100 ID=Phvul.004G026100.1.v2.1 annot-version=v2.1
627 647 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162439 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1
715 735 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162438 locus=Phvul.004G026100 ID=Phvul.004G026100.1.v2.1 annot-version=v2.1
627 647 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162439 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1
715 735 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162438 locus=Phvul.004G026100 ID=Phvul.004G026100.1.v2.1 annot-version=v2.1
627 647 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162439 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1
715 735 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162438 locus=Phvul.004G026100 ID=Phvul.004G026100.1.v2.1 annot-version=v2.1
627 647 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162439 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1
715 735 UUCCACAGCUUUCUUGAACUG::: :::::::::: : ::.: CAGAUCAAGAAAGCAGAGGGACleavage pacid=37162438 locus=Phvul.004G026100 ID=Phvul.004G026100.1.v2.1 annot-version=v2.1
626 647 UUCCACAGCUUUCUUGAACUGU.::: :::::::::: : ::.:GCAGAUCAAGAAAGCAGAGGGACleavage pacid=37162439 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1
714 735 UUCCACAGCUUUCUUGAACUGU.::: :::::::::: : ::.:GCAGAUCAAGAAAGCAGAGGGACleavage pacid=37162438 locus=Phvul.004G026100 ID=Phvul.004G026100.1.v2.1 annot-version=v2.1
352 372 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154063 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1
413 433 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154062 locus=Phvul.005G172300 ID=Phvul.005G172300.1.v2.1 annot-version=v2.1
352 372 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154063 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1
413 433 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154062 locus=Phvul.005G172300 ID=Phvul.005G172300.1.v2.1 annot-version=v2.1
352 372 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154063 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1
413 433 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154062 locus=Phvul.005G172300 ID=Phvul.005G172300.1.v2.1 annot-version=v2.1
352 372 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154063 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1
413 433 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154062 locus=Phvul.005G172300 ID=Phvul.005G172300.1.v2.1 annot-version=v2.1
352 372 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154063 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1
413 433 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154062 locus=Phvul.005G172300 ID=Phvul.005G172300.1.v2.1 annot-version=v2.1
352 372 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154063 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1
413 433 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154062 locus=Phvul.005G172300 ID=Phvul.005G172300.1.v2.1 annot-version=v2.1
352 372 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154063 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1
413 433 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154062 locus=Phvul.005G172300 ID=Phvul.005G172300.1.v2.1 annot-version=v2.1
352 372 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154063 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1
413 433 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154062 locus=Phvul.005G172300 ID=Phvul.005G172300.1.v2.1 annot-version=v2.1
352 372 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154063 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1
413 433 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154062 locus=Phvul.005G172300 ID=Phvul.005G172300.1.v2.1 annot-version=v2.1
352 372 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154063 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1
413 433 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154062 locus=Phvul.005G172300 ID=Phvul.005G172300.1.v2.1 annot-version=v2.1
352 372 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154063 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1
413 433 UUCCACAGCUUUCUUGAACUG.::::::.:::. .: ::::: UAGUUCAGGAAGAUUAUGGAACleavage pacid=37154062 locus=Phvul.005G172300 ID=Phvul.005G172300.1.v2.1 annot-version=v2.1
351 372 UUCCACAGCUUUCUUGAACUGU:.::::::.:::. .: :::::AUAGUUCAGGAAGAUUAUGGAACleavage pacid=37154063 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1
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Do not distribute

412 433 UUCCACAGCUUUCUUGAACUGU:.::::::.:::. .: :::::AUAGUUCAGGAAGAUUAUGGAACleavage pacid=37154062 locus=Phvul.005G172300 ID=Phvul.005G172300.1.v2.1 annot-version=v2.1
1224 1244 UUCCACAGCUUUCUUGAACUG::: :.:.::.::::: :::. CAGCUUAGGAGAGCUGAGGAGCleavage pacid=37171478 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1
1224 1244 UUCCACAGCUUUCUUGAACUG::: :.:.::.::::: :::. CAGCUUAGGAGAGCUGAGGAGCleavage pacid=37171478 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1
1224 1244 UUCCACAGCUUUCUUGAACUG::: :.:.::.::::: :::. CAGCUUAGGAGAGCUGAGGAGCleavage pacid=37171478 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1
1224 1244 UUCCACAGCUUUCUUGAACUG::: :.:.::.::::: :::. CAGCUUAGGAGAGCUGAGGAGCleavage pacid=37171478 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1
1224 1244 UUCCACAGCUUUCUUGAACUG::: :.:.::.::::: :::. CAGCUUAGGAGAGCUGAGGAGCleavage pacid=37171478 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1
1224 1244 UUCCACAGCUUUCUUGAACUG::: :.:.::.::::: :::. CAGCUUAGGAGAGCUGAGGAGCleavage pacid=37171478 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1
1224 1244 UUCCACAGCUUUCUUGAACUG::: :.:.::.::::: :::. CAGCUUAGGAGAGCUGAGGAGCleavage pacid=37171478 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1
1224 1244 UUCCACAGCUUUCUUGAACUG::: :.:.::.::::: :::. CAGCUUAGGAGAGCUGAGGAGCleavage pacid=37171478 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1
1224 1244 UUCCACAGCUUUCUUGAACUG::: :.:.::.::::: :::. CAGCUUAGGAGAGCUGAGGAGCleavage pacid=37171478 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1
1224 1244 UUCCACAGCUUUCUUGAACUG::: :.:.::.::::: :::. CAGCUUAGGAGAGCUGAGGAGCleavage pacid=37171478 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1
1224 1244 UUCCACAGCUUUCUUGAACUG::: :.:.::.::::: :::. CAGCUUAGGAGAGCUGAGGAGCleavage pacid=37171478 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1
1223 1244 UUCCACAGCUUUCUUGAACUGU ::: :.:.::.::::: :::.UCAGCUUAGGAGAGCUGAGGAGCleavage pacid=37171478 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1

283 303 UUCCACAGCUUUCUUGAACUG .::::..:.:::.:::::  AGGUUCGGGGAAGUUGUGGUUCleavage pacid=37172996 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1
283 303 UUCCACAGCUUUCUUGAACUG .::::..:.:::.:::::  AGGUUCGGGGAAGUUGUGGUUCleavage pacid=37172996 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1
283 303 UUCCACAGCUUUCUUGAACUG .::::..:.:::.:::::  AGGUUCGGGGAAGUUGUGGUUCleavage pacid=37172996 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1
283 303 UUCCACAGCUUUCUUGAACUG .::::..:.:::.:::::  AGGUUCGGGGAAGUUGUGGUUCleavage pacid=37172996 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1
283 303 UUCCACAGCUUUCUUGAACUG .::::..:.:::.:::::  AGGUUCGGGGAAGUUGUGGUUCleavage pacid=37172996 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1
283 303 UUCCACAGCUUUCUUGAACUG .::::..:.:::.:::::  AGGUUCGGGGAAGUUGUGGUUCleavage pacid=37172996 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1
283 303 UUCCACAGCUUUCUUGAACUG .::::..:.:::.:::::  AGGUUCGGGGAAGUUGUGGUUCleavage pacid=37172996 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1
283 303 UUCCACAGCUUUCUUGAACUG .::::..:.:::.:::::  AGGUUCGGGGAAGUUGUGGUUCleavage pacid=37172996 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1
283 303 UUCCACAGCUUUCUUGAACUG .::::..:.:::.:::::  AGGUUCGGGGAAGUUGUGGUUCleavage pacid=37172996 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1
283 303 UUCCACAGCUUUCUUGAACUG .::::..:.:::.:::::  AGGUUCGGGGAAGUUGUGGUUCleavage pacid=37172996 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1
283 303 UUCCACAGCUUUCUUGAACUG .::::..:.:::.:::::  AGGUUCGGGGAAGUUGUGGUUCleavage pacid=37172996 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1
282 303 UUCCACAGCUUUCUUGAACUGU  .::::..:.:::.:::::  CAGGUUCGGGGAAGUUGUGGUUCleavage pacid=37172996 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1

1264 1285 UUCCACAGCUUUCUUGAACUGU:.: ::::::::.:::::  ::AUAUUUCAAGAAGGCUGUCAAACleavage pacid=37167361 locus=Phvul.007G244900 ID=Phvul.007G244900.1.v2.1 annot-version=v2.1
280 300 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161153 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1
451 471 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161152 locus=Phvul.008G003600 ID=Phvul.008G003600.1.v2.1 annot-version=v2.1
280 300 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161153 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1
451 471 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161152 locus=Phvul.008G003600 ID=Phvul.008G003600.1.v2.1 annot-version=v2.1
280 300 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161153 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1
451 471 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161152 locus=Phvul.008G003600 ID=Phvul.008G003600.1.v2.1 annot-version=v2.1
280 300 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161153 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1
451 471 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161152 locus=Phvul.008G003600 ID=Phvul.008G003600.1.v2.1 annot-version=v2.1
280 300 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161153 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1
451 471 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161152 locus=Phvul.008G003600 ID=Phvul.008G003600.1.v2.1 annot-version=v2.1
280 300 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161153 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1
451 471 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161152 locus=Phvul.008G003600 ID=Phvul.008G003600.1.v2.1 annot-version=v2.1
280 300 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161153 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1
451 471 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161152 locus=Phvul.008G003600 ID=Phvul.008G003600.1.v2.1 annot-version=v2.1
280 300 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161153 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1
451 471 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161152 locus=Phvul.008G003600 ID=Phvul.008G003600.1.v2.1 annot-version=v2.1
280 300 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161153 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1
451 471 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161152 locus=Phvul.008G003600 ID=Phvul.008G003600.1.v2.1 annot-version=v2.1
280 300 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161153 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1
451 471 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161152 locus=Phvul.008G003600 ID=Phvul.008G003600.1.v2.1 annot-version=v2.1
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Do not distribute

280 300 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161153 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1
451 471 UUCCACAGCUUUCUUGAACUG:::::::.:.:: .:::: :: CAGUUCAGGGAACUUGUGCAACleavage pacid=37161152 locus=Phvul.008G003600 ID=Phvul.008G003600.1.v2.1 annot-version=v2.1
279 300 UUCCACAGCUUUCUUGAACUGU :::::::.:.:: .:::: ::UCAGUUCAGGGAACUUGUGCAACleavage pacid=37161153 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1
450 471 UUCCACAGCUUUCUUGAACUGU :::::::.:.:: .:::: ::UCAGUUCAGGGAACUUGUGCAACleavage pacid=37161152 locus=Phvul.008G003600 ID=Phvul.008G003600.1.v2.1 annot-version=v2.1
160 181 UUCCACAGCUUUCUUGAACUGU:..:::::. .:::. ::::::AUGGUUCAGUGAAGUGGUGGAACleavage pacid=37158823 locus=Phvul.008G055200 ID=Phvul.008G055200.1.v2.1 annot-version=v2.1

1072 1092 UUCCACAGCUUUCUUGAACUG::::: .:::::::: ::: : CAGUUGGAGAAAGCUUUGGCACleavage pacid=37159342 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1
1072 1092 UUCCACAGCUUUCUUGAACUG::::: .:::::::: ::: : CAGUUGGAGAAAGCUUUGGCACleavage pacid=37159342 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1
1072 1092 UUCCACAGCUUUCUUGAACUG::::: .:::::::: ::: : CAGUUGGAGAAAGCUUUGGCACleavage pacid=37159342 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1
1072 1092 UUCCACAGCUUUCUUGAACUG::::: .:::::::: ::: : CAGUUGGAGAAAGCUUUGGCACleavage pacid=37159342 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1
1072 1092 UUCCACAGCUUUCUUGAACUG::::: .:::::::: ::: : CAGUUGGAGAAAGCUUUGGCACleavage pacid=37159342 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1
1072 1092 UUCCACAGCUUUCUUGAACUG::::: .:::::::: ::: : CAGUUGGAGAAAGCUUUGGCACleavage pacid=37159342 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1
1072 1092 UUCCACAGCUUUCUUGAACUG::::: .:::::::: ::: : CAGUUGGAGAAAGCUUUGGCACleavage pacid=37159342 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1
1072 1092 UUCCACAGCUUUCUUGAACUG::::: .:::::::: ::: : CAGUUGGAGAAAGCUUUGGCACleavage pacid=37159342 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1
1072 1092 UUCCACAGCUUUCUUGAACUG::::: .:::::::: ::: : CAGUUGGAGAAAGCUUUGGCACleavage pacid=37159342 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1
1072 1092 UUCCACAGCUUUCUUGAACUG::::: .:::::::: ::: : CAGUUGGAGAAAGCUUUGGCACleavage pacid=37159342 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1
1072 1092 UUCCACAGCUUUCUUGAACUG::::: .:::::::: ::: : CAGUUGGAGAAAGCUUUGGCACleavage pacid=37159342 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1
1071 1092 UUCCACAGCUUUCUUGAACUGU.::::: .:::::::: ::: :GCAGUUGGAGAAAGCUUUGGCACleavage pacid=37159342 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1

545 566 UUCCACAGCUUUCU-UGAACUG:::::.: ::::::.::: :::CAGUUUAGAGAAAGUUGUUGAACleavage pacid=37160449 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1
545 566 UUCCACAGCUUUCU-UGAACUG:::::.: ::::::.::: :::CAGUUUAGAGAAAGUUGUUGAACleavage pacid=37160449 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1
545 566 UUCCACAGCUUUCU-UGAACUG:::::.: ::::::.::: :::CAGUUUAGAGAAAGUUGUUGAACleavage pacid=37160449 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1
545 566 UUCCACAGCUUUCU-UGAACUG:::::.: ::::::.::: :::CAGUUUAGAGAAAGUUGUUGAACleavage pacid=37160449 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1
545 566 UUCCACAGCUUUCU-UGAACUG:::::.: ::::::.::: :::CAGUUUAGAGAAAGUUGUUGAACleavage pacid=37160449 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1
545 566 UUCCACAGCUUUCU-UGAACUG:::::.: ::::::.::: :::CAGUUUAGAGAAAGUUGUUGAACleavage pacid=37160449 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1
545 566 UUCCACAGCUUUCU-UGAACUG:::::.: ::::::.::: :::CAGUUUAGAGAAAGUUGUUGAACleavage pacid=37160449 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1
545 566 UUCCACAGCUUUCU-UGAACUG:::::.: ::::::.::: :::CAGUUUAGAGAAAGUUGUUGAACleavage pacid=37160449 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1
545 566 UUCCACAGCUUUCU-UGAACUG:::::.: ::::::.::: :::CAGUUUAGAGAAAGUUGUUGAACleavage pacid=37160449 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1
545 566 UUCCACAGCUUUCU-UGAACUG:::::.: ::::::.::: :::CAGUUUAGAGAAAGUUGUUGAACleavage pacid=37160449 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1
545 566 UUCCACAGCUUUCU-UGAACUG:::::.: ::::::.::: :::CAGUUUAGAGAAAGUUGUUGAACleavage pacid=37160449 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1
544 566 UUCCACAGCUUUCU-UGAACUGU :::::.: ::::::.::: :::UCAGUUUAGAGAAAGUUGUUGAACleavage pacid=37160449 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1
359 378 UUCCACAGCUUUCUUGAACUG:.:::::::.: :::::::: CGGUUCAAGGA-GCUGUGGAUTranslation pacid=37157922 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1
359 378 UUCCACAGCUUUCUUGAACUG:.:::::::.: :::::::: CGGUUCAAGGA-GCUGUGGAUTranslation pacid=37157922 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1
359 378 UUCCACAGCUUUCUUGAACUG:.:::::::.: :::::::: CGGUUCAAGGA-GCUGUGGAUTranslation pacid=37157922 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1
359 378 UUCCACAGCUUUCUUGAACUG:.:::::::.: :::::::: CGGUUCAAGGA-GCUGUGGAUTranslation pacid=37157922 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1
359 378 UUCCACAGCUUUCUUGAACUG:.:::::::.: :::::::: CGGUUCAAGGA-GCUGUGGAUTranslation pacid=37157922 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1
359 378 UUCCACAGCUUUCUUGAACUG:.:::::::.: :::::::: CGGUUCAAGGA-GCUGUGGAUTranslation pacid=37157922 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1
359 378 UUCCACAGCUUUCUUGAACUG:.:::::::.: :::::::: CGGUUCAAGGA-GCUGUGGAUTranslation pacid=37157922 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1
359 378 UUCCACAGCUUUCUUGAACUG:.:::::::.: :::::::: CGGUUCAAGGA-GCUGUGGAUTranslation pacid=37157922 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1
359 378 UUCCACAGCUUUCUUGAACUG:.:::::::.: :::::::: CGGUUCAAGGA-GCUGUGGAUTranslation pacid=37157922 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1
359 378 UUCCACAGCUUUCUUGAACUG:.:::::::.: :::::::: CGGUUCAAGGA-GCUGUGGAUTranslation pacid=37157922 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1
359 378 UUCCACAGCUUUCUUGAACUG:.:::::::.: :::::::: CGGUUCAAGGA-GCUGUGGAUTranslation pacid=37157922 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1
358 378 UUCCACAGCUUUCUUGAACUGU::.:::::::.: :::::::: ACGGUUCAAGGA-GCUGUGGAUTranslation pacid=37157922 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1

1689 1709 UUCCACAGCUUUCUUGAACUG:::::.:. ::::: :::::. CAGUUUAGAAAAGCAGUGGAGCleavage pacid=37161532 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1
1689 1709 UUCCACAGCUUUCUUGAACUG:::::.:. ::::: :::::. CAGUUUAGAAAAGCAGUGGAGCleavage pacid=37161532 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1
1689 1709 UUCCACAGCUUUCUUGAACUG:::::.:. ::::: :::::. CAGUUUAGAAAAGCAGUGGAGCleavage pacid=37161532 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1
1689 1709 UUCCACAGCUUUCUUGAACUG:::::.:. ::::: :::::. CAGUUUAGAAAAGCAGUGGAGCleavage pacid=37161532 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1
1689 1709 UUCCACAGCUUUCUUGAACUG:::::.:. ::::: :::::. CAGUUUAGAAAAGCAGUGGAGCleavage pacid=37161532 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1
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1689 1709 UUCCACAGCUUUCUUGAACUG:::::.:. ::::: :::::. CAGUUUAGAAAAGCAGUGGAGCleavage pacid=37161532 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1
1689 1709 UUCCACAGCUUUCUUGAACUG:::::.:. ::::: :::::. CAGUUUAGAAAAGCAGUGGAGCleavage pacid=37161532 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1
1689 1709 UUCCACAGCUUUCUUGAACUG:::::.:. ::::: :::::. CAGUUUAGAAAAGCAGUGGAGCleavage pacid=37161532 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1
1689 1709 UUCCACAGCUUUCUUGAACUG:::::.:. ::::: :::::. CAGUUUAGAAAAGCAGUGGAGCleavage pacid=37161532 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1
1689 1709 UUCCACAGCUUUCUUGAACUG:::::.:. ::::: :::::. CAGUUUAGAAAAGCAGUGGAGCleavage pacid=37161532 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1
1689 1709 UUCCACAGCUUUCUUGAACUG:::::.:. ::::: :::::. CAGUUUAGAAAAGCAGUGGAGCleavage pacid=37161532 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1
1688 1709 UUCCACAGCUUUCUUGAACUGU::::::.:. ::::: :::::.ACAGUUUAGAAAAGCAGUGGAGCleavage pacid=37161532 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1

804 823 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149910 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1
917 936 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149909 locus=Phvul.009G086300 ID=Phvul.009G086300.1.v2.1 annot-version=v2.1
804 823 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149910 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1
917 936 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149909 locus=Phvul.009G086300 ID=Phvul.009G086300.1.v2.1 annot-version=v2.1
804 823 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149910 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1
917 936 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149909 locus=Phvul.009G086300 ID=Phvul.009G086300.1.v2.1 annot-version=v2.1
804 823 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149910 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1
917 936 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149909 locus=Phvul.009G086300 ID=Phvul.009G086300.1.v2.1 annot-version=v2.1
804 823 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149910 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1
917 936 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149909 locus=Phvul.009G086300 ID=Phvul.009G086300.1.v2.1 annot-version=v2.1
804 823 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149910 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1
917 936 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149909 locus=Phvul.009G086300 ID=Phvul.009G086300.1.v2.1 annot-version=v2.1
804 823 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149910 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1
917 936 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149909 locus=Phvul.009G086300 ID=Phvul.009G086300.1.v2.1 annot-version=v2.1
804 823 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149910 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1
917 936 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149909 locus=Phvul.009G086300 ID=Phvul.009G086300.1.v2.1 annot-version=v2.1
804 823 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149910 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1
917 936 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149909 locus=Phvul.009G086300 ID=Phvul.009G086300.1.v2.1 annot-version=v2.1
804 823 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149910 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1
917 936 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149909 locus=Phvul.009G086300 ID=Phvul.009G086300.1.v2.1 annot-version=v2.1
804 823 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149910 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1
917 936 UUCCACAGCUUUCUUGAACUG:.:::::::::: :::: ::: CGGUUCAAGAAA-CUGUUGAACleavage pacid=37149909 locus=Phvul.009G086300 ID=Phvul.009G086300.1.v2.1 annot-version=v2.1

1777 1797 UUCCACAGCUUUCUUGAACUG.: ::::::::.:. ::::: UACUUCAAGAAGGUGGUGGAUCleavage pacid=37150221 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1
1777 1797 UUCCACAGCUUUCUUGAACUG.: ::::::::.:. ::::: UACUUCAAGAAGGUGGUGGAUCleavage pacid=37150221 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1
1777 1797 UUCCACAGCUUUCUUGAACUG.: ::::::::.:. ::::: UACUUCAAGAAGGUGGUGGAUCleavage pacid=37150221 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1
1777 1797 UUCCACAGCUUUCUUGAACUG.: ::::::::.:. ::::: UACUUCAAGAAGGUGGUGGAUCleavage pacid=37150221 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1
1777 1797 UUCCACAGCUUUCUUGAACUG.: ::::::::.:. ::::: UACUUCAAGAAGGUGGUGGAUCleavage pacid=37150221 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1
1777 1797 UUCCACAGCUUUCUUGAACUG.: ::::::::.:. ::::: UACUUCAAGAAGGUGGUGGAUCleavage pacid=37150221 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1
1777 1797 UUCCACAGCUUUCUUGAACUG.: ::::::::.:. ::::: UACUUCAAGAAGGUGGUGGAUCleavage pacid=37150221 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1
1777 1797 UUCCACAGCUUUCUUGAACUG.: ::::::::.:. ::::: UACUUCAAGAAGGUGGUGGAUCleavage pacid=37150221 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1
1777 1797 UUCCACAGCUUUCUUGAACUG.: ::::::::.:. ::::: UACUUCAAGAAGGUGGUGGAUCleavage pacid=37150221 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1
1777 1797 UUCCACAGCUUUCUUGAACUG.: ::::::::.:. ::::: UACUUCAAGAAGGUGGUGGAUCleavage pacid=37150221 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1
1777 1797 UUCCACAGCUUUCUUGAACUG.: ::::::::.:. ::::: UACUUCAAGAAGGUGGUGGAUCleavage pacid=37150221 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1
1776 1797 UUCCACAGCUUUCUUGAACUGU..: ::::::::.:. ::::: GUACUUCAAGAAGGUGGUGGAUCleavage pacid=37150221 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1

690 711 UUCCACAGCUUUCUUGAACUGU:.: ::::::::.:::  ::::AUAUUUCAAGAAGGCUAAGGAACleavage pacid=37142514 locus=Phvul.010G131100 ID=Phvul.010G131100.2.v2.1 annot-version=v2.1
1065 1086 UUCCAC-AGCUUUCUUGAACUG::::::: ::.:::: ::::::CAGUUCAUGAGAGCUUGUGGAACleavage pacid=37143188 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1
1065 1086 UUCCAC-AGCUUUCUUGAACUG::::::: ::.:::: ::::::CAGUUCAUGAGAGCUUGUGGAACleavage pacid=37143188 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1
1065 1086 UUCCAC-AGCUUUCUUGAACUG::::::: ::.:::: ::::::CAGUUCAUGAGAGCUUGUGGAACleavage pacid=37143188 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1
1065 1086 UUCCAC-AGCUUUCUUGAACUG::::::: ::.:::: ::::::CAGUUCAUGAGAGCUUGUGGAACleavage pacid=37143188 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1
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1065 1086 UUCCAC-AGCUUUCUUGAACUG::::::: ::.:::: ::::::CAGUUCAUGAGAGCUUGUGGAACleavage pacid=37143188 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1
1065 1086 UUCCAC-AGCUUUCUUGAACUG::::::: ::.:::: ::::::CAGUUCAUGAGAGCUUGUGGAACleavage pacid=37143188 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1
1065 1086 UUCCAC-AGCUUUCUUGAACUG::::::: ::.:::: ::::::CAGUUCAUGAGAGCUUGUGGAACleavage pacid=37143188 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1
1065 1086 UUCCAC-AGCUUUCUUGAACUG::::::: ::.:::: ::::::CAGUUCAUGAGAGCUUGUGGAACleavage pacid=37143188 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1
1065 1086 UUCCAC-AGCUUUCUUGAACUG::::::: ::.:::: ::::::CAGUUCAUGAGAGCUUGUGGAACleavage pacid=37143188 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1
1065 1086 UUCCAC-AGCUUUCUUGAACUG::::::: ::.:::: ::::::CAGUUCAUGAGAGCUUGUGGAACleavage pacid=37143188 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1
1065 1086 UUCCAC-AGCUUUCUUGAACUG::::::: ::.:::: ::::::CAGUUCAUGAGAGCUUGUGGAACleavage pacid=37143188 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1
1064 1086 UUCCAC-AGCUUUCUUGAACUGU:::::::: ::.:::: ::::::ACAGUUCAUGAGAGCUUGUGGAACleavage pacid=37143188 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1
2014 2034 UUCCACAGCUUUCUUGAACUG ::::.:: .: ::::::::. AAGUUUAAUGAUGCUGUGGAGTranslation pacid=37154899 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1
2014 2034 UUCCACAGCUUUCUUGAACUG ::::.:: .: ::::::::. AAGUUUAAUGAUGCUGUGGAGTranslation pacid=37154899 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1
2014 2034 UUCCACAGCUUUCUUGAACUG ::::.:: .: ::::::::. AAGUUUAAUGAUGCUGUGGAGTranslation pacid=37154899 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1
2014 2034 UUCCACAGCUUUCUUGAACUG ::::.:: .: ::::::::. AAGUUUAAUGAUGCUGUGGAGTranslation pacid=37154899 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1
2014 2034 UUCCACAGCUUUCUUGAACUG ::::.:: .: ::::::::. AAGUUUAAUGAUGCUGUGGAGTranslation pacid=37154899 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1
2014 2034 UUCCACAGCUUUCUUGAACUG ::::.:: .: ::::::::. AAGUUUAAUGAUGCUGUGGAGTranslation pacid=37154899 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1
2014 2034 UUCCACAGCUUUCUUGAACUG ::::.:: .: ::::::::. AAGUUUAAUGAUGCUGUGGAGTranslation pacid=37154899 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1
2014 2034 UUCCACAGCUUUCUUGAACUG ::::.:: .: ::::::::. AAGUUUAAUGAUGCUGUGGAGTranslation pacid=37154899 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1
2014 2034 UUCCACAGCUUUCUUGAACUG ::::.:: .: ::::::::. AAGUUUAAUGAUGCUGUGGAGTranslation pacid=37154899 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1
2014 2034 UUCCACAGCUUUCUUGAACUG ::::.:: .: ::::::::. AAGUUUAAUGAUGCUGUGGAGTranslation pacid=37154899 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1
2014 2034 UUCCACAGCUUUCUUGAACUG ::::.:: .: ::::::::. AAGUUUAAUGAUGCUGUGGAGTranslation pacid=37154899 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1

841 863 UUCCACAGCUUUCUUGA-ACUGU:..:: :...:.:::.:::::::AUGGUGUUGGGGAAGUUGUGGAACleavage pacid=37156634 locus=Phvul.011G031600 ID=Phvul.011G031600.2.v2.1 annot-version=v2.1
841 863 UUCCACAGCUUUCUUGA-ACUGU:..:: :...:.:::.:::::::AUGGUGUUGGGGAAGUUGUGGAACleavage pacid=37156633 locus=Phvul.011G031600 ID=Phvul.011G031600.1.v2.1 annot-version=v2.1

1959 1979 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156110 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1
2129 2149 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156109 locus=Phvul.011G092600 ID=Phvul.011G092600.1.v2.1 annot-version=v2.1
1959 1979 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156110 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1
2129 2149 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156109 locus=Phvul.011G092600 ID=Phvul.011G092600.1.v2.1 annot-version=v2.1
1959 1979 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156110 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1
2129 2149 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156109 locus=Phvul.011G092600 ID=Phvul.011G092600.1.v2.1 annot-version=v2.1
1959 1979 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156110 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1
2129 2149 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156109 locus=Phvul.011G092600 ID=Phvul.011G092600.1.v2.1 annot-version=v2.1
1959 1979 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156110 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1
2129 2149 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156109 locus=Phvul.011G092600 ID=Phvul.011G092600.1.v2.1 annot-version=v2.1
1959 1979 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156110 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1
2129 2149 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156109 locus=Phvul.011G092600 ID=Phvul.011G092600.1.v2.1 annot-version=v2.1
1959 1979 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156110 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1
2129 2149 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156109 locus=Phvul.011G092600 ID=Phvul.011G092600.1.v2.1 annot-version=v2.1
1959 1979 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156110 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1
2129 2149 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156109 locus=Phvul.011G092600 ID=Phvul.011G092600.1.v2.1 annot-version=v2.1
1959 1979 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156110 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1
2129 2149 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156109 locus=Phvul.011G092600 ID=Phvul.011G092600.1.v2.1 annot-version=v2.1
1959 1979 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156110 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1
2129 2149 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156109 locus=Phvul.011G092600 ID=Phvul.011G092600.1.v2.1 annot-version=v2.1
1959 1979 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156110 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1
2129 2149 UUCCACAGCUUUCUUGAACUG :::::..:::: ::: :::. AAGUUCGGGAAACCUGGGGAGCleavage pacid=37156109 locus=Phvul.011G092600 ID=Phvul.011G092600.1.v2.1 annot-version=v2.1
3332 3353 UUCCACAGCUUUCUUGAACUGU:::::: :::.:: . ::::::ACAGUUAAAGGAAAUGGUGGAACleavage pacid=37147536 locus=Phvul.003G066900 ID=Phvul.003G066900.3.v2.1 annot-version=v2.1
3430 3451 UUCCACAGCUUUCUUGAACUGU:::::: :::.:: . ::::::ACAGUUAAAGGAAAUGGUGGAACleavage pacid=37147535 locus=Phvul.003G066900 ID=Phvul.003G066900.2.v2.1 annot-version=v2.1
1254 1275 UUCCACAGCUUUCUUGAACUGU.::::: .::.:.:.:::: :.GCAGUUGGAGGAGGUUGUGAAGCleavage pacid=37145487 locus=Phvul.003G146400 ID=Phvul.003G146400.1.v2.1 annot-version=v2.1
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132 153 UUCCACAGCUUUCUUGAACUGU.:::::: .::: :. ::::::GCAGUUCUGGAAUGUGGUGGAATranslation pacid=37147728 locus=Phvul.003G253800 ID=Phvul.003G253800.1.v2.1 annot-version=v2.1
132 153 UUCCACAGCUUUCUUGAACUGU.:::::: .::: :. ::::::GCAGUUCUGGAAUGUGGUGGAATranslation pacid=37147729 locus=Phvul.003G253800 ID=Phvul.003G253800.2.v2.1 annot-version=v2.1
696 717 UUCCACAGCUUUCUUGAACUGU:..:::..::.:::.:: ::. AUGGUUUGAGGAAGUUGAGGGUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
696 717 UUCCACAGCUUUCUUGAACUGU:..:::..::.:::.:: ::. AUGGUUUGAGGAAGUUGAGGGUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
448 468 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37152387 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1
448 468 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37152387 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1
448 468 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37152387 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1
448 468 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37152387 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1
448 468 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37152387 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1
448 468 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37152387 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1
448 468 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37152387 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1
448 468 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37152387 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1
448 468 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37152387 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1
448 468 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37152387 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1
448 468 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37152387 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1
447 468 UUCCACAGCUUUCUUGAACUGU :::::.:::.::::::::   CCAGUUUAAGGAAGCUGUGUGGCleavage pacid=37152387 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1
422 442 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153366 locus=Phvul.005G075200 ID=Phvul.005G075200.1.v2.1 annot-version=v2.1
525 545 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153367 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1
422 442 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153366 locus=Phvul.005G075200 ID=Phvul.005G075200.1.v2.1 annot-version=v2.1
525 545 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153367 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1
422 442 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153366 locus=Phvul.005G075200 ID=Phvul.005G075200.1.v2.1 annot-version=v2.1
525 545 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153367 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1
422 442 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153366 locus=Phvul.005G075200 ID=Phvul.005G075200.1.v2.1 annot-version=v2.1
525 545 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153367 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1
422 442 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153366 locus=Phvul.005G075200 ID=Phvul.005G075200.1.v2.1 annot-version=v2.1
525 545 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153367 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1
422 442 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153366 locus=Phvul.005G075200 ID=Phvul.005G075200.1.v2.1 annot-version=v2.1
525 545 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153367 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1
422 442 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153366 locus=Phvul.005G075200 ID=Phvul.005G075200.1.v2.1 annot-version=v2.1
525 545 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153367 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1
422 442 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153366 locus=Phvul.005G075200 ID=Phvul.005G075200.1.v2.1 annot-version=v2.1
525 545 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153367 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1
422 442 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153366 locus=Phvul.005G075200 ID=Phvul.005G075200.1.v2.1 annot-version=v2.1
525 545 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153367 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1
422 442 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153366 locus=Phvul.005G075200 ID=Phvul.005G075200.1.v2.1 annot-version=v2.1
525 545 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153367 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1
422 442 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153366 locus=Phvul.005G075200 ID=Phvul.005G075200.1.v2.1 annot-version=v2.1
525 545 UUCCACAGCUUUCUUGAACUG:::::.:::.::::::::   CAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153367 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1
421 442 UUCCACAGCUUUCUUGAACUGU :::::.:::.::::::::   CCAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153366 locus=Phvul.005G075200 ID=Phvul.005G075200.1.v2.1 annot-version=v2.1
524 545 UUCCACAGCUUUCUUGAACUGU :::::.:::.::::::::   CCAGUUUAAGGAAGCUGUGUGGCleavage pacid=37153367 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1
631 651 UUCCACAGCUUUCUUGAACUG::  :::::::::.:::::  CAUCUCAAGAAAGUUGUGGUCCleavage pacid=37152621 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1
631 651 UUCCACAGCUUUCUUGAACUG::  :::::::::.:::::  CAUCUCAAGAAAGUUGUGGUCCleavage pacid=37152621 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1
631 651 UUCCACAGCUUUCUUGAACUG::  :::::::::.:::::  CAUCUCAAGAAAGUUGUGGUCCleavage pacid=37152621 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1
631 651 UUCCACAGCUUUCUUGAACUG::  :::::::::.:::::  CAUCUCAAGAAAGUUGUGGUCCleavage pacid=37152621 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1
631 651 UUCCACAGCUUUCUUGAACUG::  :::::::::.:::::  CAUCUCAAGAAAGUUGUGGUCCleavage pacid=37152621 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1
631 651 UUCCACAGCUUUCUUGAACUG::  :::::::::.:::::  CAUCUCAAGAAAGUUGUGGUCCleavage pacid=37152621 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1
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631 651 UUCCACAGCUUUCUUGAACUG::  :::::::::.:::::  CAUCUCAAGAAAGUUGUGGUCCleavage pacid=37152621 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1
631 651 UUCCACAGCUUUCUUGAACUG::  :::::::::.:::::  CAUCUCAAGAAAGUUGUGGUCCleavage pacid=37152621 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1
631 651 UUCCACAGCUUUCUUGAACUG::  :::::::::.:::::  CAUCUCAAGAAAGUUGUGGUCCleavage pacid=37152621 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1
631 651 UUCCACAGCUUUCUUGAACUG::  :::::::::.:::::  CAUCUCAAGAAAGUUGUGGUCCleavage pacid=37152621 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1
631 651 UUCCACAGCUUUCUUGAACUG::  :::::::::.:::::  CAUCUCAAGAAAGUUGUGGUCCleavage pacid=37152621 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1
630 651 UUCCACAGCUUUCUUGAACUGU ::  :::::::::.:::::  UCAUCUCAAGAAAGUUGUGGUCCleavage pacid=37152621 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1

1758 1778 UUCCACAGCUUUCUUGAACUG::::::.::.:.:.:: : :: CAGUUCGAGGAGGUUGAGAAACleavage pacid=37172603 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1
1758 1778 UUCCACAGCUUUCUUGAACUG::::::.::.:.:.:: : :: CAGUUCGAGGAGGUUGAGAAACleavage pacid=37172603 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1
1758 1778 UUCCACAGCUUUCUUGAACUG::::::.::.:.:.:: : :: CAGUUCGAGGAGGUUGAGAAACleavage pacid=37172603 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1
1758 1778 UUCCACAGCUUUCUUGAACUG::::::.::.:.:.:: : :: CAGUUCGAGGAGGUUGAGAAACleavage pacid=37172603 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1
1758 1778 UUCCACAGCUUUCUUGAACUG::::::.::.:.:.:: : :: CAGUUCGAGGAGGUUGAGAAACleavage pacid=37172603 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1
1758 1778 UUCCACAGCUUUCUUGAACUG::::::.::.:.:.:: : :: CAGUUCGAGGAGGUUGAGAAACleavage pacid=37172603 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1
1758 1778 UUCCACAGCUUUCUUGAACUG::::::.::.:.:.:: : :: CAGUUCGAGGAGGUUGAGAAACleavage pacid=37172603 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1
1758 1778 UUCCACAGCUUUCUUGAACUG::::::.::.:.:.:: : :: CAGUUCGAGGAGGUUGAGAAACleavage pacid=37172603 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1
1758 1778 UUCCACAGCUUUCUUGAACUG::::::.::.:.:.:: : :: CAGUUCGAGGAGGUUGAGAAACleavage pacid=37172603 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1
1758 1778 UUCCACAGCUUUCUUGAACUG::::::.::.:.:.:: : :: CAGUUCGAGGAGGUUGAGAAACleavage pacid=37172603 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1
1758 1778 UUCCACAGCUUUCUUGAACUG::::::.::.:.:.:: : :: CAGUUCGAGGAGGUUGAGAAACleavage pacid=37172603 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1
1757 1778 UUCCACAGCUUUCUUGAACUGU ::::::.::.:.:.:: : ::UCAGUUCGAGGAGGUUGAGAAACleavage pacid=37172603 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1

863 884 UUCCACAGCUUUC-UUGAACUG:: ::::: :.:::::::::.:CAUUUCAAUGGAAGCUGUGGGACleavage pacid=37172241 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1
863 884 UUCCACAGCUUUC-UUGAACUG:: ::::: :.:::::::::.:CAUUUCAAUGGAAGCUGUGGGACleavage pacid=37172241 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1
863 884 UUCCACAGCUUUC-UUGAACUG:: ::::: :.:::::::::.:CAUUUCAAUGGAAGCUGUGGGACleavage pacid=37172241 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1
863 884 UUCCACAGCUUUC-UUGAACUG:: ::::: :.:::::::::.:CAUUUCAAUGGAAGCUGUGGGACleavage pacid=37172241 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1
863 884 UUCCACAGCUUUC-UUGAACUG:: ::::: :.:::::::::.:CAUUUCAAUGGAAGCUGUGGGACleavage pacid=37172241 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1
863 884 UUCCACAGCUUUC-UUGAACUG:: ::::: :.:::::::::.:CAUUUCAAUGGAAGCUGUGGGACleavage pacid=37172241 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1
863 884 UUCCACAGCUUUC-UUGAACUG:: ::::: :.:::::::::.:CAUUUCAAUGGAAGCUGUGGGACleavage pacid=37172241 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1
863 884 UUCCACAGCUUUC-UUGAACUG:: ::::: :.:::::::::.:CAUUUCAAUGGAAGCUGUGGGACleavage pacid=37172241 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1
863 884 UUCCACAGCUUUC-UUGAACUG:: ::::: :.:::::::::.:CAUUUCAAUGGAAGCUGUGGGACleavage pacid=37172241 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1
863 884 UUCCACAGCUUUC-UUGAACUG:: ::::: :.:::::::::.:CAUUUCAAUGGAAGCUGUGGGACleavage pacid=37172241 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1
863 884 UUCCACAGCUUUC-UUGAACUG:: ::::: :.:::::::::.:CAUUUCAAUGGAAGCUGUGGGACleavage pacid=37172241 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1
862 884 UUCCACAGCUUUC-UUGAACUGU::: ::::: :.:::::::::.:ACAUUUCAAUGGAAGCUGUGGGACleavage pacid=37172241 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1
939 960 UUCCACAGCUUUCUUGAACUGU.:::::: .::..:. :::::.GCAGUUCCGGAGGGUGGUGGAGCleavage pacid=37171352 locus=Phvul.006G200900 ID=Phvul.006G200900.1.v2.1 annot-version=v2.1
603 623 UUCCACAGCUUUCUUGAACUGU:.::::.:::::::: :::: :AUAGUUUAAGAAAGC-GUGGUACleavage pacid=37164352 locus=Phvul.007G083600 ID=Phvul.007G083600.1.v2.1 annot-version=v2.1
644 664 UUCCACAGCUUUCUUGAACUGU:.::::.:::::::: :::: :AUAGUUUAAGAAAGC-GUGGUACleavage pacid=37164353 locus=Phvul.007G083600 ID=Phvul.007G083600.2.v2.1 annot-version=v2.1

4525 4545 UUCCACAGCUUUCUUGAACUG:.:  ::::::::.::: :.. CGGAACAAGAAAGUUGUUGGGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4525 4545 UUCCACAGCUUUCUUGAACUG:.:  ::::::::.::: :.. CGGAACAAGAAAGUUGUUGGGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4525 4545 UUCCACAGCUUUCUUGAACUG:.:  ::::::::.::: :.. CGGAACAAGAAAGUUGUUGGGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4525 4545 UUCCACAGCUUUCUUGAACUG:.:  ::::::::.::: :.. CGGAACAAGAAAGUUGUUGGGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4525 4545 UUCCACAGCUUUCUUGAACUG:.:  ::::::::.::: :.. CGGAACAAGAAAGUUGUUGGGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4525 4545 UUCCACAGCUUUCUUGAACUG:.:  ::::::::.::: :.. CGGAACAAGAAAGUUGUUGGGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4525 4545 UUCCACAGCUUUCUUGAACUG:.:  ::::::::.::: :.. CGGAACAAGAAAGUUGUUGGGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4525 4545 UUCCACAGCUUUCUUGAACUG:.:  ::::::::.::: :.. CGGAACAAGAAAGUUGUUGGGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4525 4545 UUCCACAGCUUUCUUGAACUG:.:  ::::::::.::: :.. CGGAACAAGAAAGUUGUUGGGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4525 4545 UUCCACAGCUUUCUUGAACUG:.:  ::::::::.::: :.. CGGAACAAGAAAGUUGUUGGGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
4525 4545 UUCCACAGCUUUCUUGAACUG:.:  ::::::::.::: :.. CGGAACAAGAAAGUUGUUGGGCleavage pacid=37166828 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1
1780 1801 UUCCACAGCUUUCUUGAACUGU::::: ::::::::.: :: .:ACAGUACAAGAAAGUUUUGCGACleavage pacid=37165647 locus=Phvul.007G175300 ID=Phvul.007G175300.2.v2.1 annot-version=v2.1
1898 1919 UUCCACAGCUUUCUUGAACUGU::::: ::::::::.: :: .:ACAGUACAAGAAAGUUUUGCGACleavage pacid=37165648 locus=Phvul.007G175300 ID=Phvul.007G175300.3.v2.1 annot-version=v2.1
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2394 2415 UUCCACAGCUUUCUUGAACUGU::::: ::::::::.: :: .:ACAGUACAAGAAAGUUUUGCGACleavage pacid=37165646 locus=Phvul.007G175300 ID=Phvul.007G175300.1.v2.1 annot-version=v2.1
836 856 UUCCACAGCUUUCUUGAACUG .:::::::::.:.::::   AGGUUCAAGAAGGUUGUGUCCCleavage pacid=37165804 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1
836 856 UUCCACAGCUUUCUUGAACUG .:::::::::.:.::::   AGGUUCAAGAAGGUUGUGUCCCleavage pacid=37165804 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1
836 856 UUCCACAGCUUUCUUGAACUG .:::::::::.:.::::   AGGUUCAAGAAGGUUGUGUCCCleavage pacid=37165804 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1
836 856 UUCCACAGCUUUCUUGAACUG .:::::::::.:.::::   AGGUUCAAGAAGGUUGUGUCCCleavage pacid=37165804 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1
836 856 UUCCACAGCUUUCUUGAACUG .:::::::::.:.::::   AGGUUCAAGAAGGUUGUGUCCCleavage pacid=37165804 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1
836 856 UUCCACAGCUUUCUUGAACUG .:::::::::.:.::::   AGGUUCAAGAAGGUUGUGUCCCleavage pacid=37165804 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1
836 856 UUCCACAGCUUUCUUGAACUG .:::::::::.:.::::   AGGUUCAAGAAGGUUGUGUCCCleavage pacid=37165804 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1
836 856 UUCCACAGCUUUCUUGAACUG .:::::::::.:.::::   AGGUUCAAGAAGGUUGUGUCCCleavage pacid=37165804 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1
836 856 UUCCACAGCUUUCUUGAACUG .:::::::::.:.::::   AGGUUCAAGAAGGUUGUGUCCCleavage pacid=37165804 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1
836 856 UUCCACAGCUUUCUUGAACUG .:::::::::.:.::::   AGGUUCAAGAAGGUUGUGUCCCleavage pacid=37165804 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1
836 856 UUCCACAGCUUUCUUGAACUG .:::::::::.:.::::   AGGUUCAAGAAGGUUGUGUCCCleavage pacid=37165804 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1
835 856 UUCCACAGCUUUCUUGAACUGU: .:::::::::.:.::::   AAGGUUCAAGAAGGUUGUGUCCCleavage pacid=37165804 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1
417 438 UUCCACAGCUUUCUUGAACUGU.::::::. : ::::: ::::.GCAGUUCGUGCAAGCUAUGGAGCleavage pacid=37159930 locus=Phvul.008G106100 ID=Phvul.008G106100.1.v2.1 annot-version=v2.1

1414 1434 UUCCACAGCUUUCUUGAACUG::::::::::..:. ::: :. CAGUUCAAGAGGGUAGUGAAGCleavage pacid=37142554 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1
1414 1434 UUCCACAGCUUUCUUGAACUG::::::::::..:. ::: :. CAGUUCAAGAGGGUAGUGAAGCleavage pacid=37142554 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1
1414 1434 UUCCACAGCUUUCUUGAACUG::::::::::..:. ::: :. CAGUUCAAGAGGGUAGUGAAGCleavage pacid=37142554 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1
1414 1434 UUCCACAGCUUUCUUGAACUG::::::::::..:. ::: :. CAGUUCAAGAGGGUAGUGAAGCleavage pacid=37142554 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1
1414 1434 UUCCACAGCUUUCUUGAACUG::::::::::..:. ::: :. CAGUUCAAGAGGGUAGUGAAGCleavage pacid=37142554 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1
1414 1434 UUCCACAGCUUUCUUGAACUG::::::::::..:. ::: :. CAGUUCAAGAGGGUAGUGAAGCleavage pacid=37142554 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1
1414 1434 UUCCACAGCUUUCUUGAACUG::::::::::..:. ::: :. CAGUUCAAGAGGGUAGUGAAGCleavage pacid=37142554 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1
1414 1434 UUCCACAGCUUUCUUGAACUG::::::::::..:. ::: :. CAGUUCAAGAGGGUAGUGAAGCleavage pacid=37142554 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1
1414 1434 UUCCACAGCUUUCUUGAACUG::::::::::..:. ::: :. CAGUUCAAGAGGGUAGUGAAGCleavage pacid=37142554 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1
1414 1434 UUCCACAGCUUUCUUGAACUG::::::::::..:. ::: :. CAGUUCAAGAGGGUAGUGAAGCleavage pacid=37142554 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1
1414 1434 UUCCACAGCUUUCUUGAACUG::::::::::..:. ::: :. CAGUUCAAGAGGGUAGUGAAGCleavage pacid=37142554 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1
1413 1434 UUCCACAGCUUUCUUGAACUGU:::::::::::..:. ::: :.ACAGUUCAAGAGGGUAGUGAAGCleavage pacid=37142554 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1

596 616 UUCCACAGCUUUCUUGAACUG:::::.:.:::::.  ::::. CAGUUUAGGAAAGUGCUGGAGCleavage pacid=37144309 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1
596 616 UUCCACAGCUUUCUUGAACUG:::::.:.:::::.  ::::. CAGUUUAGGAAAGUGCUGGAGCleavage pacid=37144309 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1
596 616 UUCCACAGCUUUCUUGAACUG:::::.:.:::::.  ::::. CAGUUUAGGAAAGUGCUGGAGCleavage pacid=37144309 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1
596 616 UUCCACAGCUUUCUUGAACUG:::::.:.:::::.  ::::. CAGUUUAGGAAAGUGCUGGAGCleavage pacid=37144309 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1
596 616 UUCCACAGCUUUCUUGAACUG:::::.:.:::::.  ::::. CAGUUUAGGAAAGUGCUGGAGCleavage pacid=37144309 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1
596 616 UUCCACAGCUUUCUUGAACUG:::::.:.:::::.  ::::. CAGUUUAGGAAAGUGCUGGAGCleavage pacid=37144309 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1
596 616 UUCCACAGCUUUCUUGAACUG:::::.:.:::::.  ::::. CAGUUUAGGAAAGUGCUGGAGCleavage pacid=37144309 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1
596 616 UUCCACAGCUUUCUUGAACUG:::::.:.:::::.  ::::. CAGUUUAGGAAAGUGCUGGAGCleavage pacid=37144309 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1
596 616 UUCCACAGCUUUCUUGAACUG:::::.:.:::::.  ::::. CAGUUUAGGAAAGUGCUGGAGCleavage pacid=37144309 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1
596 616 UUCCACAGCUUUCUUGAACUG:::::.:.:::::.  ::::. CAGUUUAGGAAAGUGCUGGAGCleavage pacid=37144309 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1
596 616 UUCCACAGCUUUCUUGAACUG:::::.:.:::::.  ::::. CAGUUUAGGAAAGUGCUGGAGCleavage pacid=37144309 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1
595 616 UUCCACAGCUUUCUUGAACUGU::::::.:.:::::.  ::::.ACAGUUUAGGAAAGUGCUGGAGCleavage pacid=37144309 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1

1484 1505 UUCCACAGCUUUCUUGAACUGU:::::::  :::.::::: :: ACAGUUCCUGAAGGCUGUAGAUCleavage pacid=37142881 locus=Phvul.010G144000 ID=Phvul.010G144000.1.v2.1 annot-version=v2.1
685 703 UUCCACAGCUUUCUUGAACUG:::::  :::.::::::::.: CAGUU--AGAGAGCUGUGGGACleavage pacid=37156982 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1
685 703 UUCCACAGCUUUCUUGAACUG:::::  :::.::::::::.: CAGUU--AGAGAGCUGUGGGACleavage pacid=37156982 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1
685 703 UUCCACAGCUUUCUUGAACUG:::::  :::.::::::::.: CAGUU--AGAGAGCUGUGGGACleavage pacid=37156982 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1
685 703 UUCCACAGCUUUCUUGAACUG:::::  :::.::::::::.: CAGUU--AGAGAGCUGUGGGACleavage pacid=37156982 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1
685 703 UUCCACAGCUUUCUUGAACUG:::::  :::.::::::::.: CAGUU--AGAGAGCUGUGGGACleavage pacid=37156982 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1
685 703 UUCCACAGCUUUCUUGAACUG:::::  :::.::::::::.: CAGUU--AGAGAGCUGUGGGACleavage pacid=37156982 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1
685 703 UUCCACAGCUUUCUUGAACUG:::::  :::.::::::::.: CAGUU--AGAGAGCUGUGGGACleavage pacid=37156982 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1
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685 703 UUCCACAGCUUUCUUGAACUG:::::  :::.::::::::.: CAGUU--AGAGAGCUGUGGGACleavage pacid=37156982 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1
685 703 UUCCACAGCUUUCUUGAACUG:::::  :::.::::::::.: CAGUU--AGAGAGCUGUGGGACleavage pacid=37156982 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1
685 703 UUCCACAGCUUUCUUGAACUG:::::  :::.::::::::.: CAGUU--AGAGAGCUGUGGGACleavage pacid=37156982 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1
685 703 UUCCACAGCUUUCUUGAACUG:::::  :::.::::::::.: CAGUU--AGAGAGCUGUGGGACleavage pacid=37156982 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1

1397 1417 UUCCACAGCUUUCUUGAACUG:.::::..::::::::::   CGGUUCGGGAAAGCUGUGUGGCleavage pacid=37179033 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1
1397 1417 UUCCACAGCUUUCUUGAACUG:.::::..::::::::::   CGGUUCGGGAAAGCUGUGUGGCleavage pacid=37179033 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1
1397 1417 UUCCACAGCUUUCUUGAACUG:.::::..::::::::::   CGGUUCGGGAAAGCUGUGUGGCleavage pacid=37179033 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1
1397 1417 UUCCACAGCUUUCUUGAACUG:.::::..::::::::::   CGGUUCGGGAAAGCUGUGUGGCleavage pacid=37179033 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1
1397 1417 UUCCACAGCUUUCUUGAACUG:.::::..::::::::::   CGGUUCGGGAAAGCUGUGUGGCleavage pacid=37179033 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1
1397 1417 UUCCACAGCUUUCUUGAACUG:.::::..::::::::::   CGGUUCGGGAAAGCUGUGUGGCleavage pacid=37179033 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1
1397 1417 UUCCACAGCUUUCUUGAACUG:.::::..::::::::::   CGGUUCGGGAAAGCUGUGUGGCleavage pacid=37179033 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1
1397 1417 UUCCACAGCUUUCUUGAACUG:.::::..::::::::::   CGGUUCGGGAAAGCUGUGUGGCleavage pacid=37179033 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1
1397 1417 UUCCACAGCUUUCUUGAACUG:.::::..::::::::::   CGGUUCGGGAAAGCUGUGUGGCleavage pacid=37179033 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1
1397 1417 UUCCACAGCUUUCUUGAACUG:.::::..::::::::::   CGGUUCGGGAAAGCUGUGUGGCleavage pacid=37179033 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1
1397 1417 UUCCACAGCUUUCUUGAACUG:.::::..::::::::::   CGGUUCGGGAAAGCUGUGUGGCleavage pacid=37179033 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1
1396 1417 UUCCACAGCUUUCUUGAACUGU :.::::..::::::::::   UCGGUUCGGGAAAGCUGUGUGGCleavage pacid=37179033 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1
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Multiplicity Target_Acc. ID locusName Pfam
1 Phvul.003G168301.2 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.1 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.2 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.1 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.2 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.1 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.2 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.1 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.2 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.1 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.2 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.1 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.2 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.1 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.2 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.1 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.2 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.1 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.2 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.1 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.2 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.1 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.2 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.003G168301.1 Phvul.003G168301 Phvul.003G168301 0
1 Phvul.008G204300.1 Phvul.008G204300 Phvul.008G204300 PF13962
1 Phvul.008G204300.1 Phvul.008G204300 Phvul.008G204300 PF13962
1 Phvul.008G204300.1 Phvul.008G204300 Phvul.008G204300 PF13962
1 Phvul.008G204300.1 Phvul.008G204300 Phvul.008G204300 PF13962
1 Phvul.008G204300.1 Phvul.008G204300 Phvul.008G204300 PF13962
1 Phvul.008G204300.1 Phvul.008G204300 Phvul.008G204300 PF13962
1 Phvul.008G204300.1 Phvul.008G204300 Phvul.008G204300 PF13962
1 Phvul.008G204300.1 Phvul.008G204300 Phvul.008G204300 PF13962
1 Phvul.008G204300.1 Phvul.008G204300 Phvul.008G204300 PF13962
1 Phvul.008G204300.1 Phvul.008G204300 Phvul.008G204300 PF13962
1 Phvul.008G204300.1 Phvul.008G204300 Phvul.008G204300 PF13962
1 Phvul.008G204300.1 Phvul.008G204300 Phvul.008G204300 PF13962
1 Phvul.003G168400.1 Phvul.003G168400 Phvul.003G168400 0
1 Phvul.003G168400.1 Phvul.003G168400 Phvul.003G168400 0
1 Phvul.003G168400.1 Phvul.003G168400 Phvul.003G168400 0
1 Phvul.003G168400.1 Phvul.003G168400 Phvul.003G168400 0
1 Phvul.003G168400.1 Phvul.003G168400 Phvul.003G168400 0
1 Phvul.003G168400.1 Phvul.003G168400 Phvul.003G168400 0
1 Phvul.003G168400.1 Phvul.003G168400 Phvul.003G168400 0
1 Phvul.003G168400.1 Phvul.003G168400 Phvul.003G168400 0
1 Phvul.003G168400.1 Phvul.003G168400 Phvul.003G168400 0
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1 Phvul.003G168400.1 Phvul.003G168400 Phvul.003G168400 0
1 Phvul.003G168400.1 Phvul.003G168400 Phvul.003G168400 0
1 Phvul.003G168400.1 Phvul.003G168400 Phvul.003G168400 0
1 Phvul.007G253900.1 Phvul.007G253900 Phvul.007G253900 0
1 Phvul.007G253900.1 Phvul.007G253900 Phvul.007G253900 0
1 Phvul.007G253900.1 Phvul.007G253900 Phvul.007G253900 0
1 Phvul.007G253900.1 Phvul.007G253900 Phvul.007G253900 0
1 Phvul.007G253900.1 Phvul.007G253900 Phvul.007G253900 0
1 Phvul.007G253900.1 Phvul.007G253900 Phvul.007G253900 0
1 Phvul.007G253900.1 Phvul.007G253900 Phvul.007G253900 0
1 Phvul.007G253900.1 Phvul.007G253900 Phvul.007G253900 0
1 Phvul.007G253900.1 Phvul.007G253900 Phvul.007G253900 0
1 Phvul.007G253900.1 Phvul.007G253900 Phvul.007G253900 0
1 Phvul.007G253900.1 Phvul.007G253900 Phvul.007G253900 0
1 Phvul.007G253900.1 Phvul.007G253900 Phvul.007G253900 0
1 Phvul.001G155150.1 Phvul.001G155150 Phvul.001G155150 PF00702,PF00689
1 Phvul.001G155150.1 Phvul.001G155150 Phvul.001G155150 PF00702,PF00689
1 Phvul.001G155150.1 Phvul.001G155150 Phvul.001G155150 PF00702,PF00689
1 Phvul.001G155150.1 Phvul.001G155150 Phvul.001G155150 PF00702,PF00689
1 Phvul.001G155150.1 Phvul.001G155150 Phvul.001G155150 PF00702,PF00689
1 Phvul.001G155150.1 Phvul.001G155150 Phvul.001G155150 PF00702,PF00689
1 Phvul.001G155150.1 Phvul.001G155150 Phvul.001G155150 PF00702,PF00689
1 Phvul.001G155150.1 Phvul.001G155150 Phvul.001G155150 PF00702,PF00689
1 Phvul.001G155150.1 Phvul.001G155150 Phvul.001G155150 PF00702,PF00689
1 Phvul.001G155150.1 Phvul.001G155150 Phvul.001G155150 PF00702,PF00689
1 Phvul.001G155150.1 Phvul.001G155150 Phvul.001G155150 PF00702,PF00689
1 Phvul.001G155150.1 Phvul.001G155150 Phvul.001G155150 PF00702,PF00689
1 Phvul.002G254800.1 Phvul.002G254800 Phvul.002G254800 PF07719,PF13414
1 Phvul.002G254800.1 Phvul.002G254800 Phvul.002G254800 PF07719,PF13414
1 Phvul.002G254800.1 Phvul.002G254800 Phvul.002G254800 PF07719,PF13414
1 Phvul.002G254800.1 Phvul.002G254800 Phvul.002G254800 PF07719,PF13414
1 Phvul.002G254800.1 Phvul.002G254800 Phvul.002G254800 PF07719,PF13414
1 Phvul.002G254800.1 Phvul.002G254800 Phvul.002G254800 PF07719,PF13414
1 Phvul.002G254800.1 Phvul.002G254800 Phvul.002G254800 PF07719,PF13414
1 Phvul.002G254800.1 Phvul.002G254800 Phvul.002G254800 PF07719,PF13414
1 Phvul.002G254800.1 Phvul.002G254800 Phvul.002G254800 PF07719,PF13414
1 Phvul.002G254800.1 Phvul.002G254800 Phvul.002G254800 PF07719,PF13414
1 Phvul.002G254800.1 Phvul.002G254800 Phvul.002G254800 PF07719,PF13414
1 Phvul.002G254800.1 Phvul.002G254800 Phvul.002G254800 PF07719,PF13414
1 Phvul.004G046200.1 Phvul.004G046200 Phvul.004G046200 PF00690,PF12710,PF00122,PF00689
1 Phvul.004G046200.1 Phvul.004G046200 Phvul.004G046200 PF00690,PF12710,PF00122,PF00689
1 Phvul.004G046200.1 Phvul.004G046200 Phvul.004G046200 PF00690,PF12710,PF00122,PF00689
1 Phvul.004G046200.1 Phvul.004G046200 Phvul.004G046200 PF00690,PF12710,PF00122,PF00689
1 Phvul.004G046200.1 Phvul.004G046200 Phvul.004G046200 PF00690,PF12710,PF00122,PF00689
1 Phvul.004G046200.1 Phvul.004G046200 Phvul.004G046200 PF00690,PF12710,PF00122,PF00689
1 Phvul.004G046200.1 Phvul.004G046200 Phvul.004G046200 PF00690,PF12710,PF00122,PF00689
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Do not distribute

1 Phvul.004G046200.1 Phvul.004G046200 Phvul.004G046200 PF00690,PF12710,PF00122,PF00689
1 Phvul.004G046200.1 Phvul.004G046200 Phvul.004G046200 PF00690,PF12710,PF00122,PF00689
1 Phvul.004G046200.1 Phvul.004G046200 Phvul.004G046200 PF00690,PF12710,PF00122,PF00689
1 Phvul.004G046200.1 Phvul.004G046200 Phvul.004G046200 PF00690,PF12710,PF00122,PF00689
1 Phvul.004G046200.1 Phvul.004G046200 Phvul.004G046200 PF00690,PF12710,PF00122,PF00689
1 Phvul.008G188400.1 Phvul.008G188400 Phvul.008G188400 PF00488
1 Phvul.008G188400.1 Phvul.008G188400 Phvul.008G188400 PF00488
1 Phvul.008G188400.1 Phvul.008G188400 Phvul.008G188400 PF00488
1 Phvul.008G188400.1 Phvul.008G188400 Phvul.008G188400 PF00488
1 Phvul.008G188400.1 Phvul.008G188400 Phvul.008G188400 PF00488
1 Phvul.008G188400.1 Phvul.008G188400 Phvul.008G188400 PF00488
1 Phvul.008G188400.1 Phvul.008G188400 Phvul.008G188400 PF00488
1 Phvul.008G188400.1 Phvul.008G188400 Phvul.008G188400 PF00488
1 Phvul.008G188400.1 Phvul.008G188400 Phvul.008G188400 PF00488
1 Phvul.008G188400.1 Phvul.008G188400 Phvul.008G188400 PF00488
1 Phvul.008G188400.1 Phvul.008G188400 Phvul.008G188400 PF00488
1 Phvul.008G188400.1 Phvul.008G188400 Phvul.008G188400 PF00488
1 Phvul.011G215800.1 Phvul.011G215800 Phvul.011G215800 PF01253
1 Phvul.011G215800.1 Phvul.011G215800 Phvul.011G215800 PF01253
1 Phvul.011G215800.1 Phvul.011G215800 Phvul.011G215800 PF01253
1 Phvul.011G215800.1 Phvul.011G215800 Phvul.011G215800 PF01253
1 Phvul.011G215800.1 Phvul.011G215800 Phvul.011G215800 PF01253
1 Phvul.011G215800.1 Phvul.011G215800 Phvul.011G215800 PF01253
1 Phvul.011G215800.1 Phvul.011G215800 Phvul.011G215800 PF01253
1 Phvul.011G215800.1 Phvul.011G215800 Phvul.011G215800 PF01253
1 Phvul.011G215800.1 Phvul.011G215800 Phvul.011G215800 PF01253
1 Phvul.011G215800.1 Phvul.011G215800 Phvul.011G215800 PF01253
1 Phvul.011G215800.1 Phvul.011G215800 Phvul.011G215800 PF01253
1 Phvul.011G215800.1 Phvul.011G215800 Phvul.011G215800 PF01253
1 Phvul.001G031000.1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879
1 Phvul.001G031000.1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879
1 Phvul.001G031000.1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879
1 Phvul.001G031000.1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879
1 Phvul.001G031000.1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879
1 Phvul.001G031000.1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879
1 Phvul.001G031000.1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879
1 Phvul.001G031000.1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879
1 Phvul.001G031000.1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879
1 Phvul.001G031000.1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879
1 Phvul.001G031000.1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879
1 Phvul.001G031000.1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879
1 Phvul.001G147700.1 Phvul.001G147700 Phvul.001G147700 PF03909
1 Phvul.001G147700.1 Phvul.001G147700 Phvul.001G147700 PF03909
1 Phvul.001G147700.1 Phvul.001G147700 Phvul.001G147700 PF03909
1 Phvul.001G147700.1 Phvul.001G147700 Phvul.001G147700 PF03909
1 Phvul.001G147700.1 Phvul.001G147700 Phvul.001G147700 PF03909
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Do not distribute

1 Phvul.001G147700.1 Phvul.001G147700 Phvul.001G147700 PF03909
1 Phvul.001G147700.1 Phvul.001G147700 Phvul.001G147700 PF03909
1 Phvul.001G147700.1 Phvul.001G147700 Phvul.001G147700 PF03909
1 Phvul.001G147700.1 Phvul.001G147700 Phvul.001G147700 PF03909
1 Phvul.001G147700.1 Phvul.001G147700 Phvul.001G147700 PF03909
1 Phvul.001G147700.1 Phvul.001G147700 Phvul.001G147700 PF03909
1 Phvul.001G147700.1 Phvul.001G147700 Phvul.001G147700 PF03909
1 Phvul.001G162000.1 Phvul.001G162000 Phvul.001G162000 PF05817
1 Phvul.001G162000.1 Phvul.001G162000 Phvul.001G162000 PF05817
1 Phvul.001G162000.1 Phvul.001G162000 Phvul.001G162000 PF05817
1 Phvul.001G162000.1 Phvul.001G162000 Phvul.001G162000 PF05817
1 Phvul.001G162000.1 Phvul.001G162000 Phvul.001G162000 PF05817
1 Phvul.001G162000.1 Phvul.001G162000 Phvul.001G162000 PF05817
1 Phvul.001G162000.1 Phvul.001G162000 Phvul.001G162000 PF05817
1 Phvul.001G162000.1 Phvul.001G162000 Phvul.001G162000 PF05817
1 Phvul.001G162000.1 Phvul.001G162000 Phvul.001G162000 PF05817
1 Phvul.001G162000.1 Phvul.001G162000 Phvul.001G162000 PF05817
1 Phvul.001G162000.1 Phvul.001G162000 Phvul.001G162000 PF05817
1 Phvul.001G187500.1 Phvul.001G187500 Phvul.001G187500 PF08880,PF08879
1 Phvul.001G187500.1 Phvul.001G187500 Phvul.001G187500 PF08880,PF08879
1 Phvul.001G187500.1 Phvul.001G187500 Phvul.001G187500 PF08880,PF08879
1 Phvul.001G187500.1 Phvul.001G187500 Phvul.001G187500 PF08880,PF08879
1 Phvul.001G187500.1 Phvul.001G187500 Phvul.001G187500 PF08880,PF08879
1 Phvul.001G187500.1 Phvul.001G187500 Phvul.001G187500 PF08880,PF08879
1 Phvul.001G187500.1 Phvul.001G187500 Phvul.001G187500 PF08880,PF08879
1 Phvul.001G187500.1 Phvul.001G187500 Phvul.001G187500 PF08880,PF08879
1 Phvul.001G187500.1 Phvul.001G187500 Phvul.001G187500 PF08880,PF08879
1 Phvul.001G187500.1 Phvul.001G187500 Phvul.001G187500 PF08880,PF08879
1 Phvul.001G187500.1 Phvul.001G187500 Phvul.001G187500 PF08880,PF08879
1 Phvul.001G187500.1 Phvul.001G187500 Phvul.001G187500 PF08880,PF08879
1 Phvul.002G041800.2 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.1 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.2 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.1 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.2 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.1 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.2 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.1 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.2 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.1 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.2 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.1 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.2 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.1 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.2 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.1 Phvul.002G041800 Phvul.002G041800 PF08879
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Do not distribute

1 Phvul.002G041800.2 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.1 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.2 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.1 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.2 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.1 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.2 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G041800.1 Phvul.002G041800 Phvul.002G041800 PF08879
1 Phvul.002G061900.1 Phvul.002G061900 Phvul.002G061900 PF00854
1 Phvul.002G061900.1 Phvul.002G061900 Phvul.002G061900 PF00854
1 Phvul.002G061900.1 Phvul.002G061900 Phvul.002G061900 PF00854
1 Phvul.002G061900.1 Phvul.002G061900 Phvul.002G061900 PF00854
1 Phvul.002G061900.1 Phvul.002G061900 Phvul.002G061900 PF00854
1 Phvul.002G061900.1 Phvul.002G061900 Phvul.002G061900 PF00854
1 Phvul.002G061900.1 Phvul.002G061900 Phvul.002G061900 PF00854
1 Phvul.002G061900.1 Phvul.002G061900 Phvul.002G061900 PF00854
1 Phvul.002G061900.1 Phvul.002G061900 Phvul.002G061900 PF00854
1 Phvul.002G061900.1 Phvul.002G061900 Phvul.002G061900 PF00854
1 Phvul.002G061900.1 Phvul.002G061900 Phvul.002G061900 PF00854
1 Phvul.002G061900.1 Phvul.002G061900 Phvul.002G061900 PF00854
1 Phvul.002G131700.1 Phvul.002G131700 Phvul.002G131700 PF08880,PF08879
1 Phvul.002G131700.1 Phvul.002G131700 Phvul.002G131700 PF08880,PF08879
1 Phvul.002G131700.1 Phvul.002G131700 Phvul.002G131700 PF08880,PF08879
1 Phvul.002G131700.1 Phvul.002G131700 Phvul.002G131700 PF08880,PF08879
1 Phvul.002G131700.1 Phvul.002G131700 Phvul.002G131700 PF08880,PF08879
1 Phvul.002G131700.1 Phvul.002G131700 Phvul.002G131700 PF08880,PF08879
1 Phvul.002G131700.1 Phvul.002G131700 Phvul.002G131700 PF08880,PF08879
1 Phvul.002G131700.1 Phvul.002G131700 Phvul.002G131700 PF08880,PF08879
1 Phvul.002G131700.1 Phvul.002G131700 Phvul.002G131700 PF08880,PF08879
1 Phvul.002G131700.1 Phvul.002G131700 Phvul.002G131700 PF08880,PF08879
1 Phvul.002G131700.1 Phvul.002G131700 Phvul.002G131700 PF08880,PF08879
1 Phvul.002G131700.1 Phvul.002G131700 Phvul.002G131700 PF08880,PF08879
1 Phvul.002G147600.1 Phvul.002G147600 Phvul.002G147600 PF01486,PF00319
1 Phvul.002G147600.1 Phvul.002G147600 Phvul.002G147600 PF01486,PF00319
1 Phvul.002G147600.1 Phvul.002G147600 Phvul.002G147600 PF01486,PF00319
1 Phvul.002G147600.1 Phvul.002G147600 Phvul.002G147600 PF01486,PF00319
1 Phvul.002G147600.1 Phvul.002G147600 Phvul.002G147600 PF01486,PF00319
1 Phvul.002G147600.1 Phvul.002G147600 Phvul.002G147600 PF01486,PF00319
1 Phvul.002G147600.1 Phvul.002G147600 Phvul.002G147600 PF01486,PF00319
1 Phvul.002G147600.1 Phvul.002G147600 Phvul.002G147600 PF01486,PF00319
1 Phvul.002G147600.1 Phvul.002G147600 Phvul.002G147600 PF01486,PF00319
1 Phvul.002G147600.1 Phvul.002G147600 Phvul.002G147600 PF01486,PF00319
1 Phvul.002G147600.1 Phvul.002G147600 Phvul.002G147600 PF01486,PF00319
1 Phvul.002G147600.1 Phvul.002G147600 Phvul.002G147600 PF01486,PF00319
1 Phvul.002G162900.1 Phvul.002G162900 Phvul.002G162900 PF13181,PF02184
1 Phvul.002G162900.1 Phvul.002G162900 Phvul.002G162900 PF13181,PF02184
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Do not distribute

1 Phvul.002G162900.1 Phvul.002G162900 Phvul.002G162900 PF13181,PF02184
1 Phvul.002G162900.1 Phvul.002G162900 Phvul.002G162900 PF13181,PF02184
1 Phvul.002G162900.1 Phvul.002G162900 Phvul.002G162900 PF13181,PF02184
1 Phvul.002G162900.1 Phvul.002G162900 Phvul.002G162900 PF13181,PF02184
1 Phvul.002G162900.1 Phvul.002G162900 Phvul.002G162900 PF13181,PF02184
1 Phvul.002G162900.1 Phvul.002G162900 Phvul.002G162900 PF13181,PF02184
1 Phvul.002G162900.1 Phvul.002G162900 Phvul.002G162900 PF13181,PF02184
1 Phvul.002G162900.1 Phvul.002G162900 Phvul.002G162900 PF13181,PF02184
1 Phvul.002G162900.1 Phvul.002G162900 Phvul.002G162900 PF13181,PF02184
1 Phvul.002G162900.1 Phvul.002G162900 Phvul.002G162900 PF13181,PF02184
1 Phvul.002G250000.1 Phvul.002G250000 Phvul.002G250000 PF02493,PF01504
1 Phvul.002G250000.1 Phvul.002G250000 Phvul.002G250000 PF02493,PF01504
1 Phvul.002G250000.1 Phvul.002G250000 Phvul.002G250000 PF02493,PF01504
1 Phvul.002G250000.1 Phvul.002G250000 Phvul.002G250000 PF02493,PF01504
1 Phvul.002G250000.1 Phvul.002G250000 Phvul.002G250000 PF02493,PF01504
1 Phvul.002G250000.1 Phvul.002G250000 Phvul.002G250000 PF02493,PF01504
1 Phvul.002G250000.1 Phvul.002G250000 Phvul.002G250000 PF02493,PF01504
1 Phvul.002G250000.1 Phvul.002G250000 Phvul.002G250000 PF02493,PF01504
1 Phvul.002G250000.1 Phvul.002G250000 Phvul.002G250000 PF02493,PF01504
1 Phvul.002G250000.1 Phvul.002G250000 Phvul.002G250000 PF02493,PF01504
1 Phvul.002G250000.1 Phvul.002G250000 Phvul.002G250000 PF02493,PF01504
1 Phvul.002G250000.1 Phvul.002G250000 Phvul.002G250000 PF02493,PF01504
1 Phvul.003G014900.1 Phvul.003G014900 Phvul.003G014900 PF13041,PF01535
1 Phvul.003G014900.1 Phvul.003G014900 Phvul.003G014900 PF13041,PF01535
1 Phvul.003G014900.1 Phvul.003G014900 Phvul.003G014900 PF13041,PF01535
1 Phvul.003G014900.1 Phvul.003G014900 Phvul.003G014900 PF13041,PF01535
1 Phvul.003G014900.1 Phvul.003G014900 Phvul.003G014900 PF13041,PF01535
1 Phvul.003G014900.1 Phvul.003G014900 Phvul.003G014900 PF13041,PF01535
1 Phvul.003G014900.1 Phvul.003G014900 Phvul.003G014900 PF13041,PF01535
1 Phvul.003G014900.1 Phvul.003G014900 Phvul.003G014900 PF13041,PF01535
1 Phvul.003G014900.1 Phvul.003G014900 Phvul.003G014900 PF13041,PF01535
1 Phvul.003G014900.1 Phvul.003G014900 Phvul.003G014900 PF13041,PF01535
1 Phvul.003G014900.1 Phvul.003G014900 Phvul.003G014900 PF13041,PF01535
1 Phvul.003G014900.1 Phvul.003G014900 Phvul.003G014900 PF13041,PF01535
1 Phvul.003G131800.1 Phvul.003G131800 Phvul.003G131800 PF08880,PF08879
1 Phvul.003G131800.1 Phvul.003G131800 Phvul.003G131800 PF08880,PF08879
1 Phvul.003G131800.1 Phvul.003G131800 Phvul.003G131800 PF08880,PF08879
1 Phvul.003G131800.1 Phvul.003G131800 Phvul.003G131800 PF08880,PF08879
1 Phvul.003G131800.1 Phvul.003G131800 Phvul.003G131800 PF08880,PF08879
1 Phvul.003G131800.1 Phvul.003G131800 Phvul.003G131800 PF08880,PF08879
1 Phvul.003G131800.1 Phvul.003G131800 Phvul.003G131800 PF08880,PF08879
1 Phvul.003G131800.1 Phvul.003G131800 Phvul.003G131800 PF08880,PF08879
1 Phvul.003G131800.1 Phvul.003G131800 Phvul.003G131800 PF08880,PF08879
1 Phvul.003G131800.1 Phvul.003G131800 Phvul.003G131800 PF08880,PF08879
1 Phvul.003G131800.1 Phvul.003G131800 Phvul.003G131800 PF08880,PF08879
1 Phvul.003G131800.1 Phvul.003G131800 Phvul.003G131800 PF08880,PF08879
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Do not distribute

1 Phvul.003G154800.1 Phvul.003G154800 Phvul.003G154800 PF00012
1 Phvul.003G154800.1 Phvul.003G154800 Phvul.003G154800 PF00012
1 Phvul.003G154800.1 Phvul.003G154800 Phvul.003G154800 PF00012
1 Phvul.003G154800.1 Phvul.003G154800 Phvul.003G154800 PF00012
1 Phvul.003G154800.1 Phvul.003G154800 Phvul.003G154800 PF00012
1 Phvul.003G154800.1 Phvul.003G154800 Phvul.003G154800 PF00012
1 Phvul.003G154800.1 Phvul.003G154800 Phvul.003G154800 PF00012
1 Phvul.003G154800.1 Phvul.003G154800 Phvul.003G154800 PF00012
1 Phvul.003G154800.1 Phvul.003G154800 Phvul.003G154800 PF00012
1 Phvul.003G154800.1 Phvul.003G154800 Phvul.003G154800 PF00012
1 Phvul.003G154800.1 Phvul.003G154800 Phvul.003G154800 PF00012
1 Phvul.003G154800.1 Phvul.003G154800 Phvul.003G154800 PF00012
1 Phvul.006G102400.1 Phvul.006G102400 Phvul.006G102400 PF00515,PF13414,PF12796
1 Phvul.006G102400.1 Phvul.006G102400 Phvul.006G102400 PF00515,PF13414,PF12796
1 Phvul.006G102400.1 Phvul.006G102400 Phvul.006G102400 PF00515,PF13414,PF12796
1 Phvul.006G102400.1 Phvul.006G102400 Phvul.006G102400 PF00515,PF13414,PF12796
1 Phvul.006G102400.1 Phvul.006G102400 Phvul.006G102400 PF00515,PF13414,PF12796
1 Phvul.006G102400.1 Phvul.006G102400 Phvul.006G102400 PF00515,PF13414,PF12796
1 Phvul.006G102400.1 Phvul.006G102400 Phvul.006G102400 PF00515,PF13414,PF12796
1 Phvul.006G102400.1 Phvul.006G102400 Phvul.006G102400 PF00515,PF13414,PF12796
1 Phvul.006G102400.1 Phvul.006G102400 Phvul.006G102400 PF00515,PF13414,PF12796
1 Phvul.006G102400.1 Phvul.006G102400 Phvul.006G102400 PF00515,PF13414,PF12796
1 Phvul.006G102400.1 Phvul.006G102400 Phvul.006G102400 PF00515,PF13414,PF12796
1 Phvul.006G102400.1 Phvul.006G102400 Phvul.006G102400 PF00515,PF13414,PF12796
1 Phvul.006G191600.1 Phvul.006G191600 Phvul.006G191600 PF05739,PF00804
1 Phvul.006G191600.1 Phvul.006G191600 Phvul.006G191600 PF05739,PF00804
1 Phvul.006G191600.1 Phvul.006G191600 Phvul.006G191600 PF05739,PF00804
1 Phvul.006G191600.1 Phvul.006G191600 Phvul.006G191600 PF05739,PF00804
1 Phvul.006G191600.1 Phvul.006G191600 Phvul.006G191600 PF05739,PF00804
1 Phvul.006G191600.1 Phvul.006G191600 Phvul.006G191600 PF05739,PF00804
1 Phvul.006G191600.1 Phvul.006G191600 Phvul.006G191600 PF05739,PF00804
1 Phvul.006G191600.1 Phvul.006G191600 Phvul.006G191600 PF05739,PF00804
1 Phvul.006G191600.1 Phvul.006G191600 Phvul.006G191600 PF05739,PF00804
1 Phvul.006G191600.1 Phvul.006G191600 Phvul.006G191600 PF05739,PF00804
1 Phvul.006G191600.1 Phvul.006G191600 Phvul.006G191600 PF05739,PF00804
1 Phvul.006G191600.1 Phvul.006G191600 Phvul.006G191600 PF05739,PF00804
1 Phvul.007G222300.1 Phvul.007G222300 Phvul.007G222300 PF08880,PF08879
1 Phvul.007G222300.1 Phvul.007G222300 Phvul.007G222300 PF08880,PF08879
1 Phvul.007G222300.1 Phvul.007G222300 Phvul.007G222300 PF08880,PF08879
1 Phvul.007G222300.1 Phvul.007G222300 Phvul.007G222300 PF08880,PF08879
1 Phvul.007G222300.1 Phvul.007G222300 Phvul.007G222300 PF08880,PF08879
1 Phvul.007G222300.1 Phvul.007G222300 Phvul.007G222300 PF08880,PF08879
1 Phvul.007G222300.1 Phvul.007G222300 Phvul.007G222300 PF08880,PF08879
1 Phvul.007G222300.1 Phvul.007G222300 Phvul.007G222300 PF08880,PF08879
1 Phvul.007G222300.1 Phvul.007G222300 Phvul.007G222300 PF08880,PF08879
1 Phvul.007G222300.1 Phvul.007G222300 Phvul.007G222300 PF08880,PF08879
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Do not distribute

1 Phvul.007G222300.1 Phvul.007G222300 Phvul.007G222300 PF08880,PF08879
1 Phvul.007G222300.1 Phvul.007G222300 Phvul.007G222300 PF08880,PF08879
1 Phvul.008G203800.1 Phvul.008G203800 Phvul.008G203800 PF01529,PF13962
1 Phvul.008G203800.1 Phvul.008G203800 Phvul.008G203800 PF01529,PF13962
1 Phvul.008G203800.1 Phvul.008G203800 Phvul.008G203800 PF01529,PF13962
1 Phvul.008G203800.1 Phvul.008G203800 Phvul.008G203800 PF01529,PF13962
1 Phvul.008G203800.1 Phvul.008G203800 Phvul.008G203800 PF01529,PF13962
1 Phvul.008G203800.1 Phvul.008G203800 Phvul.008G203800 PF01529,PF13962
1 Phvul.008G203800.1 Phvul.008G203800 Phvul.008G203800 PF01529,PF13962
1 Phvul.008G203800.1 Phvul.008G203800 Phvul.008G203800 PF01529,PF13962
1 Phvul.008G203800.1 Phvul.008G203800 Phvul.008G203800 PF01529,PF13962
1 Phvul.008G203800.1 Phvul.008G203800 Phvul.008G203800 PF01529,PF13962
1 Phvul.008G203800.1 Phvul.008G203800 Phvul.008G203800 PF01529,PF13962
1 Phvul.008G203800.1 Phvul.008G203800 Phvul.008G203800 PF01529,PF13962
1 Phvul.008G204100.1 Phvul.008G204100 Phvul.008G204100 PF13962
1 Phvul.008G204100.1 Phvul.008G204100 Phvul.008G204100 PF13962
1 Phvul.008G204100.1 Phvul.008G204100 Phvul.008G204100 PF13962
1 Phvul.008G204100.1 Phvul.008G204100 Phvul.008G204100 PF13962
1 Phvul.008G204100.1 Phvul.008G204100 Phvul.008G204100 PF13962
1 Phvul.008G204100.1 Phvul.008G204100 Phvul.008G204100 PF13962
1 Phvul.008G204100.1 Phvul.008G204100 Phvul.008G204100 PF13962
1 Phvul.008G204100.1 Phvul.008G204100 Phvul.008G204100 PF13962
1 Phvul.008G204100.1 Phvul.008G204100 Phvul.008G204100 PF13962
1 Phvul.008G204100.1 Phvul.008G204100 Phvul.008G204100 PF13962
1 Phvul.008G204100.1 Phvul.008G204100 Phvul.008G204100 PF13962
1 Phvul.008G204100.1 Phvul.008G204100 Phvul.008G204100 PF13962
1 Phvul.009G047000.9 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.8 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.7 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.4 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.1 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.6 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.5 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.2 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.3 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.9 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.8 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.7 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.4 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.1 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.6 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.5 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.2 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.3 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.9 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.8 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
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Do not distribute

1 Phvul.009G047000.7 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.4 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.1 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.6 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.5 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.2 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.3 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.9 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.8 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.7 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.4 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.1 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.6 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.5 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.2 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.3 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.9 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.8 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.7 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.4 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.1 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.6 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.5 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.2 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.3 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.9 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.8 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.7 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.4 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.1 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.6 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.5 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.2 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.3 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.9 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.8 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.7 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.4 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.1 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.6 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.5 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.2 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.3 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.9 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.8 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.7 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
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Do not distribute

1 Phvul.009G047000.4 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.1 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.6 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.5 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.2 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.3 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.9 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.8 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.7 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.4 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.1 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.6 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.5 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.2 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.3 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.9 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.8 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.7 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.4 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.1 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.6 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.5 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.2 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.3 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.9 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.8 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.7 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.4 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.1 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.6 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.5 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.2 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.3 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.9 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.8 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.7 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.4 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.1 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.6 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.5 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.2 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G047000.3 Phvul.009G047000 Phvul.009G047000 PF08880,PF08879
1 Phvul.009G212100.1 Phvul.009G212100 Phvul.009G212100 0
1 Phvul.009G212100.1 Phvul.009G212100 Phvul.009G212100 0
1 Phvul.009G212100.1 Phvul.009G212100 Phvul.009G212100 0
1 Phvul.009G212100.1 Phvul.009G212100 Phvul.009G212100 0
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Do not distribute

1 Phvul.009G212100.1 Phvul.009G212100 Phvul.009G212100 0
1 Phvul.009G212100.1 Phvul.009G212100 Phvul.009G212100 0
1 Phvul.009G212100.1 Phvul.009G212100 Phvul.009G212100 0
1 Phvul.009G212100.1 Phvul.009G212100 Phvul.009G212100 0
1 Phvul.009G212100.1 Phvul.009G212100 Phvul.009G212100 0
1 Phvul.009G212100.1 Phvul.009G212100 Phvul.009G212100 0
1 Phvul.009G212100.1 Phvul.009G212100 Phvul.009G212100 0
1 Phvul.009G212100.1 Phvul.009G212100 Phvul.009G212100 0
1 Phvul.009G228000.1 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.2 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.1 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.2 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.1 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.2 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.1 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.2 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.1 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.2 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.1 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.2 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.1 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.2 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.1 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.2 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.1 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.2 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.1 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.2 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.1 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.2 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.1 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.009G228000.2 Phvul.009G228000 Phvul.009G228000 PF08880,PF08879
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
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Do not distribute

1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.4 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.3 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.1 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G048400.2 Phvul.010G048400 Phvul.010G048400 PF08879
1 Phvul.010G130000.1 Phvul.010G130000 Phvul.010G130000 PF08880,PF08879
1 Phvul.010G130000.1 Phvul.010G130000 Phvul.010G130000 PF08880,PF08879
1 Phvul.010G130000.1 Phvul.010G130000 Phvul.010G130000 PF08880,PF08879
1 Phvul.010G130000.1 Phvul.010G130000 Phvul.010G130000 PF08880,PF08879
1 Phvul.010G130000.1 Phvul.010G130000 Phvul.010G130000 PF08880,PF08879
1 Phvul.010G130000.1 Phvul.010G130000 Phvul.010G130000 PF08880,PF08879
1 Phvul.010G130000.1 Phvul.010G130000 Phvul.010G130000 PF08880,PF08879
1 Phvul.010G130000.1 Phvul.010G130000 Phvul.010G130000 PF08880,PF08879
1 Phvul.010G130000.1 Phvul.010G130000 Phvul.010G130000 PF08880,PF08879
1 Phvul.010G130000.1 Phvul.010G130000 Phvul.010G130000 PF08880,PF08879
1 Phvul.010G130000.1 Phvul.010G130000 Phvul.010G130000 PF08880,PF08879
1 Phvul.010G130000.1 Phvul.010G130000 Phvul.010G130000 PF08880,PF08879

Page 1994 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.010G135701.1 Phvul.010G135701 Phvul.010G135701 PF00305
1 Phvul.011G017700.1 Phvul.011G017700 Phvul.011G017700 PF08880,PF08879
1 Phvul.011G017700.1 Phvul.011G017700 Phvul.011G017700 PF08880,PF08879
1 Phvul.011G017700.1 Phvul.011G017700 Phvul.011G017700 PF08880,PF08879
1 Phvul.011G017700.1 Phvul.011G017700 Phvul.011G017700 PF08880,PF08879
1 Phvul.011G017700.1 Phvul.011G017700 Phvul.011G017700 PF08880,PF08879
1 Phvul.011G017700.1 Phvul.011G017700 Phvul.011G017700 PF08880,PF08879
1 Phvul.011G017700.1 Phvul.011G017700 Phvul.011G017700 PF08880,PF08879
1 Phvul.011G017700.1 Phvul.011G017700 Phvul.011G017700 PF08880,PF08879
1 Phvul.011G017700.1 Phvul.011G017700 Phvul.011G017700 PF08880,PF08879
1 Phvul.011G017700.1 Phvul.011G017700 Phvul.011G017700 PF08880,PF08879
1 Phvul.011G017700.1 Phvul.011G017700 Phvul.011G017700 PF08880,PF08879
1 Phvul.011G017700.1 Phvul.011G017700 Phvul.011G017700 PF08880,PF08879
1 Phvul.001G220500.1 Phvul.001G220500 Phvul.001G220500 PF04851,PF00098,PF08152,PF00271
1 Phvul.001G220500.1 Phvul.001G220500 Phvul.001G220500 PF04851,PF00098,PF08152,PF00271
1 Phvul.001G220500.1 Phvul.001G220500 Phvul.001G220500 PF04851,PF00098,PF08152,PF00271
1 Phvul.001G220500.1 Phvul.001G220500 Phvul.001G220500 PF04851,PF00098,PF08152,PF00271
1 Phvul.001G220500.1 Phvul.001G220500 Phvul.001G220500 PF04851,PF00098,PF08152,PF00271
1 Phvul.001G220500.1 Phvul.001G220500 Phvul.001G220500 PF04851,PF00098,PF08152,PF00271
1 Phvul.001G220500.1 Phvul.001G220500 Phvul.001G220500 PF04851,PF00098,PF08152,PF00271
1 Phvul.001G220500.1 Phvul.001G220500 Phvul.001G220500 PF04851,PF00098,PF08152,PF00271
1 Phvul.001G220500.1 Phvul.001G220500 Phvul.001G220500 PF04851,PF00098,PF08152,PF00271
1 Phvul.001G220500.1 Phvul.001G220500 Phvul.001G220500 PF04851,PF00098,PF08152,PF00271
1 Phvul.001G220500.1 Phvul.001G220500 Phvul.001G220500 PF04851,PF00098,PF08152,PF00271
1 Phvul.001G220500.1 Phvul.001G220500 Phvul.001G220500 PF04851,PF00098,PF08152,PF00271
1 Phvul.001G261400.1 Phvul.001G261400 Phvul.001G261400 PF06552
1 Phvul.001G261400.1 Phvul.001G261400 Phvul.001G261400 PF06552
1 Phvul.001G261400.1 Phvul.001G261400 Phvul.001G261400 PF06552
1 Phvul.001G261400.1 Phvul.001G261400 Phvul.001G261400 PF06552
1 Phvul.001G261400.1 Phvul.001G261400 Phvul.001G261400 PF06552
1 Phvul.001G261400.1 Phvul.001G261400 Phvul.001G261400 PF06552
1 Phvul.001G261400.1 Phvul.001G261400 Phvul.001G261400 PF06552
1 Phvul.001G261400.1 Phvul.001G261400 Phvul.001G261400 PF06552
1 Phvul.001G261400.1 Phvul.001G261400 Phvul.001G261400 PF06552
1 Phvul.001G261400.1 Phvul.001G261400 Phvul.001G261400 PF06552
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Do not distribute

1 Phvul.001G261400.1 Phvul.001G261400 Phvul.001G261400 PF06552
1 Phvul.001G261400.1 Phvul.001G261400 Phvul.001G261400 PF06552
1 Phvul.002G000300.1 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.2 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.1 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.2 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.1 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.2 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.1 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.2 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.1 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.2 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.1 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.2 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.1 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.2 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.1 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.2 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.1 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.2 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.1 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.2 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.1 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.2 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.1 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G000300.2 Phvul.002G000300 Phvul.002G000300 PF01088
1 Phvul.002G167300.1 Phvul.002G167300 Phvul.002G167300 PF12847
1 Phvul.002G167300.1 Phvul.002G167300 Phvul.002G167300 PF12847
1 Phvul.002G167300.1 Phvul.002G167300 Phvul.002G167300 PF12847
1 Phvul.002G167300.1 Phvul.002G167300 Phvul.002G167300 PF12847
1 Phvul.002G167300.1 Phvul.002G167300 Phvul.002G167300 PF12847
1 Phvul.002G167300.1 Phvul.002G167300 Phvul.002G167300 PF12847
1 Phvul.002G167300.1 Phvul.002G167300 Phvul.002G167300 PF12847
1 Phvul.002G167300.1 Phvul.002G167300 Phvul.002G167300 PF12847
1 Phvul.002G167300.1 Phvul.002G167300 Phvul.002G167300 PF12847
1 Phvul.002G167300.1 Phvul.002G167300 Phvul.002G167300 PF12847
1 Phvul.002G167300.1 Phvul.002G167300 Phvul.002G167300 PF12847
1 Phvul.002G167300.1 Phvul.002G167300 Phvul.002G167300 PF12847
1 Phvul.002G248200.1 Phvul.002G248200 Phvul.002G248200 PF13894
1 Phvul.002G248200.1 Phvul.002G248200 Phvul.002G248200 PF13894
1 Phvul.002G248200.1 Phvul.002G248200 Phvul.002G248200 PF13894
1 Phvul.002G248200.1 Phvul.002G248200 Phvul.002G248200 PF13894
1 Phvul.002G248200.1 Phvul.002G248200 Phvul.002G248200 PF13894
1 Phvul.002G248200.1 Phvul.002G248200 Phvul.002G248200 PF13894
1 Phvul.002G248200.1 Phvul.002G248200 Phvul.002G248200 PF13894
1 Phvul.002G248200.1 Phvul.002G248200 Phvul.002G248200 PF13894
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Do not distribute

1 Phvul.002G248200.1 Phvul.002G248200 Phvul.002G248200 PF13894
1 Phvul.002G248200.1 Phvul.002G248200 Phvul.002G248200 PF13894
1 Phvul.002G248200.1 Phvul.002G248200 Phvul.002G248200 PF13894
1 Phvul.002G330600.1 Phvul.002G330600 Phvul.002G330600 PF08238
1 Phvul.003G105600.1 Phvul.003G105600 Phvul.003G105600 PF06827,PF08264,PF00133
1 Phvul.003G105600.1 Phvul.003G105600 Phvul.003G105600 PF06827,PF08264,PF00133
1 Phvul.003G105600.1 Phvul.003G105600 Phvul.003G105600 PF06827,PF08264,PF00133
1 Phvul.003G105600.1 Phvul.003G105600 Phvul.003G105600 PF06827,PF08264,PF00133
1 Phvul.003G105600.1 Phvul.003G105600 Phvul.003G105600 PF06827,PF08264,PF00133
1 Phvul.003G105600.1 Phvul.003G105600 Phvul.003G105600 PF06827,PF08264,PF00133
1 Phvul.003G105600.1 Phvul.003G105600 Phvul.003G105600 PF06827,PF08264,PF00133
1 Phvul.003G105600.1 Phvul.003G105600 Phvul.003G105600 PF06827,PF08264,PF00133
1 Phvul.003G105600.1 Phvul.003G105600 Phvul.003G105600 PF06827,PF08264,PF00133
1 Phvul.003G105600.1 Phvul.003G105600 Phvul.003G105600 PF06827,PF08264,PF00133
1 Phvul.003G105600.1 Phvul.003G105600 Phvul.003G105600 PF06827,PF08264,PF00133
1 Phvul.003G105600.1 Phvul.003G105600 Phvul.003G105600 PF06827,PF08264,PF00133
1 Phvul.003G127400.1 Phvul.003G127400 Phvul.003G127400 PF11995,PF00225
1 Phvul.003G127400.1 Phvul.003G127400 Phvul.003G127400 PF11995,PF00225
1 Phvul.003G127400.1 Phvul.003G127400 Phvul.003G127400 PF11995,PF00225
1 Phvul.003G127400.1 Phvul.003G127400 Phvul.003G127400 PF11995,PF00225
1 Phvul.003G127400.1 Phvul.003G127400 Phvul.003G127400 PF11995,PF00225
1 Phvul.003G127400.1 Phvul.003G127400 Phvul.003G127400 PF11995,PF00225
1 Phvul.003G127400.1 Phvul.003G127400 Phvul.003G127400 PF11995,PF00225
1 Phvul.003G127400.1 Phvul.003G127400 Phvul.003G127400 PF11995,PF00225
1 Phvul.003G127400.1 Phvul.003G127400 Phvul.003G127400 PF11995,PF00225
1 Phvul.003G127400.1 Phvul.003G127400 Phvul.003G127400 PF11995,PF00225
1 Phvul.003G127400.1 Phvul.003G127400 Phvul.003G127400 PF11995,PF00225
1 Phvul.003G140200.2 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.1 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.2 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.1 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.2 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.1 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.2 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.1 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.2 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.1 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.2 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.1 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.2 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.1 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.2 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.1 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.2 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.1 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.2 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
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Do not distribute

1 Phvul.003G140200.1 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.2 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.1 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.2 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G140200.1 Phvul.003G140200 Phvul.003G140200 PF00690,PF12515,PF00702,PF00689,PF00122
1 Phvul.003G205600.1 Phvul.003G205600 Phvul.003G205600 PF03144,PF03143,PF00009
1 Phvul.003G205600.1 Phvul.003G205600 Phvul.003G205600 PF03144,PF03143,PF00009
1 Phvul.003G205600.1 Phvul.003G205600 Phvul.003G205600 PF03144,PF03143,PF00009
1 Phvul.003G205600.1 Phvul.003G205600 Phvul.003G205600 PF03144,PF03143,PF00009
1 Phvul.003G205600.1 Phvul.003G205600 Phvul.003G205600 PF03144,PF03143,PF00009
1 Phvul.003G205600.1 Phvul.003G205600 Phvul.003G205600 PF03144,PF03143,PF00009
1 Phvul.003G205600.1 Phvul.003G205600 Phvul.003G205600 PF03144,PF03143,PF00009
1 Phvul.003G205600.1 Phvul.003G205600 Phvul.003G205600 PF03144,PF03143,PF00009
1 Phvul.003G205600.1 Phvul.003G205600 Phvul.003G205600 PF03144,PF03143,PF00009
1 Phvul.003G205600.1 Phvul.003G205600 Phvul.003G205600 PF03144,PF03143,PF00009
1 Phvul.003G205600.1 Phvul.003G205600 Phvul.003G205600 PF03144,PF03143,PF00009
1 Phvul.003G205600.1 Phvul.003G205600 Phvul.003G205600 PF03144,PF03143,PF00009
1 Phvul.004G012700.2 Phvul.004G012700 Phvul.004G012700 PF00122,PF12710,PF16209,PF16212
1 Phvul.004G012700.2 Phvul.004G012700 Phvul.004G012700 PF00122,PF12710,PF16209,PF16212
1 Phvul.004G012700.2 Phvul.004G012700 Phvul.004G012700 PF00122,PF12710,PF16209,PF16212
1 Phvul.004G012700.2 Phvul.004G012700 Phvul.004G012700 PF00122,PF12710,PF16209,PF16212
1 Phvul.004G012700.2 Phvul.004G012700 Phvul.004G012700 PF00122,PF12710,PF16209,PF16212
1 Phvul.004G012700.2 Phvul.004G012700 Phvul.004G012700 PF00122,PF12710,PF16209,PF16212
1 Phvul.004G012700.2 Phvul.004G012700 Phvul.004G012700 PF00122,PF12710,PF16209,PF16212
1 Phvul.004G012700.2 Phvul.004G012700 Phvul.004G012700 PF00122,PF12710,PF16209,PF16212
1 Phvul.004G012700.2 Phvul.004G012700 Phvul.004G012700 PF00122,PF12710,PF16209,PF16212
1 Phvul.004G012700.2 Phvul.004G012700 Phvul.004G012700 PF00122,PF12710,PF16209,PF16212
1 Phvul.004G012700.2 Phvul.004G012700 Phvul.004G012700 PF00122,PF12710,PF16209,PF16212
1 Phvul.004G012700.2 Phvul.004G012700 Phvul.004G012700 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G126400.1 Phvul.005G126400 Phvul.005G126400 PF07876
1 Phvul.005G126400.1 Phvul.005G126400 Phvul.005G126400 PF07876
1 Phvul.005G126400.1 Phvul.005G126400 Phvul.005G126400 PF07876
1 Phvul.005G126400.1 Phvul.005G126400 Phvul.005G126400 PF07876
1 Phvul.005G126400.1 Phvul.005G126400 Phvul.005G126400 PF07876
1 Phvul.005G126400.1 Phvul.005G126400 Phvul.005G126400 PF07876
1 Phvul.005G126400.1 Phvul.005G126400 Phvul.005G126400 PF07876
1 Phvul.005G126400.1 Phvul.005G126400 Phvul.005G126400 PF07876
1 Phvul.005G126400.1 Phvul.005G126400 Phvul.005G126400 PF07876
1 Phvul.005G126400.1 Phvul.005G126400 Phvul.005G126400 PF07876
1 Phvul.005G126400.1 Phvul.005G126400 Phvul.005G126400 PF07876
1 Phvul.005G126400.1 Phvul.005G126400 Phvul.005G126400 PF07876
1 Phvul.006G200700.1 Phvul.006G200700 Phvul.006G200700 PF00400
1 Phvul.006G200700.1 Phvul.006G200700 Phvul.006G200700 PF00400
1 Phvul.006G200700.1 Phvul.006G200700 Phvul.006G200700 PF00400
1 Phvul.006G200700.1 Phvul.006G200700 Phvul.006G200700 PF00400
1 Phvul.006G200700.1 Phvul.006G200700 Phvul.006G200700 PF00400
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Do not distribute

1 Phvul.006G200700.1 Phvul.006G200700 Phvul.006G200700 PF00400
1 Phvul.006G200700.1 Phvul.006G200700 Phvul.006G200700 PF00400
1 Phvul.006G200700.1 Phvul.006G200700 Phvul.006G200700 PF00400
1 Phvul.006G200700.1 Phvul.006G200700 Phvul.006G200700 PF00400
1 Phvul.006G200700.1 Phvul.006G200700 Phvul.006G200700 PF00400
1 Phvul.006G200700.1 Phvul.006G200700 Phvul.006G200700 PF00400
1 Phvul.006G200700.1 Phvul.006G200700 Phvul.006G200700 PF00400
1 Phvul.007G188900.1 Phvul.007G188900 Phvul.007G188900 PF14432,PF01535,PF13041
1 Phvul.007G188900.1 Phvul.007G188900 Phvul.007G188900 PF14432,PF01535,PF13041
1 Phvul.007G188900.1 Phvul.007G188900 Phvul.007G188900 PF14432,PF01535,PF13041
1 Phvul.007G188900.1 Phvul.007G188900 Phvul.007G188900 PF14432,PF01535,PF13041
1 Phvul.007G188900.1 Phvul.007G188900 Phvul.007G188900 PF14432,PF01535,PF13041
1 Phvul.007G188900.1 Phvul.007G188900 Phvul.007G188900 PF14432,PF01535,PF13041
1 Phvul.007G188900.1 Phvul.007G188900 Phvul.007G188900 PF14432,PF01535,PF13041
1 Phvul.007G188900.1 Phvul.007G188900 Phvul.007G188900 PF14432,PF01535,PF13041
1 Phvul.007G188900.1 Phvul.007G188900 Phvul.007G188900 PF14432,PF01535,PF13041
1 Phvul.007G188900.1 Phvul.007G188900 Phvul.007G188900 PF14432,PF01535,PF13041
1 Phvul.007G188900.1 Phvul.007G188900 Phvul.007G188900 PF14432,PF01535,PF13041
1 Phvul.007G189100.1 Phvul.007G189100 Phvul.007G189100 PF13041,PF01535
1 Phvul.007G189100.1 Phvul.007G189100 Phvul.007G189100 PF13041,PF01535
1 Phvul.007G189100.1 Phvul.007G189100 Phvul.007G189100 PF13041,PF01535
1 Phvul.007G189100.1 Phvul.007G189100 Phvul.007G189100 PF13041,PF01535
1 Phvul.007G189100.1 Phvul.007G189100 Phvul.007G189100 PF13041,PF01535
1 Phvul.007G189100.1 Phvul.007G189100 Phvul.007G189100 PF13041,PF01535
1 Phvul.007G189100.1 Phvul.007G189100 Phvul.007G189100 PF13041,PF01535
1 Phvul.007G189100.1 Phvul.007G189100 Phvul.007G189100 PF13041,PF01535
1 Phvul.007G189100.1 Phvul.007G189100 Phvul.007G189100 PF13041,PF01535
1 Phvul.007G189100.1 Phvul.007G189100 Phvul.007G189100 PF13041,PF01535
1 Phvul.007G189100.1 Phvul.007G189100 Phvul.007G189100 PF13041,PF01535
1 Phvul.007G189100.1 Phvul.007G189100 Phvul.007G189100 PF13041,PF01535
1 Phvul.007G212500.1 Phvul.007G212500 Phvul.007G212500 PF00501
1 Phvul.007G212500.1 Phvul.007G212500 Phvul.007G212500 PF00501
1 Phvul.007G212500.1 Phvul.007G212500 Phvul.007G212500 PF00501
1 Phvul.007G212500.1 Phvul.007G212500 Phvul.007G212500 PF00501
1 Phvul.007G212500.1 Phvul.007G212500 Phvul.007G212500 PF00501
1 Phvul.007G212500.1 Phvul.007G212500 Phvul.007G212500 PF00501
1 Phvul.007G212500.1 Phvul.007G212500 Phvul.007G212500 PF00501
1 Phvul.007G212500.1 Phvul.007G212500 Phvul.007G212500 PF00501
1 Phvul.007G212500.1 Phvul.007G212500 Phvul.007G212500 PF00501
1 Phvul.007G212500.1 Phvul.007G212500 Phvul.007G212500 PF00501
1 Phvul.007G212500.1 Phvul.007G212500 Phvul.007G212500 PF00501
1 Phvul.007G212500.1 Phvul.007G212500 Phvul.007G212500 PF00501
1 Phvul.007G225200.2 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.1 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.2 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.1 Phvul.007G225200 Phvul.007G225200 PF02987

Page 1999 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.007G225200.2 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.1 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.2 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.1 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.2 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.1 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.2 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.1 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.2 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.1 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.2 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.1 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.2 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.1 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.2 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.1 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.2 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.1 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.2 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G225200.1 Phvul.007G225200 Phvul.007G225200 PF02987
1 Phvul.007G280800.1 Phvul.007G280800 Phvul.007G280800 PF02458
1 Phvul.007G280800.1 Phvul.007G280800 Phvul.007G280800 PF02458
1 Phvul.007G280800.1 Phvul.007G280800 Phvul.007G280800 PF02458
1 Phvul.007G280800.1 Phvul.007G280800 Phvul.007G280800 PF02458
1 Phvul.007G280800.1 Phvul.007G280800 Phvul.007G280800 PF02458
1 Phvul.007G280800.1 Phvul.007G280800 Phvul.007G280800 PF02458
1 Phvul.007G280800.1 Phvul.007G280800 Phvul.007G280800 PF02458
1 Phvul.007G280800.1 Phvul.007G280800 Phvul.007G280800 PF02458
1 Phvul.007G280800.1 Phvul.007G280800 Phvul.007G280800 PF02458
1 Phvul.007G280800.1 Phvul.007G280800 Phvul.007G280800 PF02458
1 Phvul.007G280800.1 Phvul.007G280800 Phvul.007G280800 PF02458
1 Phvul.007G280800.1 Phvul.007G280800 Phvul.007G280800 PF02458
1 Phvul.008G020700.1 Phvul.008G020700 Phvul.008G020700 PF13855,PF00931
1 Phvul.008G020700.1 Phvul.008G020700 Phvul.008G020700 PF13855,PF00931
1 Phvul.008G020700.1 Phvul.008G020700 Phvul.008G020700 PF13855,PF00931
1 Phvul.008G020700.1 Phvul.008G020700 Phvul.008G020700 PF13855,PF00931
1 Phvul.008G020700.1 Phvul.008G020700 Phvul.008G020700 PF13855,PF00931
1 Phvul.008G020700.1 Phvul.008G020700 Phvul.008G020700 PF13855,PF00931
1 Phvul.008G020700.1 Phvul.008G020700 Phvul.008G020700 PF13855,PF00931
1 Phvul.008G020700.1 Phvul.008G020700 Phvul.008G020700 PF13855,PF00931
1 Phvul.008G020700.1 Phvul.008G020700 Phvul.008G020700 PF13855,PF00931
1 Phvul.008G020700.1 Phvul.008G020700 Phvul.008G020700 PF13855,PF00931
1 Phvul.008G020700.1 Phvul.008G020700 Phvul.008G020700 PF13855,PF00931
1 Phvul.008G046300.1 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.2 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.1 Phvul.008G046300 Phvul.008G046300 PF13041
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Do not distribute

1 Phvul.008G046300.2 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.1 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.2 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.1 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.2 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.1 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.2 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.1 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.2 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.1 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.2 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.1 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.2 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.1 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.2 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.1 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.2 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.1 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G046300.2 Phvul.008G046300 Phvul.008G046300 PF13041
1 Phvul.008G118100.3 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.1 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.2 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.3 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.1 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.2 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.3 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.1 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.2 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.3 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.1 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.2 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.3 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.1 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.2 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.3 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.1 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.2 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.3 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.1 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.2 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.3 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.1 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.2 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.3 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.1 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.2 Phvul.008G118100 Phvul.008G118100 0
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Do not distribute

1 Phvul.008G118100.3 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.1 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.2 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.3 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.1 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G118100.2 Phvul.008G118100 Phvul.008G118100 0
1 Phvul.008G143300.2 Phvul.008G143300 Phvul.008G143300 PF09749
1 Phvul.008G143300.2 Phvul.008G143300 Phvul.008G143300 PF09749
1 Phvul.008G143300.2 Phvul.008G143300 Phvul.008G143300 PF09749
1 Phvul.008G143300.2 Phvul.008G143300 Phvul.008G143300 PF09749
1 Phvul.008G143300.2 Phvul.008G143300 Phvul.008G143300 PF09749
1 Phvul.008G143300.2 Phvul.008G143300 Phvul.008G143300 PF09749
1 Phvul.008G143300.2 Phvul.008G143300 Phvul.008G143300 PF09749
1 Phvul.008G143300.2 Phvul.008G143300 Phvul.008G143300 PF09749
1 Phvul.008G143300.2 Phvul.008G143300 Phvul.008G143300 PF09749
1 Phvul.008G143300.2 Phvul.008G143300 Phvul.008G143300 PF09749
1 Phvul.008G143300.2 Phvul.008G143300 Phvul.008G143300 PF09749
1 Phvul.009G019500.2 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.1 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.2 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.1 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.2 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.1 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.2 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.1 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.2 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.1 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.2 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.1 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.2 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.1 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.2 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.1 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.2 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.1 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.2 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.1 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.2 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.1 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.2 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G019500.1 Phvul.009G019500 Phvul.009G019500 PF01479,PF00849
1 Phvul.009G037300.1 Phvul.009G037300 Phvul.009G037300 PF01486,PF00319
1 Phvul.009G037300.1 Phvul.009G037300 Phvul.009G037300 PF01486,PF00319
1 Phvul.009G037300.1 Phvul.009G037300 Phvul.009G037300 PF01486,PF00319
1 Phvul.009G037300.1 Phvul.009G037300 Phvul.009G037300 PF01486,PF00319
1 Phvul.009G037300.1 Phvul.009G037300 Phvul.009G037300 PF01486,PF00319
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Do not distribute

1 Phvul.009G037300.1 Phvul.009G037300 Phvul.009G037300 PF01486,PF00319
1 Phvul.009G037300.1 Phvul.009G037300 Phvul.009G037300 PF01486,PF00319
1 Phvul.009G037300.1 Phvul.009G037300 Phvul.009G037300 PF01486,PF00319
1 Phvul.009G037300.1 Phvul.009G037300 Phvul.009G037300 PF01486,PF00319
1 Phvul.009G037300.1 Phvul.009G037300 Phvul.009G037300 PF01486,PF00319
1 Phvul.009G037300.1 Phvul.009G037300 Phvul.009G037300 PF01486,PF00319
1 Phvul.009G037300.1 Phvul.009G037300 Phvul.009G037300 PF01486,PF00319
1 Phvul.009G065100.1 Phvul.009G065100 Phvul.009G065100 PF01535,PF13041
1 Phvul.009G065100.1 Phvul.009G065100 Phvul.009G065100 PF01535,PF13041
1 Phvul.009G065100.1 Phvul.009G065100 Phvul.009G065100 PF01535,PF13041
1 Phvul.009G065100.1 Phvul.009G065100 Phvul.009G065100 PF01535,PF13041
1 Phvul.009G065100.1 Phvul.009G065100 Phvul.009G065100 PF01535,PF13041
1 Phvul.009G065100.1 Phvul.009G065100 Phvul.009G065100 PF01535,PF13041
1 Phvul.009G065100.1 Phvul.009G065100 Phvul.009G065100 PF01535,PF13041
1 Phvul.009G065100.1 Phvul.009G065100 Phvul.009G065100 PF01535,PF13041
1 Phvul.009G065100.1 Phvul.009G065100 Phvul.009G065100 PF01535,PF13041
1 Phvul.009G065100.1 Phvul.009G065100 Phvul.009G065100 PF01535,PF13041
1 Phvul.009G065100.1 Phvul.009G065100 Phvul.009G065100 PF01535,PF13041
1 Phvul.009G230000.2 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.1 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.2 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.1 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.2 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.1 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.2 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.1 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.2 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.1 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.2 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.1 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.2 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.1 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.2 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.1 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.2 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.1 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.2 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.1 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.2 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.1 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.2 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G230000.1 Phvul.009G230000 Phvul.009G230000 0
1 Phvul.009G246000.2 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.1 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.2 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.1 Phvul.009G246000 Phvul.009G246000 PF16561
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Do not distribute

1 Phvul.009G246000.2 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.1 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.2 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.1 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.2 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.1 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.2 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.1 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.2 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.1 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.2 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.1 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.2 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.1 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.2 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.1 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.2 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.1 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.2 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.009G246000.1 Phvul.009G246000 Phvul.009G246000 PF16561
1 Phvul.010G135101.1 Phvul.010G135101 Phvul.010G135101 PF01477,PF00305
1 Phvul.010G135151.1 Phvul.010G135151 Phvul.010G135151 PF01477,PF00305
1 Phvul.011G014000.1 Phvul.011G014000 Phvul.011G014000 PF01565,PF09265
1 Phvul.011G014000.1 Phvul.011G014000 Phvul.011G014000 PF01565,PF09265
1 Phvul.011G014000.1 Phvul.011G014000 Phvul.011G014000 PF01565,PF09265
1 Phvul.011G014000.1 Phvul.011G014000 Phvul.011G014000 PF01565,PF09265
1 Phvul.011G014000.1 Phvul.011G014000 Phvul.011G014000 PF01565,PF09265
1 Phvul.011G014000.1 Phvul.011G014000 Phvul.011G014000 PF01565,PF09265
1 Phvul.011G014000.1 Phvul.011G014000 Phvul.011G014000 PF01565,PF09265
1 Phvul.011G014000.1 Phvul.011G014000 Phvul.011G014000 PF01565,PF09265
1 Phvul.011G014000.1 Phvul.011G014000 Phvul.011G014000 PF01565,PF09265
1 Phvul.011G014000.1 Phvul.011G014000 Phvul.011G014000 PF01565,PF09265
1 Phvul.011G014000.1 Phvul.011G014000 Phvul.011G014000 PF01565,PF09265
1 Phvul.011G087500.1 Phvul.011G087500 Phvul.011G087500 PF00125
1 Phvul.011G087500.1 Phvul.011G087500 Phvul.011G087500 PF00125
1 Phvul.011G087500.1 Phvul.011G087500 Phvul.011G087500 PF00125
1 Phvul.011G087500.1 Phvul.011G087500 Phvul.011G087500 PF00125
1 Phvul.011G087500.1 Phvul.011G087500 Phvul.011G087500 PF00125
1 Phvul.011G087500.1 Phvul.011G087500 Phvul.011G087500 PF00125
1 Phvul.011G087500.1 Phvul.011G087500 Phvul.011G087500 PF00125
1 Phvul.011G087500.1 Phvul.011G087500 Phvul.011G087500 PF00125
1 Phvul.011G087500.1 Phvul.011G087500 Phvul.011G087500 PF00125
1 Phvul.011G087500.1 Phvul.011G087500 Phvul.011G087500 PF00125
1 Phvul.011G087500.1 Phvul.011G087500 Phvul.011G087500 PF00125
1 Phvul.011G087500.1 Phvul.011G087500 Phvul.011G087500 PF00125
1 Phvul.001G021800.1 Phvul.001G021800 Phvul.001G021800 PF01501

Page 2004 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.001G021800.2 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.1 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.2 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.1 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.2 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.1 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.2 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.1 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.2 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.1 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.2 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.1 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.2 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.1 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.2 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.1 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.2 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.1 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.2 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.1 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G021800.2 Phvul.001G021800 Phvul.001G021800 PF01501
1 Phvul.001G055000.1 Phvul.001G055000 Phvul.001G055000 PF14226,PF03171
1 Phvul.001G055000.1 Phvul.001G055000 Phvul.001G055000 PF14226,PF03171
1 Phvul.001G055000.1 Phvul.001G055000 Phvul.001G055000 PF14226,PF03171
1 Phvul.001G055000.1 Phvul.001G055000 Phvul.001G055000 PF14226,PF03171
1 Phvul.001G055000.1 Phvul.001G055000 Phvul.001G055000 PF14226,PF03171
1 Phvul.001G055000.1 Phvul.001G055000 Phvul.001G055000 PF14226,PF03171
1 Phvul.001G055000.1 Phvul.001G055000 Phvul.001G055000 PF14226,PF03171
1 Phvul.001G055000.1 Phvul.001G055000 Phvul.001G055000 PF14226,PF03171
1 Phvul.001G055000.1 Phvul.001G055000 Phvul.001G055000 PF14226,PF03171
1 Phvul.001G055000.1 Phvul.001G055000 Phvul.001G055000 PF14226,PF03171
1 Phvul.001G055000.1 Phvul.001G055000 Phvul.001G055000 PF14226,PF03171
1 Phvul.001G055000.1 Phvul.001G055000 Phvul.001G055000 PF14226,PF03171
1 Phvul.001G103833.1 Phvul.001G103833 Phvul.001G103833 PF08502
1 Phvul.001G103833.1 Phvul.001G103833 Phvul.001G103833 PF08502
1 Phvul.001G103833.1 Phvul.001G103833 Phvul.001G103833 PF08502
1 Phvul.001G103833.1 Phvul.001G103833 Phvul.001G103833 PF08502
1 Phvul.001G103833.1 Phvul.001G103833 Phvul.001G103833 PF08502
1 Phvul.001G103833.1 Phvul.001G103833 Phvul.001G103833 PF08502
1 Phvul.001G103833.1 Phvul.001G103833 Phvul.001G103833 PF08502
1 Phvul.001G103833.1 Phvul.001G103833 Phvul.001G103833 PF08502
1 Phvul.001G103833.1 Phvul.001G103833 Phvul.001G103833 PF08502
1 Phvul.001G103833.1 Phvul.001G103833 Phvul.001G103833 PF08502
1 Phvul.001G103833.1 Phvul.001G103833 Phvul.001G103833 PF08502
1 Phvul.001G109780.1 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.2 Phvul.001G109780 Phvul.001G109780 PF08502
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Do not distribute

1 Phvul.001G109780.1 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.2 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.1 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.2 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.1 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.2 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.1 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.2 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.1 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.2 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.1 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.2 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.1 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.2 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.1 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.2 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.1 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.2 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.1 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G109780.2 Phvul.001G109780 Phvul.001G109780 PF08502
1 Phvul.001G229200.1 Phvul.001G229200 Phvul.001G229200 PF00026
1 Phvul.001G229200.1 Phvul.001G229200 Phvul.001G229200 PF00026
1 Phvul.001G229200.1 Phvul.001G229200 Phvul.001G229200 PF00026
1 Phvul.001G229200.1 Phvul.001G229200 Phvul.001G229200 PF00026
1 Phvul.001G229200.1 Phvul.001G229200 Phvul.001G229200 PF00026
1 Phvul.001G229200.1 Phvul.001G229200 Phvul.001G229200 PF00026
1 Phvul.001G229200.1 Phvul.001G229200 Phvul.001G229200 PF00026
1 Phvul.001G229200.1 Phvul.001G229200 Phvul.001G229200 PF00026
1 Phvul.001G229200.1 Phvul.001G229200 Phvul.001G229200 PF00026
1 Phvul.001G229200.1 Phvul.001G229200 Phvul.001G229200 PF00026
1 Phvul.001G229200.1 Phvul.001G229200 Phvul.001G229200 PF00026
1 Phvul.001G229200.1 Phvul.001G229200 Phvul.001G229200 PF00026
1 Phvul.001G261800.1 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.2 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.1 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.2 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.1 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.2 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.1 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.2 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.1 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.2 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.1 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.2 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.1 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.2 Phvul.001G261800 Phvul.001G261800 PF05755
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Do not distribute

1 Phvul.001G261800.1 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.2 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.1 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.2 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.1 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.2 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.1 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.001G261800.2 Phvul.001G261800 Phvul.001G261800 PF05755
1 Phvul.002G026300.2 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.1 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.2 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.1 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.2 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.1 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.2 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.1 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.2 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.1 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.2 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.1 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.2 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.1 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.2 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.1 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.2 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.1 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.2 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.1 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.2 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G026300.1 Phvul.002G026300 Phvul.002G026300 PF05055
1 Phvul.002G202700.1 Phvul.002G202700 Phvul.002G202700 PF00995
1 Phvul.002G202700.1 Phvul.002G202700 Phvul.002G202700 PF00995
1 Phvul.002G202700.1 Phvul.002G202700 Phvul.002G202700 PF00995
1 Phvul.002G202700.1 Phvul.002G202700 Phvul.002G202700 PF00995
1 Phvul.002G202700.1 Phvul.002G202700 Phvul.002G202700 PF00995
1 Phvul.002G202700.1 Phvul.002G202700 Phvul.002G202700 PF00995
1 Phvul.002G202700.1 Phvul.002G202700 Phvul.002G202700 PF00995
1 Phvul.002G202700.1 Phvul.002G202700 Phvul.002G202700 PF00995
1 Phvul.002G202700.1 Phvul.002G202700 Phvul.002G202700 PF00995
1 Phvul.002G202700.1 Phvul.002G202700 Phvul.002G202700 PF00995
1 Phvul.002G202700.1 Phvul.002G202700 Phvul.002G202700 PF00995
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
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Do not distribute

1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.1 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.002G326600.2 Phvul.002G326600 Phvul.002G326600 PF14226,PF03171
1 Phvul.003G078600.1 Phvul.003G078600 Phvul.003G078600 PF00141
1 Phvul.003G078600.1 Phvul.003G078600 Phvul.003G078600 PF00141
1 Phvul.003G078600.1 Phvul.003G078600 Phvul.003G078600 PF00141
1 Phvul.003G078600.1 Phvul.003G078600 Phvul.003G078600 PF00141
1 Phvul.003G078600.1 Phvul.003G078600 Phvul.003G078600 PF00141
1 Phvul.003G078600.1 Phvul.003G078600 Phvul.003G078600 PF00141
1 Phvul.003G078600.1 Phvul.003G078600 Phvul.003G078600 PF00141
1 Phvul.003G078600.1 Phvul.003G078600 Phvul.003G078600 PF00141
1 Phvul.003G078600.1 Phvul.003G078600 Phvul.003G078600 PF00141
1 Phvul.003G078600.1 Phvul.003G078600 Phvul.003G078600 PF00141
1 Phvul.003G078600.1 Phvul.003G078600 Phvul.003G078600 PF00141
1 Phvul.003G146200.1 Phvul.003G146200 Phvul.003G146200 PF09177
1 Phvul.003G146200.1 Phvul.003G146200 Phvul.003G146200 PF09177
1 Phvul.003G146200.1 Phvul.003G146200 Phvul.003G146200 PF09177
1 Phvul.003G146200.1 Phvul.003G146200 Phvul.003G146200 PF09177
1 Phvul.003G146200.1 Phvul.003G146200 Phvul.003G146200 PF09177
1 Phvul.003G146200.1 Phvul.003G146200 Phvul.003G146200 PF09177
1 Phvul.003G146200.1 Phvul.003G146200 Phvul.003G146200 PF09177
1 Phvul.003G146200.1 Phvul.003G146200 Phvul.003G146200 PF09177
1 Phvul.003G146200.1 Phvul.003G146200 Phvul.003G146200 PF09177
1 Phvul.003G146200.1 Phvul.003G146200 Phvul.003G146200 PF09177
1 Phvul.003G146200.1 Phvul.003G146200 Phvul.003G146200 PF09177
1 Phvul.003G146200.1 Phvul.003G146200 Phvul.003G146200 PF09177
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
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Do not distribute

2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
1 Phvul.003G207600.1 Phvul.003G207600 Phvul.003G207600 PF02847
1 Phvul.003G207600.1 Phvul.003G207600 Phvul.003G207600 PF02847
1 Phvul.003G207600.1 Phvul.003G207600 Phvul.003G207600 PF02847
1 Phvul.003G207600.1 Phvul.003G207600 Phvul.003G207600 PF02847
1 Phvul.003G207600.1 Phvul.003G207600 Phvul.003G207600 PF02847
1 Phvul.003G207600.1 Phvul.003G207600 Phvul.003G207600 PF02847
1 Phvul.003G207600.1 Phvul.003G207600 Phvul.003G207600 PF02847
1 Phvul.003G207600.1 Phvul.003G207600 Phvul.003G207600 PF02847
1 Phvul.003G207600.1 Phvul.003G207600 Phvul.003G207600 PF02847
1 Phvul.003G207600.1 Phvul.003G207600 Phvul.003G207600 PF02847
1 Phvul.003G207600.1 Phvul.003G207600 Phvul.003G207600 PF02847
1 Phvul.003G218500.3 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.2 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.1 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.3 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.2 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.1 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.3 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.2 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.1 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.3 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.2 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.1 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.3 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.2 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.1 Phvul.003G218500 Phvul.003G218500 PF00854
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Do not distribute

1 Phvul.003G218500.3 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.2 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.1 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.3 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.2 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.1 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.3 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.2 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.1 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.3 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.2 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.1 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.3 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.2 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.1 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.3 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.2 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.1 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.3 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.2 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G218500.1 Phvul.003G218500 Phvul.003G218500 PF00854
1 Phvul.003G225400.1 Phvul.003G225400 Phvul.003G225400 PF00588
1 Phvul.003G240800.1 Phvul.003G240800 Phvul.003G240800 PF08246,PF00112
1 Phvul.003G240800.1 Phvul.003G240800 Phvul.003G240800 PF08246,PF00112
1 Phvul.003G240800.1 Phvul.003G240800 Phvul.003G240800 PF08246,PF00112
1 Phvul.003G240800.1 Phvul.003G240800 Phvul.003G240800 PF08246,PF00112
1 Phvul.003G240800.1 Phvul.003G240800 Phvul.003G240800 PF08246,PF00112
1 Phvul.003G240800.1 Phvul.003G240800 Phvul.003G240800 PF08246,PF00112
1 Phvul.003G240800.1 Phvul.003G240800 Phvul.003G240800 PF08246,PF00112
1 Phvul.003G240800.1 Phvul.003G240800 Phvul.003G240800 PF08246,PF00112
1 Phvul.003G240800.1 Phvul.003G240800 Phvul.003G240800 PF08246,PF00112
1 Phvul.003G240800.1 Phvul.003G240800 Phvul.003G240800 PF08246,PF00112
1 Phvul.003G240800.1 Phvul.003G240800 Phvul.003G240800 PF08246,PF00112
1 Phvul.003G240800.1 Phvul.003G240800 Phvul.003G240800 PF08246,PF00112
1 Phvul.003G248700.1 Phvul.003G248700 Phvul.003G248700 0
1 Phvul.003G249000.1 Phvul.003G249000 Phvul.003G249000 0
1 Phvul.003G273400.1 Phvul.003G273400 Phvul.003G273400 PF03765,PF00650
1 Phvul.003G273400.1 Phvul.003G273400 Phvul.003G273400 PF03765,PF00650
1 Phvul.003G273400.1 Phvul.003G273400 Phvul.003G273400 PF03765,PF00650
1 Phvul.003G273400.1 Phvul.003G273400 Phvul.003G273400 PF03765,PF00650
1 Phvul.003G273400.1 Phvul.003G273400 Phvul.003G273400 PF03765,PF00650
1 Phvul.003G273400.1 Phvul.003G273400 Phvul.003G273400 PF03765,PF00650
1 Phvul.003G273400.1 Phvul.003G273400 Phvul.003G273400 PF03765,PF00650
1 Phvul.003G273400.1 Phvul.003G273400 Phvul.003G273400 PF03765,PF00650
1 Phvul.003G273400.1 Phvul.003G273400 Phvul.003G273400 PF03765,PF00650
1 Phvul.003G273400.1 Phvul.003G273400 Phvul.003G273400 PF03765,PF00650

Page 2010 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.003G273400.1 Phvul.003G273400 Phvul.003G273400 PF03765,PF00650
1 Phvul.003G273400.1 Phvul.003G273400 Phvul.003G273400 PF03765,PF00650
1 Phvul.005G101400.3 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.2 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.1 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.3 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.2 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.1 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.3 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.2 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.1 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.3 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.2 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.1 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.3 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.2 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.1 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.3 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.2 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.1 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.3 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.2 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.1 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.3 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.2 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.1 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.3 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.2 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.1 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.3 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.2 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.1 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.3 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.2 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.1 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.3 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.2 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.005G101400.1 Phvul.005G101400 Phvul.005G101400 PF00122,PF12710,PF16209,PF16212
1 Phvul.006G060500.3 Phvul.006G060500 Phvul.006G060500 PF16529
1 Phvul.006G174400.2 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.1 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.2 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.1 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.2 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.1 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.2 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
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Do not distribute

1 Phvul.006G174400.1 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.2 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.1 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.2 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.1 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.2 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.1 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.2 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.1 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.2 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.1 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.2 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.1 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.2 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.1 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.2 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
1 Phvul.006G174400.1 Phvul.006G174400 Phvul.006G174400 PF08263,PF00069
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
1 Phvul.007G161800.2 Phvul.007G161800 Phvul.007G161800 PF03741
1 Phvul.007G161800.2 Phvul.007G161800 Phvul.007G161800 PF03741
1 Phvul.007G161800.2 Phvul.007G161800 Phvul.007G161800 PF03741
1 Phvul.007G161800.2 Phvul.007G161800 Phvul.007G161800 PF03741
1 Phvul.007G161800.2 Phvul.007G161800 Phvul.007G161800 PF03741
1 Phvul.007G161800.2 Phvul.007G161800 Phvul.007G161800 PF03741
1 Phvul.007G161800.2 Phvul.007G161800 Phvul.007G161800 PF03741
1 Phvul.007G161800.2 Phvul.007G161800 Phvul.007G161800 PF03741
1 Phvul.007G161800.2 Phvul.007G161800 Phvul.007G161800 PF03741
1 Phvul.007G161800.2 Phvul.007G161800 Phvul.007G161800 PF03741
1 Phvul.007G161800.2 Phvul.007G161800 Phvul.007G161800 PF03741
1 Phvul.007G166500.6 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.5 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.4 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.3 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.6 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.5 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.4 Phvul.007G166500 Phvul.007G166500 PF13365
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Do not distribute

1 Phvul.007G166500.3 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.6 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.5 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.4 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.3 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.6 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.5 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.4 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.3 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.6 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.5 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.4 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.3 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.6 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.5 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.4 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.3 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.6 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.5 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.4 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.3 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.6 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.5 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.4 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.3 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.6 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.5 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.4 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.3 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.6 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.5 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.4 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.3 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.6 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.5 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.4 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G166500.3 Phvul.007G166500 Phvul.007G166500 PF13365
1 Phvul.007G184400.6 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.2 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.5 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.3 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.6 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.2 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.5 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.3 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.6 Phvul.007G184400 Phvul.007G184400 PF00400
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Do not distribute

1 Phvul.007G184400.2 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.5 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.3 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.6 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.2 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.5 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.3 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.6 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.2 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.5 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.3 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.6 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.2 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.5 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.3 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.6 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.2 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.5 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.3 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.6 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.2 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.5 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.3 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.6 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.2 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.5 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.3 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.6 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.2 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.5 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.3 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.6 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.2 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.5 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.3 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.6 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.2 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.5 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G184400.3 Phvul.007G184400 Phvul.007G184400 PF00400
1 Phvul.007G207200.1 Phvul.007G207200 Phvul.007G207200 PF00098,PF08152,PF00271,PF00270
1 Phvul.007G207200.1 Phvul.007G207200 Phvul.007G207200 PF00098,PF08152,PF00271,PF00270
1 Phvul.007G207200.1 Phvul.007G207200 Phvul.007G207200 PF00098,PF08152,PF00271,PF00270
1 Phvul.007G207200.1 Phvul.007G207200 Phvul.007G207200 PF00098,PF08152,PF00271,PF00270
1 Phvul.007G207200.1 Phvul.007G207200 Phvul.007G207200 PF00098,PF08152,PF00271,PF00270
1 Phvul.007G207200.1 Phvul.007G207200 Phvul.007G207200 PF00098,PF08152,PF00271,PF00270
1 Phvul.007G207200.1 Phvul.007G207200 Phvul.007G207200 PF00098,PF08152,PF00271,PF00270
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Do not distribute

1 Phvul.007G207200.1 Phvul.007G207200 Phvul.007G207200 PF00098,PF08152,PF00271,PF00270
1 Phvul.007G207200.1 Phvul.007G207200 Phvul.007G207200 PF00098,PF08152,PF00271,PF00270
1 Phvul.007G207200.1 Phvul.007G207200 Phvul.007G207200 PF00098,PF08152,PF00271,PF00270
1 Phvul.007G207200.1 Phvul.007G207200 Phvul.007G207200 PF00098,PF08152,PF00271,PF00270
1 Phvul.008G012100.1 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.2 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.1 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.2 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.1 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.2 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.1 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.2 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.1 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.2 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.1 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.2 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.1 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.2 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.1 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.2 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.1 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.2 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.1 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.2 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.1 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.2 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.1 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G012100.2 Phvul.008G012100 Phvul.008G012100 PF02969,PF07571
1 Phvul.008G151600.1 Phvul.008G151600 Phvul.008G151600 0
1 Phvul.008G151600.1 Phvul.008G151600 Phvul.008G151600 0
1 Phvul.008G151600.1 Phvul.008G151600 Phvul.008G151600 0
1 Phvul.008G151600.1 Phvul.008G151600 Phvul.008G151600 0
1 Phvul.008G151600.1 Phvul.008G151600 Phvul.008G151600 0
1 Phvul.008G151600.1 Phvul.008G151600 Phvul.008G151600 0
1 Phvul.008G151600.1 Phvul.008G151600 Phvul.008G151600 0
1 Phvul.008G151600.1 Phvul.008G151600 Phvul.008G151600 0
1 Phvul.008G151600.1 Phvul.008G151600 Phvul.008G151600 0
1 Phvul.008G151600.1 Phvul.008G151600 Phvul.008G151600 0
1 Phvul.008G151600.1 Phvul.008G151600 Phvul.008G151600 0
1 Phvul.008G206200.1 Phvul.008G206200 Phvul.008G206200 PF00076
1 Phvul.008G206200.1 Phvul.008G206200 Phvul.008G206200 PF00076
1 Phvul.008G206200.1 Phvul.008G206200 Phvul.008G206200 PF00076
1 Phvul.008G206200.1 Phvul.008G206200 Phvul.008G206200 PF00076
1 Phvul.008G206200.1 Phvul.008G206200 Phvul.008G206200 PF00076
1 Phvul.008G206200.1 Phvul.008G206200 Phvul.008G206200 PF00076
1 Phvul.008G206200.1 Phvul.008G206200 Phvul.008G206200 PF00076
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Do not distribute

1 Phvul.008G206200.1 Phvul.008G206200 Phvul.008G206200 PF00076
1 Phvul.008G206200.1 Phvul.008G206200 Phvul.008G206200 PF00076
1 Phvul.008G206200.1 Phvul.008G206200 Phvul.008G206200 PF00076
1 Phvul.008G206200.1 Phvul.008G206200 Phvul.008G206200 PF00076
1 Phvul.008G206200.1 Phvul.008G206200 Phvul.008G206200 PF00076
1 Phvul.008G212400.1 Phvul.008G212400 Phvul.008G212400 PF01535,PF13041
1 Phvul.008G212400.1 Phvul.008G212400 Phvul.008G212400 PF01535,PF13041
1 Phvul.008G212400.1 Phvul.008G212400 Phvul.008G212400 PF01535,PF13041
1 Phvul.008G212400.1 Phvul.008G212400 Phvul.008G212400 PF01535,PF13041
1 Phvul.008G212400.1 Phvul.008G212400 Phvul.008G212400 PF01535,PF13041
1 Phvul.008G212400.1 Phvul.008G212400 Phvul.008G212400 PF01535,PF13041
1 Phvul.008G212400.1 Phvul.008G212400 Phvul.008G212400 PF01535,PF13041
1 Phvul.008G212400.1 Phvul.008G212400 Phvul.008G212400 PF01535,PF13041
1 Phvul.008G212400.1 Phvul.008G212400 Phvul.008G212400 PF01535,PF13041
1 Phvul.008G212400.1 Phvul.008G212400 Phvul.008G212400 PF01535,PF13041
1 Phvul.008G212400.1 Phvul.008G212400 Phvul.008G212400 PF01535,PF13041
1 Phvul.008G237800.1 Phvul.008G237800 Phvul.008G237800 PF00026
1 Phvul.008G237800.1 Phvul.008G237800 Phvul.008G237800 PF00026
1 Phvul.008G237800.1 Phvul.008G237800 Phvul.008G237800 PF00026
1 Phvul.008G237800.1 Phvul.008G237800 Phvul.008G237800 PF00026
1 Phvul.008G237800.1 Phvul.008G237800 Phvul.008G237800 PF00026
1 Phvul.008G237800.1 Phvul.008G237800 Phvul.008G237800 PF00026
1 Phvul.008G237800.1 Phvul.008G237800 Phvul.008G237800 PF00026
1 Phvul.008G237800.1 Phvul.008G237800 Phvul.008G237800 PF00026
1 Phvul.008G237800.1 Phvul.008G237800 Phvul.008G237800 PF00026
1 Phvul.008G237800.1 Phvul.008G237800 Phvul.008G237800 PF00026
1 Phvul.008G237800.1 Phvul.008G237800 Phvul.008G237800 PF00026
1 Phvul.008G237800.1 Phvul.008G237800 Phvul.008G237800 PF00026
1 Phvul.009G010400.1 Phvul.009G010400 Phvul.009G010400 0
1 Phvul.009G010400.1 Phvul.009G010400 Phvul.009G010400 0
1 Phvul.009G010400.1 Phvul.009G010400 Phvul.009G010400 0
1 Phvul.009G010400.1 Phvul.009G010400 Phvul.009G010400 0
1 Phvul.009G010400.1 Phvul.009G010400 Phvul.009G010400 0
1 Phvul.009G010400.1 Phvul.009G010400 Phvul.009G010400 0
1 Phvul.009G010400.1 Phvul.009G010400 Phvul.009G010400 0
1 Phvul.009G010400.1 Phvul.009G010400 Phvul.009G010400 0
1 Phvul.009G010400.1 Phvul.009G010400 Phvul.009G010400 0
1 Phvul.009G010400.1 Phvul.009G010400 Phvul.009G010400 0
1 Phvul.009G010400.1 Phvul.009G010400 Phvul.009G010400 0
1 Phvul.009G010400.1 Phvul.009G010400 Phvul.009G010400 0
1 Phvul.009G013500.1 Phvul.009G013500 Phvul.009G013500 PF02270
1 Phvul.009G013500.1 Phvul.009G013500 Phvul.009G013500 PF02270
1 Phvul.009G013500.1 Phvul.009G013500 Phvul.009G013500 PF02270
1 Phvul.009G013500.1 Phvul.009G013500 Phvul.009G013500 PF02270
1 Phvul.009G013500.1 Phvul.009G013500 Phvul.009G013500 PF02270
1 Phvul.009G013500.1 Phvul.009G013500 Phvul.009G013500 PF02270
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Do not distribute

1 Phvul.009G013500.1 Phvul.009G013500 Phvul.009G013500 PF02270
1 Phvul.009G013500.1 Phvul.009G013500 Phvul.009G013500 PF02270
1 Phvul.009G013500.1 Phvul.009G013500 Phvul.009G013500 PF02270
1 Phvul.009G013500.1 Phvul.009G013500 Phvul.009G013500 PF02270
1 Phvul.009G013500.1 Phvul.009G013500 Phvul.009G013500 PF02270
1 Phvul.009G080600.1 Phvul.009G080600 Phvul.009G080600 PF01535,PF13041
1 Phvul.009G080600.1 Phvul.009G080600 Phvul.009G080600 PF01535,PF13041
1 Phvul.009G080600.1 Phvul.009G080600 Phvul.009G080600 PF01535,PF13041
1 Phvul.009G080600.1 Phvul.009G080600 Phvul.009G080600 PF01535,PF13041
1 Phvul.009G080600.1 Phvul.009G080600 Phvul.009G080600 PF01535,PF13041
1 Phvul.009G080600.1 Phvul.009G080600 Phvul.009G080600 PF01535,PF13041
1 Phvul.009G080600.1 Phvul.009G080600 Phvul.009G080600 PF01535,PF13041
1 Phvul.009G080600.1 Phvul.009G080600 Phvul.009G080600 PF01535,PF13041
1 Phvul.009G080600.1 Phvul.009G080600 Phvul.009G080600 PF01535,PF13041
1 Phvul.009G080600.1 Phvul.009G080600 Phvul.009G080600 PF01535,PF13041
1 Phvul.009G080600.1 Phvul.009G080600 Phvul.009G080600 PF01535,PF13041
1 Phvul.009G080600.1 Phvul.009G080600 Phvul.009G080600 PF01535,PF13041
1 Phvul.009G100700.1 Phvul.009G100700 Phvul.009G100700 PF01398
1 Phvul.009G100700.1 Phvul.009G100700 Phvul.009G100700 PF01398
1 Phvul.009G100700.1 Phvul.009G100700 Phvul.009G100700 PF01398
1 Phvul.009G100700.1 Phvul.009G100700 Phvul.009G100700 PF01398
1 Phvul.009G100700.1 Phvul.009G100700 Phvul.009G100700 PF01398
1 Phvul.009G100700.1 Phvul.009G100700 Phvul.009G100700 PF01398
1 Phvul.009G100700.1 Phvul.009G100700 Phvul.009G100700 PF01398
1 Phvul.009G100700.1 Phvul.009G100700 Phvul.009G100700 PF01398
1 Phvul.009G100700.1 Phvul.009G100700 Phvul.009G100700 PF01398
1 Phvul.009G100700.1 Phvul.009G100700 Phvul.009G100700 PF01398
1 Phvul.009G100700.1 Phvul.009G100700 Phvul.009G100700 PF01398
1 Phvul.009G100700.1 Phvul.009G100700 Phvul.009G100700 PF01398
1 Phvul.009G138700.2 Phvul.009G138700 Phvul.009G138700 PF13371,PF14559
1 Phvul.009G138700.2 Phvul.009G138700 Phvul.009G138700 PF13371,PF14559
1 Phvul.009G138700.2 Phvul.009G138700 Phvul.009G138700 PF13371,PF14559
1 Phvul.009G138700.2 Phvul.009G138700 Phvul.009G138700 PF13371,PF14559
1 Phvul.009G138700.2 Phvul.009G138700 Phvul.009G138700 PF13371,PF14559
1 Phvul.009G138700.2 Phvul.009G138700 Phvul.009G138700 PF13371,PF14559
1 Phvul.009G138700.2 Phvul.009G138700 Phvul.009G138700 PF13371,PF14559
1 Phvul.009G138700.2 Phvul.009G138700 Phvul.009G138700 PF13371,PF14559
1 Phvul.009G138700.2 Phvul.009G138700 Phvul.009G138700 PF13371,PF14559
1 Phvul.009G138700.2 Phvul.009G138700 Phvul.009G138700 PF13371,PF14559
1 Phvul.009G138700.2 Phvul.009G138700 Phvul.009G138700 PF13371,PF14559
1 Phvul.009G141200.3 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.2 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.3 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.2 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.3 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.2 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
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Do not distribute

1 Phvul.009G141200.3 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.2 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.3 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.2 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.3 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.2 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.3 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.2 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.3 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.2 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.3 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.2 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.3 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.2 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.3 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.009G141200.2 Phvul.009G141200 Phvul.009G141200 PF01535,PF13041
1 Phvul.010G066800.1 Phvul.010G066800 Phvul.010G066800 PF00141
1 Phvul.010G066800.1 Phvul.010G066800 Phvul.010G066800 PF00141
1 Phvul.010G066800.1 Phvul.010G066800 Phvul.010G066800 PF00141
1 Phvul.010G066800.1 Phvul.010G066800 Phvul.010G066800 PF00141
1 Phvul.010G066800.1 Phvul.010G066800 Phvul.010G066800 PF00141
1 Phvul.010G066800.1 Phvul.010G066800 Phvul.010G066800 PF00141
1 Phvul.010G066800.1 Phvul.010G066800 Phvul.010G066800 PF00141
1 Phvul.010G066800.1 Phvul.010G066800 Phvul.010G066800 PF00141
1 Phvul.010G066800.1 Phvul.010G066800 Phvul.010G066800 PF00141
1 Phvul.010G066800.1 Phvul.010G066800 Phvul.010G066800 PF00141
1 Phvul.010G066800.1 Phvul.010G066800 Phvul.010G066800 PF00141
1 Phvul.010G066800.1 Phvul.010G066800 Phvul.010G066800 PF00141
1 Phvul.010G066900.1 Phvul.010G066900 Phvul.010G066900 PF00141
1 Phvul.010G066900.1 Phvul.010G066900 Phvul.010G066900 PF00141
1 Phvul.010G066900.1 Phvul.010G066900 Phvul.010G066900 PF00141
1 Phvul.010G066900.1 Phvul.010G066900 Phvul.010G066900 PF00141
1 Phvul.010G066900.1 Phvul.010G066900 Phvul.010G066900 PF00141
1 Phvul.010G066900.1 Phvul.010G066900 Phvul.010G066900 PF00141
1 Phvul.010G066900.1 Phvul.010G066900 Phvul.010G066900 PF00141
1 Phvul.010G066900.1 Phvul.010G066900 Phvul.010G066900 PF00141
1 Phvul.010G066900.1 Phvul.010G066900 Phvul.010G066900 PF00141
1 Phvul.010G066900.1 Phvul.010G066900 Phvul.010G066900 PF00141
1 Phvul.010G066900.1 Phvul.010G066900 Phvul.010G066900 PF00141
1 Phvul.010G066900.1 Phvul.010G066900 Phvul.010G066900 PF00141
1 Phvul.010G073200.2 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.1 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.3 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.2 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.1 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.3 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
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Do not distribute

1 Phvul.010G073200.2 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.1 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.3 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.2 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.1 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.3 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.2 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.1 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.3 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.2 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.1 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.3 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.2 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.1 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.3 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.2 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.1 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.3 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.2 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.1 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.3 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.2 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.1 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.3 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.2 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.1 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.010G073200.3 Phvul.010G073200 Phvul.010G073200 PF16278,PF01661,PF11969
1 Phvul.011G077500.1 Phvul.011G077500 Phvul.011G077500 PF00808
1 Phvul.011G077500.1 Phvul.011G077500 Phvul.011G077500 PF00808
1 Phvul.011G077500.1 Phvul.011G077500 Phvul.011G077500 PF00808
1 Phvul.011G077500.1 Phvul.011G077500 Phvul.011G077500 PF00808
1 Phvul.011G077500.1 Phvul.011G077500 Phvul.011G077500 PF00808
1 Phvul.011G077500.1 Phvul.011G077500 Phvul.011G077500 PF00808
1 Phvul.011G077500.1 Phvul.011G077500 Phvul.011G077500 PF00808
1 Phvul.011G077500.1 Phvul.011G077500 Phvul.011G077500 PF00808
1 Phvul.011G077500.1 Phvul.011G077500 Phvul.011G077500 PF00808
1 Phvul.011G077500.1 Phvul.011G077500 Phvul.011G077500 PF00808
1 Phvul.011G077500.1 Phvul.011G077500 Phvul.011G077500 PF00808
1 Phvul.011G112400.1 Phvul.011G112400 Phvul.011G112400 PF04410
1 Phvul.011G112400.1 Phvul.011G112400 Phvul.011G112400 PF04410
1 Phvul.011G112400.1 Phvul.011G112400 Phvul.011G112400 PF04410
1 Phvul.011G112400.1 Phvul.011G112400 Phvul.011G112400 PF04410
1 Phvul.011G112400.1 Phvul.011G112400 Phvul.011G112400 PF04410
1 Phvul.011G112400.1 Phvul.011G112400 Phvul.011G112400 PF04410
1 Phvul.011G112400.1 Phvul.011G112400 Phvul.011G112400 PF04410
1 Phvul.011G112400.1 Phvul.011G112400 Phvul.011G112400 PF04410
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Do not distribute

1 Phvul.011G112400.1 Phvul.011G112400 Phvul.011G112400 PF04410
1 Phvul.011G112400.1 Phvul.011G112400 Phvul.011G112400 PF04410
1 Phvul.011G112400.1 Phvul.011G112400 Phvul.011G112400 PF04410
1 Phvul.011G156800.1 Phvul.011G156800 Phvul.011G156800 PF00046
1 Phvul.011G156800.1 Phvul.011G156800 Phvul.011G156800 PF00046
1 Phvul.011G156800.1 Phvul.011G156800 Phvul.011G156800 PF00046
1 Phvul.011G156800.1 Phvul.011G156800 Phvul.011G156800 PF00046
1 Phvul.011G156800.1 Phvul.011G156800 Phvul.011G156800 PF00046
1 Phvul.011G156800.1 Phvul.011G156800 Phvul.011G156800 PF00046
1 Phvul.011G156800.1 Phvul.011G156800 Phvul.011G156800 PF00046
1 Phvul.011G156800.1 Phvul.011G156800 Phvul.011G156800 PF00046
1 Phvul.011G156800.1 Phvul.011G156800 Phvul.011G156800 PF00046
1 Phvul.011G156800.1 Phvul.011G156800 Phvul.011G156800 PF00046
1 Phvul.011G156800.1 Phvul.011G156800 Phvul.011G156800 PF00046
1 Phvul.011G156800.1 Phvul.011G156800 Phvul.011G156800 PF00046
1 Phvul.001G024500.1 Phvul.001G024500 Phvul.001G024500 PF00396,PF08246,PF00112
1 Phvul.001G024500.1 Phvul.001G024500 Phvul.001G024500 PF00396,PF08246,PF00112
1 Phvul.001G024500.1 Phvul.001G024500 Phvul.001G024500 PF00396,PF08246,PF00112
1 Phvul.001G024500.1 Phvul.001G024500 Phvul.001G024500 PF00396,PF08246,PF00112
1 Phvul.001G024500.1 Phvul.001G024500 Phvul.001G024500 PF00396,PF08246,PF00112
1 Phvul.001G024500.1 Phvul.001G024500 Phvul.001G024500 PF00396,PF08246,PF00112
1 Phvul.001G024500.1 Phvul.001G024500 Phvul.001G024500 PF00396,PF08246,PF00112
1 Phvul.001G024500.1 Phvul.001G024500 Phvul.001G024500 PF00396,PF08246,PF00112
1 Phvul.001G024500.1 Phvul.001G024500 Phvul.001G024500 PF00396,PF08246,PF00112
1 Phvul.001G024500.1 Phvul.001G024500 Phvul.001G024500 PF00396,PF08246,PF00112
1 Phvul.001G024500.1 Phvul.001G024500 Phvul.001G024500 PF00396,PF08246,PF00112
1 Phvul.001G024500.1 Phvul.001G024500 Phvul.001G024500 PF00396,PF08246,PF00112
1 Phvul.001G095200.3 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.2 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.3 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.2 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.3 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.2 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.3 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.2 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.3 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.2 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.3 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.2 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.3 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.2 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.3 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.2 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.3 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.2 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.3 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
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Do not distribute

1 Phvul.001G095200.2 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.3 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.2 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G095200.3 Phvul.001G095200 Phvul.001G095200 PF12854,PF13041
1 Phvul.001G198800.1 Phvul.001G198800 Phvul.001G198800 PF04576
1 Phvul.001G198800.1 Phvul.001G198800 Phvul.001G198800 PF04576
1 Phvul.001G198800.1 Phvul.001G198800 Phvul.001G198800 PF04576
1 Phvul.001G198800.1 Phvul.001G198800 Phvul.001G198800 PF04576
1 Phvul.001G198800.1 Phvul.001G198800 Phvul.001G198800 PF04576
1 Phvul.001G198800.1 Phvul.001G198800 Phvul.001G198800 PF04576
1 Phvul.001G198800.1 Phvul.001G198800 Phvul.001G198800 PF04576
1 Phvul.001G198800.1 Phvul.001G198800 Phvul.001G198800 PF04576
1 Phvul.001G198800.1 Phvul.001G198800 Phvul.001G198800 PF04576
1 Phvul.001G198800.1 Phvul.001G198800 Phvul.001G198800 PF04576
1 Phvul.001G198800.1 Phvul.001G198800 Phvul.001G198800 PF04576
1 Phvul.001G198800.1 Phvul.001G198800 Phvul.001G198800 PF04576
1 Phvul.002G119401.1 Phvul.002G119401 Phvul.002G119401 PF04434,PF10551,PF03101
1 Phvul.002G119401.1 Phvul.002G119401 Phvul.002G119401 PF04434,PF10551,PF03101
1 Phvul.002G119401.1 Phvul.002G119401 Phvul.002G119401 PF04434,PF10551,PF03101
1 Phvul.002G119401.1 Phvul.002G119401 Phvul.002G119401 PF04434,PF10551,PF03101
1 Phvul.002G119401.1 Phvul.002G119401 Phvul.002G119401 PF04434,PF10551,PF03101
1 Phvul.002G119401.1 Phvul.002G119401 Phvul.002G119401 PF04434,PF10551,PF03101
1 Phvul.002G119401.1 Phvul.002G119401 Phvul.002G119401 PF04434,PF10551,PF03101
1 Phvul.002G119401.1 Phvul.002G119401 Phvul.002G119401 PF04434,PF10551,PF03101
1 Phvul.002G119401.1 Phvul.002G119401 Phvul.002G119401 PF04434,PF10551,PF03101
1 Phvul.002G119401.1 Phvul.002G119401 Phvul.002G119401 PF04434,PF10551,PF03101
1 Phvul.002G119401.1 Phvul.002G119401 Phvul.002G119401 PF04434,PF10551,PF03101
1 Phvul.002G119401.1 Phvul.002G119401 Phvul.002G119401 PF04434,PF10551,PF03101
1 Phvul.002G123300.1 Phvul.002G123300 Phvul.002G123300 PF03759
1 Phvul.002G123300.2 Phvul.002G123300 Phvul.002G123300 PF03759
1 Phvul.002G327900.1 Phvul.002G327900 Phvul.002G327900 PF00462
1 Phvul.003G136300.2 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.1 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.2 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.1 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.2 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.1 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.2 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.1 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.2 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.1 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.2 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.1 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.2 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.1 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.2 Phvul.003G136300 Phvul.003G136300 PF01985
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Do not distribute

1 Phvul.003G136300.1 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.2 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.1 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.2 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.1 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.2 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G136300.1 Phvul.003G136300 Phvul.003G136300 PF01985
1 Phvul.003G154400.1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535
1 Phvul.003G154400.1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535
1 Phvul.003G154400.1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535
1 Phvul.003G154400.1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535
1 Phvul.003G154400.1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535
1 Phvul.003G154400.1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535
1 Phvul.003G154400.1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535
1 Phvul.003G154400.1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535
1 Phvul.003G154400.1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535
1 Phvul.003G154400.1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535
1 Phvul.003G154400.1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535
1 Phvul.003G154400.1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.2 Phvul.003G195900 Phvul.003G195900 0
2 Phvul.003G195900.1 Phvul.003G195900 Phvul.003G195900 0
1 Phvul.003G255900.1 Phvul.003G255900 Phvul.003G255900 PF03492
1 Phvul.003G292800.1 Phvul.003G292800 Phvul.003G292800 PF13812,PF01535,PF14432
1 Phvul.004G026100.2 Phvul.004G026100 Phvul.004G026100 PF01145
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Do not distribute

1 Phvul.004G026100.1 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.2 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.1 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.2 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.1 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.2 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.1 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.2 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.1 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.2 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.1 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.2 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.1 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.2 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.1 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.2 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.1 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.2 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.1 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.2 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.1 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.2 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.004G026100.1 Phvul.004G026100 Phvul.004G026100 PF01145
1 Phvul.005G172300.2 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.1 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.2 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.1 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.2 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.1 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.2 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.1 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.2 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.1 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.2 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.1 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.2 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.1 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.2 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.1 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.2 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.1 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.2 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.1 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.2 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.1 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.005G172300.2 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
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Do not distribute

1 Phvul.005G172300.1 Phvul.005G172300 Phvul.005G172300 PF00534,PF16994
1 Phvul.006G052200.1 Phvul.006G052200 Phvul.006G052200 PF00664,PF00005
1 Phvul.006G052200.1 Phvul.006G052200 Phvul.006G052200 PF00664,PF00005
1 Phvul.006G052200.1 Phvul.006G052200 Phvul.006G052200 PF00664,PF00005
1 Phvul.006G052200.1 Phvul.006G052200 Phvul.006G052200 PF00664,PF00005
1 Phvul.006G052200.1 Phvul.006G052200 Phvul.006G052200 PF00664,PF00005
1 Phvul.006G052200.1 Phvul.006G052200 Phvul.006G052200 PF00664,PF00005
1 Phvul.006G052200.1 Phvul.006G052200 Phvul.006G052200 PF00664,PF00005
1 Phvul.006G052200.1 Phvul.006G052200 Phvul.006G052200 PF00664,PF00005
1 Phvul.006G052200.1 Phvul.006G052200 Phvul.006G052200 PF00664,PF00005
1 Phvul.006G052200.1 Phvul.006G052200 Phvul.006G052200 PF00664,PF00005
1 Phvul.006G052200.1 Phvul.006G052200 Phvul.006G052200 PF00664,PF00005
1 Phvul.006G052200.1 Phvul.006G052200 Phvul.006G052200 PF00664,PF00005
1 Phvul.006G056000.2 Phvul.006G056000 Phvul.006G056000 0
1 Phvul.006G056000.2 Phvul.006G056000 Phvul.006G056000 0
1 Phvul.006G056000.2 Phvul.006G056000 Phvul.006G056000 0
1 Phvul.006G056000.2 Phvul.006G056000 Phvul.006G056000 0
1 Phvul.006G056000.2 Phvul.006G056000 Phvul.006G056000 0
1 Phvul.006G056000.2 Phvul.006G056000 Phvul.006G056000 0
1 Phvul.006G056000.2 Phvul.006G056000 Phvul.006G056000 0
1 Phvul.006G056000.2 Phvul.006G056000 Phvul.006G056000 0
1 Phvul.006G056000.2 Phvul.006G056000 Phvul.006G056000 0
1 Phvul.006G056000.2 Phvul.006G056000 Phvul.006G056000 0
1 Phvul.006G056000.2 Phvul.006G056000 Phvul.006G056000 0
1 Phvul.006G056000.2 Phvul.006G056000 Phvul.006G056000 0
1 Phvul.007G244900.1 Phvul.007G244900 Phvul.007G244900 PF02887,PF00224
1 Phvul.008G003600.2 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.1 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.2 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.1 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.2 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.1 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.2 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.1 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.2 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.1 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.2 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.1 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.2 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.1 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.2 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.1 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.2 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.1 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.2 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.1 Phvul.008G003600 Phvul.008G003600 PF00923
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Do not distribute

1 Phvul.008G003600.2 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.1 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.2 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G003600.1 Phvul.008G003600 Phvul.008G003600 PF00923
1 Phvul.008G055200.1 Phvul.008G055200 Phvul.008G055200 PF03547
1 Phvul.008G162900.1 Phvul.008G162900 Phvul.008G162900 PF13245,PF13087,PF13086
1 Phvul.008G162900.1 Phvul.008G162900 Phvul.008G162900 PF13245,PF13087,PF13086
1 Phvul.008G162900.1 Phvul.008G162900 Phvul.008G162900 PF13245,PF13087,PF13086
1 Phvul.008G162900.1 Phvul.008G162900 Phvul.008G162900 PF13245,PF13087,PF13086
1 Phvul.008G162900.1 Phvul.008G162900 Phvul.008G162900 PF13245,PF13087,PF13086
1 Phvul.008G162900.1 Phvul.008G162900 Phvul.008G162900 PF13245,PF13087,PF13086
1 Phvul.008G162900.1 Phvul.008G162900 Phvul.008G162900 PF13245,PF13087,PF13086
1 Phvul.008G162900.1 Phvul.008G162900 Phvul.008G162900 PF13245,PF13087,PF13086
1 Phvul.008G162900.1 Phvul.008G162900 Phvul.008G162900 PF13245,PF13087,PF13086
1 Phvul.008G162900.1 Phvul.008G162900 Phvul.008G162900 PF13245,PF13087,PF13086
1 Phvul.008G162900.1 Phvul.008G162900 Phvul.008G162900 PF13245,PF13087,PF13086
1 Phvul.008G162900.1 Phvul.008G162900 Phvul.008G162900 PF13245,PF13087,PF13086
1 Phvul.008G192200.1 Phvul.008G192200 Phvul.008G192200 0
1 Phvul.008G192200.1 Phvul.008G192200 Phvul.008G192200 0
1 Phvul.008G192200.1 Phvul.008G192200 Phvul.008G192200 0
1 Phvul.008G192200.1 Phvul.008G192200 Phvul.008G192200 0
1 Phvul.008G192200.1 Phvul.008G192200 Phvul.008G192200 0
1 Phvul.008G192200.1 Phvul.008G192200 Phvul.008G192200 0
1 Phvul.008G192200.1 Phvul.008G192200 Phvul.008G192200 0
1 Phvul.008G192200.1 Phvul.008G192200 Phvul.008G192200 0
1 Phvul.008G192200.1 Phvul.008G192200 Phvul.008G192200 0
1 Phvul.008G192200.1 Phvul.008G192200 Phvul.008G192200 0
1 Phvul.008G192200.1 Phvul.008G192200 Phvul.008G192200 0
1 Phvul.008G192200.1 Phvul.008G192200 Phvul.008G192200 0
1 Phvul.008G277900.1 Phvul.008G277900 Phvul.008G277900 PF01095
1 Phvul.008G277900.1 Phvul.008G277900 Phvul.008G277900 PF01095
1 Phvul.008G277900.1 Phvul.008G277900 Phvul.008G277900 PF01095
1 Phvul.008G277900.1 Phvul.008G277900 Phvul.008G277900 PF01095
1 Phvul.008G277900.1 Phvul.008G277900 Phvul.008G277900 PF01095
1 Phvul.008G277900.1 Phvul.008G277900 Phvul.008G277900 PF01095
1 Phvul.008G277900.1 Phvul.008G277900 Phvul.008G277900 PF01095
1 Phvul.008G277900.1 Phvul.008G277900 Phvul.008G277900 PF01095
1 Phvul.008G277900.1 Phvul.008G277900 Phvul.008G277900 PF01095
1 Phvul.008G277900.1 Phvul.008G277900 Phvul.008G277900 PF01095
1 Phvul.008G277900.1 Phvul.008G277900 Phvul.008G277900 PF01095
1 Phvul.008G277900.1 Phvul.008G277900 Phvul.008G277900 PF01095
1 Phvul.008G283700.1 Phvul.008G283700 Phvul.008G283700 PF17048,PF04734
1 Phvul.008G283700.1 Phvul.008G283700 Phvul.008G283700 PF17048,PF04734
1 Phvul.008G283700.1 Phvul.008G283700 Phvul.008G283700 PF17048,PF04734
1 Phvul.008G283700.1 Phvul.008G283700 Phvul.008G283700 PF17048,PF04734
1 Phvul.008G283700.1 Phvul.008G283700 Phvul.008G283700 PF17048,PF04734
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Do not distribute

1 Phvul.008G283700.1 Phvul.008G283700 Phvul.008G283700 PF17048,PF04734
1 Phvul.008G283700.1 Phvul.008G283700 Phvul.008G283700 PF17048,PF04734
1 Phvul.008G283700.1 Phvul.008G283700 Phvul.008G283700 PF17048,PF04734
1 Phvul.008G283700.1 Phvul.008G283700 Phvul.008G283700 PF17048,PF04734
1 Phvul.008G283700.1 Phvul.008G283700 Phvul.008G283700 PF17048,PF04734
1 Phvul.008G283700.1 Phvul.008G283700 Phvul.008G283700 PF17048,PF04734
1 Phvul.008G283700.1 Phvul.008G283700 Phvul.008G283700 PF17048,PF04734
1 Phvul.009G086300.2 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.1 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.2 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.1 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.2 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.1 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.2 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.1 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.2 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.1 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.2 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.1 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.2 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.1 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.2 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.1 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.2 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.1 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.2 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.1 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.2 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G086300.1 Phvul.009G086300 Phvul.009G086300 PF12776
1 Phvul.009G140900.1 Phvul.009G140900 Phvul.009G140900 PF00860
1 Phvul.009G140900.1 Phvul.009G140900 Phvul.009G140900 PF00860
1 Phvul.009G140900.1 Phvul.009G140900 Phvul.009G140900 PF00860
1 Phvul.009G140900.1 Phvul.009G140900 Phvul.009G140900 PF00860
1 Phvul.009G140900.1 Phvul.009G140900 Phvul.009G140900 PF00860
1 Phvul.009G140900.1 Phvul.009G140900 Phvul.009G140900 PF00860
1 Phvul.009G140900.1 Phvul.009G140900 Phvul.009G140900 PF00860
1 Phvul.009G140900.1 Phvul.009G140900 Phvul.009G140900 PF00860
1 Phvul.009G140900.1 Phvul.009G140900 Phvul.009G140900 PF00860
1 Phvul.009G140900.1 Phvul.009G140900 Phvul.009G140900 PF00860
1 Phvul.009G140900.1 Phvul.009G140900 Phvul.009G140900 PF00860
1 Phvul.009G140900.1 Phvul.009G140900 Phvul.009G140900 PF00860
1 Phvul.010G131100.2 Phvul.010G131100 Phvul.010G131100 PF00067
1 Phvul.010G140600.2 Phvul.010G140600 Phvul.010G140600 PF00664,PF00005
1 Phvul.010G140600.2 Phvul.010G140600 Phvul.010G140600 PF00664,PF00005
1 Phvul.010G140600.2 Phvul.010G140600 Phvul.010G140600 PF00664,PF00005
1 Phvul.010G140600.2 Phvul.010G140600 Phvul.010G140600 PF00664,PF00005

Page 2026 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.010G140600.2 Phvul.010G140600 Phvul.010G140600 PF00664,PF00005
1 Phvul.010G140600.2 Phvul.010G140600 Phvul.010G140600 PF00664,PF00005
1 Phvul.010G140600.2 Phvul.010G140600 Phvul.010G140600 PF00664,PF00005
1 Phvul.010G140600.2 Phvul.010G140600 Phvul.010G140600 PF00664,PF00005
1 Phvul.010G140600.2 Phvul.010G140600 Phvul.010G140600 PF00664,PF00005
1 Phvul.010G140600.2 Phvul.010G140600 Phvul.010G140600 PF00664,PF00005
1 Phvul.010G140600.2 Phvul.010G140600 Phvul.010G140600 PF00664,PF00005
1 Phvul.010G140600.2 Phvul.010G140600 Phvul.010G140600 PF00664,PF00005
1 Phvul.011G014800.1 Phvul.011G014800 Phvul.011G014800 PF14008,PF16656,PF00149
1 Phvul.011G014800.1 Phvul.011G014800 Phvul.011G014800 PF14008,PF16656,PF00149
1 Phvul.011G014800.1 Phvul.011G014800 Phvul.011G014800 PF14008,PF16656,PF00149
1 Phvul.011G014800.1 Phvul.011G014800 Phvul.011G014800 PF14008,PF16656,PF00149
1 Phvul.011G014800.1 Phvul.011G014800 Phvul.011G014800 PF14008,PF16656,PF00149
1 Phvul.011G014800.1 Phvul.011G014800 Phvul.011G014800 PF14008,PF16656,PF00149
1 Phvul.011G014800.1 Phvul.011G014800 Phvul.011G014800 PF14008,PF16656,PF00149
1 Phvul.011G014800.1 Phvul.011G014800 Phvul.011G014800 PF14008,PF16656,PF00149
1 Phvul.011G014800.1 Phvul.011G014800 Phvul.011G014800 PF14008,PF16656,PF00149
1 Phvul.011G014800.1 Phvul.011G014800 Phvul.011G014800 PF14008,PF16656,PF00149
1 Phvul.011G014800.1 Phvul.011G014800 Phvul.011G014800 PF14008,PF16656,PF00149
1 Phvul.011G031600.2 Phvul.011G031600 Phvul.011G031600 PF00168
1 Phvul.011G031600.1 Phvul.011G031600 Phvul.011G031600 PF00168
1 Phvul.011G092600.2 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.1 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.2 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.1 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.2 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.1 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.2 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.1 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.2 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.1 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.2 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.1 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.2 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.1 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.2 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.1 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.2 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.1 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.2 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.1 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.2 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.011G092600.1 Phvul.011G092600 Phvul.011G092600 PF02225,PF00082
1 Phvul.003G066900.3 Phvul.003G066900 Phvul.003G066900 PF16457,PF13713,PF01363,PF08381,PF00415
1 Phvul.003G066900.2 Phvul.003G066900 Phvul.003G066900 PF16457,PF13713,PF01363,PF08381,PF00415
1 Phvul.003G146400.1 Phvul.003G146400 Phvul.003G146400 PF00004,PF14363
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Do not distribute

1 Phvul.003G253800.1 Phvul.003G253800 Phvul.003G253800 PF02545
1 Phvul.003G253800.2 Phvul.003G253800 Phvul.003G253800 PF02545
1 Phvul.004G037600.3 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069
1 Phvul.004G037600.2 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069
1 Phvul.005G029100.2 Phvul.005G029100 Phvul.005G029100 PF11789
1 Phvul.005G029100.2 Phvul.005G029100 Phvul.005G029100 PF11789
1 Phvul.005G029100.2 Phvul.005G029100 Phvul.005G029100 PF11789
1 Phvul.005G029100.2 Phvul.005G029100 Phvul.005G029100 PF11789
1 Phvul.005G029100.2 Phvul.005G029100 Phvul.005G029100 PF11789
1 Phvul.005G029100.2 Phvul.005G029100 Phvul.005G029100 PF11789
1 Phvul.005G029100.2 Phvul.005G029100 Phvul.005G029100 PF11789
1 Phvul.005G029100.2 Phvul.005G029100 Phvul.005G029100 PF11789
1 Phvul.005G029100.2 Phvul.005G029100 Phvul.005G029100 PF11789
1 Phvul.005G029100.2 Phvul.005G029100 Phvul.005G029100 PF11789
1 Phvul.005G029100.2 Phvul.005G029100 Phvul.005G029100 PF11789
1 Phvul.005G029100.2 Phvul.005G029100 Phvul.005G029100 PF11789
1 Phvul.005G075200.1 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.2 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.1 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.2 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.1 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.2 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.1 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.2 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.1 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.2 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.1 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.2 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.1 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.2 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.1 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.2 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.1 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.2 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.1 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.2 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.1 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.2 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.1 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G075200.2 Phvul.005G075200 Phvul.005G075200 PF11789
1 Phvul.005G105400.1 Phvul.005G105400 Phvul.005G105400 PF03168
1 Phvul.005G105400.1 Phvul.005G105400 Phvul.005G105400 PF03168
1 Phvul.005G105400.1 Phvul.005G105400 Phvul.005G105400 PF03168
1 Phvul.005G105400.1 Phvul.005G105400 Phvul.005G105400 PF03168
1 Phvul.005G105400.1 Phvul.005G105400 Phvul.005G105400 PF03168
1 Phvul.005G105400.1 Phvul.005G105400 Phvul.005G105400 PF03168
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Do not distribute

1 Phvul.005G105400.1 Phvul.005G105400 Phvul.005G105400 PF03168
1 Phvul.005G105400.1 Phvul.005G105400 Phvul.005G105400 PF03168
1 Phvul.005G105400.1 Phvul.005G105400 Phvul.005G105400 PF03168
1 Phvul.005G105400.1 Phvul.005G105400 Phvul.005G105400 PF03168
1 Phvul.005G105400.1 Phvul.005G105400 Phvul.005G105400 PF03168
1 Phvul.005G105400.1 Phvul.005G105400 Phvul.005G105400 PF03168
1 Phvul.006G142000.1 Phvul.006G142000 Phvul.006G142000 PF00083
1 Phvul.006G142000.1 Phvul.006G142000 Phvul.006G142000 PF00083
1 Phvul.006G142000.1 Phvul.006G142000 Phvul.006G142000 PF00083
1 Phvul.006G142000.1 Phvul.006G142000 Phvul.006G142000 PF00083
1 Phvul.006G142000.1 Phvul.006G142000 Phvul.006G142000 PF00083
1 Phvul.006G142000.1 Phvul.006G142000 Phvul.006G142000 PF00083
1 Phvul.006G142000.1 Phvul.006G142000 Phvul.006G142000 PF00083
1 Phvul.006G142000.1 Phvul.006G142000 Phvul.006G142000 PF00083
1 Phvul.006G142000.1 Phvul.006G142000 Phvul.006G142000 PF00083
1 Phvul.006G142000.1 Phvul.006G142000 Phvul.006G142000 PF00083
1 Phvul.006G142000.1 Phvul.006G142000 Phvul.006G142000 PF00083
1 Phvul.006G142000.1 Phvul.006G142000 Phvul.006G142000 PF00083
1 Phvul.006G157700.1 Phvul.006G157700 Phvul.006G157700 PF12937,PF13516
1 Phvul.006G157700.1 Phvul.006G157700 Phvul.006G157700 PF12937,PF13516
1 Phvul.006G157700.1 Phvul.006G157700 Phvul.006G157700 PF12937,PF13516
1 Phvul.006G157700.1 Phvul.006G157700 Phvul.006G157700 PF12937,PF13516
1 Phvul.006G157700.1 Phvul.006G157700 Phvul.006G157700 PF12937,PF13516
1 Phvul.006G157700.1 Phvul.006G157700 Phvul.006G157700 PF12937,PF13516
1 Phvul.006G157700.1 Phvul.006G157700 Phvul.006G157700 PF12937,PF13516
1 Phvul.006G157700.1 Phvul.006G157700 Phvul.006G157700 PF12937,PF13516
1 Phvul.006G157700.1 Phvul.006G157700 Phvul.006G157700 PF12937,PF13516
1 Phvul.006G157700.1 Phvul.006G157700 Phvul.006G157700 PF12937,PF13516
1 Phvul.006G157700.1 Phvul.006G157700 Phvul.006G157700 PF12937,PF13516
1 Phvul.006G157700.1 Phvul.006G157700 Phvul.006G157700 PF12937,PF13516
1 Phvul.006G200900.1 Phvul.006G200900 Phvul.006G200900 PF04576
1 Phvul.007G083600.1 Phvul.007G083600 Phvul.007G083600 PF10994
1 Phvul.007G083600.2 Phvul.007G083600 Phvul.007G083600 PF10994
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
2 Phvul.007G136300.1 Phvul.007G136300 Phvul.007G136300 PF00400,PF04564
1 Phvul.007G175300.2 Phvul.007G175300 Phvul.007G175300 PF13385,PF00400,PF14844,PF02138
1 Phvul.007G175300.3 Phvul.007G175300 Phvul.007G175300 PF13385,PF00400,PF14844,PF02138
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Do not distribute

1 Phvul.007G175300.1 Phvul.007G175300 Phvul.007G175300 PF13385,PF00400,PF14844,PF02138
1 Phvul.007G177900.1 Phvul.007G177900 Phvul.007G177900 PF10533,PF03106
1 Phvul.007G177900.1 Phvul.007G177900 Phvul.007G177900 PF10533,PF03106
1 Phvul.007G177900.1 Phvul.007G177900 Phvul.007G177900 PF10533,PF03106
1 Phvul.007G177900.1 Phvul.007G177900 Phvul.007G177900 PF10533,PF03106
1 Phvul.007G177900.1 Phvul.007G177900 Phvul.007G177900 PF10533,PF03106
1 Phvul.007G177900.1 Phvul.007G177900 Phvul.007G177900 PF10533,PF03106
1 Phvul.007G177900.1 Phvul.007G177900 Phvul.007G177900 PF10533,PF03106
1 Phvul.007G177900.1 Phvul.007G177900 Phvul.007G177900 PF10533,PF03106
1 Phvul.007G177900.1 Phvul.007G177900 Phvul.007G177900 PF10533,PF03106
1 Phvul.007G177900.1 Phvul.007G177900 Phvul.007G177900 PF10533,PF03106
1 Phvul.007G177900.1 Phvul.007G177900 Phvul.007G177900 PF10533,PF03106
1 Phvul.007G177900.1 Phvul.007G177900 Phvul.007G177900 PF10533,PF03106
1 Phvul.008G106100.1 Phvul.008G106100 Phvul.008G106100 PF03140
1 Phvul.010G112800.1 Phvul.010G112800 Phvul.010G112800 PF04851,PF00271
1 Phvul.010G112800.1 Phvul.010G112800 Phvul.010G112800 PF04851,PF00271
1 Phvul.010G112800.1 Phvul.010G112800 Phvul.010G112800 PF04851,PF00271
1 Phvul.010G112800.1 Phvul.010G112800 Phvul.010G112800 PF04851,PF00271
1 Phvul.010G112800.1 Phvul.010G112800 Phvul.010G112800 PF04851,PF00271
1 Phvul.010G112800.1 Phvul.010G112800 Phvul.010G112800 PF04851,PF00271
1 Phvul.010G112800.1 Phvul.010G112800 Phvul.010G112800 PF04851,PF00271
1 Phvul.010G112800.1 Phvul.010G112800 Phvul.010G112800 PF04851,PF00271
1 Phvul.010G112800.1 Phvul.010G112800 Phvul.010G112800 PF04851,PF00271
1 Phvul.010G112800.1 Phvul.010G112800 Phvul.010G112800 PF04851,PF00271
1 Phvul.010G112800.1 Phvul.010G112800 Phvul.010G112800 PF04851,PF00271
1 Phvul.010G112800.1 Phvul.010G112800 Phvul.010G112800 PF04851,PF00271
1 Phvul.010G123900.1 Phvul.010G123900 Phvul.010G123900 PF01388
1 Phvul.010G123900.1 Phvul.010G123900 Phvul.010G123900 PF01388
1 Phvul.010G123900.1 Phvul.010G123900 Phvul.010G123900 PF01388
1 Phvul.010G123900.1 Phvul.010G123900 Phvul.010G123900 PF01388
1 Phvul.010G123900.1 Phvul.010G123900 Phvul.010G123900 PF01388
1 Phvul.010G123900.1 Phvul.010G123900 Phvul.010G123900 PF01388
1 Phvul.010G123900.1 Phvul.010G123900 Phvul.010G123900 PF01388
1 Phvul.010G123900.1 Phvul.010G123900 Phvul.010G123900 PF01388
1 Phvul.010G123900.1 Phvul.010G123900 Phvul.010G123900 PF01388
1 Phvul.010G123900.1 Phvul.010G123900 Phvul.010G123900 PF01388
1 Phvul.010G123900.1 Phvul.010G123900 Phvul.010G123900 PF01388
1 Phvul.010G123900.1 Phvul.010G123900 Phvul.010G123900 PF01388
1 Phvul.010G144000.1 Phvul.010G144000 Phvul.010G144000 PF05193,PF00675
1 Phvul.011G090600.1 Phvul.011G090600 Phvul.011G090600 PF00300
1 Phvul.011G090600.1 Phvul.011G090600 Phvul.011G090600 PF00300
1 Phvul.011G090600.1 Phvul.011G090600 Phvul.011G090600 PF00300
1 Phvul.011G090600.1 Phvul.011G090600 Phvul.011G090600 PF00300
1 Phvul.011G090600.1 Phvul.011G090600 Phvul.011G090600 PF00300
1 Phvul.011G090600.1 Phvul.011G090600 Phvul.011G090600 PF00300
1 Phvul.011G090600.1 Phvul.011G090600 Phvul.011G090600 PF00300
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Do not distribute

1 Phvul.011G090600.1 Phvul.011G090600 Phvul.011G090600 PF00300
1 Phvul.011G090600.1 Phvul.011G090600 Phvul.011G090600 PF00300
1 Phvul.011G090600.1 Phvul.011G090600 Phvul.011G090600 PF00300
1 Phvul.011G090600.1 Phvul.011G090600 Phvul.011G090600 PF00300
1 Phvul.L001616.1 Phvul.L001616 Phvul.L001616 PF04564,PF00514
1 Phvul.L001616.1 Phvul.L001616 Phvul.L001616 PF04564,PF00514
1 Phvul.L001616.1 Phvul.L001616 Phvul.L001616 PF04564,PF00514
1 Phvul.L001616.1 Phvul.L001616 Phvul.L001616 PF04564,PF00514
1 Phvul.L001616.1 Phvul.L001616 Phvul.L001616 PF04564,PF00514
1 Phvul.L001616.1 Phvul.L001616 Phvul.L001616 PF04564,PF00514
1 Phvul.L001616.1 Phvul.L001616 Phvul.L001616 PF04564,PF00514
1 Phvul.L001616.1 Phvul.L001616 Phvul.L001616 PF04564,PF00514
1 Phvul.L001616.1 Phvul.L001616 Phvul.L001616 PF04564,PF00514
1 Phvul.L001616.1 Phvul.L001616 Phvul.L001616 PF04564,PF00514
1 Phvul.L001616.1 Phvul.L001616 Phvul.L001616 PF04564,PF00514
1 Phvul.L001616.1 Phvul.L001616 Phvul.L001616 PF04564,PF00514
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Do not distribute

Panther KOG KEGG KOG GO Best-hit-arabi-namearabi-symbol
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0

PTHR24177 0 0 0 0 AT5G04730.1 0
PTHR24177 0 0 0 0 AT5G04730.1 0
PTHR24177 0 0 0 0 AT5G04730.1 0
PTHR24177 0 0 0 0 AT5G04730.1 0
PTHR24177 0 0 0 0 AT5G04730.1 0
PTHR24177 0 0 0 0 AT5G04730.1 0
PTHR24177 0 0 0 0 AT5G04730.1 0
PTHR24177 0 0 0 0 AT5G04730.1 0
PTHR24177 0 0 0 0 AT5G04730.1 0
PTHR24177 0 0 0 0 AT5G04730.1 0
PTHR24177 0 0 0 0 AT5G04730.1 0
PTHR24177 0 0 0 0 AT5G04730.1 0

0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
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Do not distribute

0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0

PTHR33142,PTHR33142:SF40 0 0 0 AT3G20898.1 0
PTHR33142,PTHR33142:SF40 0 0 0 AT3G20898.1 0
PTHR33142,PTHR33142:SF40 0 0 0 AT3G20898.1 0
PTHR33142,PTHR33142:SF40 0 0 0 AT3G20898.1 0
PTHR33142,PTHR33142:SF40 0 0 0 AT3G20898.1 0
PTHR33142,PTHR33142:SF40 0 0 0 AT3G20898.1 0
PTHR33142,PTHR33142:SF40 0 0 0 AT3G20898.1 0
PTHR33142,PTHR33142:SF40 0 0 0 AT3G20898.1 0
PTHR33142,PTHR33142:SF40 0 0 0 AT3G20898.1 0
PTHR33142,PTHR33142:SF40 0 0 0 AT3G20898.1 0
PTHR33142,PTHR33142:SF40 0 0 0 AT3G20898.1 0
PTHR33142,PTHR33142:SF40 0 0 0 AT3G20898.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 0 0 AT3G63380.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 0 0 AT3G63380.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 0 0 AT3G63380.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 0 0 AT3G63380.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 0 0 AT3G63380.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 0 0 AT3G63380.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 0 0 AT3G63380.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 0 0 AT3G63380.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 0 0 AT3G63380.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 0 0 AT3G63380.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 0 0 AT3G63380.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 0 0 AT3G63380.1 0
PTHR22904,PTHR22904:SF358KOG0548,KOG0624 0 K09527 0 AT5G65160.1 0
PTHR22904,PTHR22904:SF358KOG0548,KOG0624 0 K09527 0 AT5G65160.1 0
PTHR22904,PTHR22904:SF358KOG0548,KOG0624 0 K09527 0 AT5G65160.1 0
PTHR22904,PTHR22904:SF358KOG0548,KOG0624 0 K09527 0 AT5G65160.1 0
PTHR22904,PTHR22904:SF358KOG0548,KOG0624 0 K09527 0 AT5G65160.1 0
PTHR22904,PTHR22904:SF358KOG0548,KOG0624 0 K09527 0 AT5G65160.1 0
PTHR22904,PTHR22904:SF358KOG0548,KOG0624 0 K09527 0 AT5G65160.1 0
PTHR22904,PTHR22904:SF358KOG0548,KOG0624 0 K09527 0 AT5G65160.1 0
PTHR22904,PTHR22904:SF358KOG0548,KOG0624 0 K09527 0 AT5G65160.1 0
PTHR22904,PTHR22904:SF358KOG0548,KOG0624 0 K09527 0 AT5G65160.1 0
PTHR22904,PTHR22904:SF358KOG0548,KOG0624 0 K09527 0 AT5G65160.1 0
PTHR22904,PTHR22904:SF358KOG0548,KOG0624 0 K09527 0 AT5G65160.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 K01537 GO:0046872,GO:0000166AT3G22910.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 K01537 GO:0046872,GO:0000166AT3G22910.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 K01537 GO:0046872,GO:0000166AT3G22910.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 K01537 GO:0046872,GO:0000166AT3G22910.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 K01537 GO:0046872,GO:0000166AT3G22910.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 K01537 GO:0046872,GO:0000166AT3G22910.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 K01537 GO:0046872,GO:0000166AT3G22910.1 0
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Do not distribute

PTHR24093,PTHR24093:SF2920 3.6.3.8 K01537 GO:0046872,GO:0000166AT3G22910.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 K01537 GO:0046872,GO:0000166AT3G22910.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 K01537 GO:0046872,GO:0000166AT3G22910.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 K01537 GO:0046872,GO:0000166AT3G22910.1 0
PTHR24093,PTHR24093:SF2920 3.6.3.8 K01537 GO:0046872,GO:0000166AT3G22910.1 0
PTHR11361,PTHR11361:SF810 0 0 GO:0030983,GO:0006298,GO:0005524AT5G54090.1 0
PTHR11361,PTHR11361:SF810 0 0 GO:0030983,GO:0006298,GO:0005524AT5G54090.1 0
PTHR11361,PTHR11361:SF810 0 0 GO:0030983,GO:0006298,GO:0005524AT5G54090.1 0
PTHR11361,PTHR11361:SF810 0 0 GO:0030983,GO:0006298,GO:0005524AT5G54090.1 0
PTHR11361,PTHR11361:SF810 0 0 GO:0030983,GO:0006298,GO:0005524AT5G54090.1 0
PTHR11361,PTHR11361:SF810 0 0 GO:0030983,GO:0006298,GO:0005524AT5G54090.1 0
PTHR11361,PTHR11361:SF810 0 0 GO:0030983,GO:0006298,GO:0005524AT5G54090.1 0
PTHR11361,PTHR11361:SF810 0 0 GO:0030983,GO:0006298,GO:0005524AT5G54090.1 0
PTHR11361,PTHR11361:SF810 0 0 GO:0030983,GO:0006298,GO:0005524AT5G54090.1 0
PTHR11361,PTHR11361:SF810 0 0 GO:0030983,GO:0006298,GO:0005524AT5G54090.1 0
PTHR11361,PTHR11361:SF810 0 0 GO:0030983,GO:0006298,GO:0005524AT5G54090.1 0
PTHR11361,PTHR11361:SF810 0 0 GO:0030983,GO:0006298,GO:0005524AT5G54090.1 0
PTHR12217,PTHR12217:SF40 0 K15027 GO:0006413,GO:0003743AT1G71350.1 0
PTHR12217,PTHR12217:SF40 0 K15027 GO:0006413,GO:0003743AT1G71350.1 0
PTHR12217,PTHR12217:SF40 0 K15027 GO:0006413,GO:0003743AT1G71350.1 0
PTHR12217,PTHR12217:SF40 0 K15027 GO:0006413,GO:0003743AT1G71350.1 0
PTHR12217,PTHR12217:SF40 0 K15027 GO:0006413,GO:0003743AT1G71350.1 0
PTHR12217,PTHR12217:SF40 0 K15027 GO:0006413,GO:0003743AT1G71350.1 0
PTHR12217,PTHR12217:SF40 0 K15027 GO:0006413,GO:0003743AT1G71350.1 0
PTHR12217,PTHR12217:SF40 0 K15027 GO:0006413,GO:0003743AT1G71350.1 0
PTHR12217,PTHR12217:SF40 0 K15027 GO:0006413,GO:0003743AT1G71350.1 0
PTHR12217,PTHR12217:SF40 0 K15027 GO:0006413,GO:0003743AT1G71350.1 0
PTHR12217,PTHR12217:SF40 0 K15027 GO:0006413,GO:0003743AT1G71350.1 0
PTHR12217,PTHR12217:SF40 0 K15027 GO:0006413,GO:0003743AT1G71350.1 0
PTHR31602,PTHR31602:SF20 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1
PTHR31602,PTHR31602:SF20 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1
PTHR31602,PTHR31602:SF20 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1
PTHR31602,PTHR31602:SF20 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1
PTHR31602,PTHR31602:SF20 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1
PTHR31602,PTHR31602:SF20 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1
PTHR31602,PTHR31602:SF20 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1
PTHR31602,PTHR31602:SF20 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1
PTHR31602,PTHR31602:SF20 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1
PTHR31602,PTHR31602:SF20 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1
PTHR31602,PTHR31602:SF20 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1
PTHR31602,PTHR31602:SF20 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1
PTHR16019,PTHR16019:SF70 0 0 0 AT1G03350.1 0
PTHR16019,PTHR16019:SF70 0 0 0 AT1G03350.1 0
PTHR16019,PTHR16019:SF70 0 0 0 AT1G03350.1 0
PTHR16019,PTHR16019:SF70 0 0 0 AT1G03350.1 0
PTHR16019,PTHR16019:SF70 0 0 0 AT1G03350.1 0
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Do not distribute

PTHR16019,PTHR16019:SF70 0 0 0 AT1G03350.1 0
PTHR16019,PTHR16019:SF70 0 0 0 AT1G03350.1 0
PTHR16019,PTHR16019:SF70 0 0 0 AT1G03350.1 0
PTHR16019,PTHR16019:SF70 0 0 0 AT1G03350.1 0
PTHR16019,PTHR16019:SF70 0 0 0 AT1G03350.1 0
PTHR16019,PTHR16019:SF70 0 0 0 AT1G03350.1 0
PTHR16019,PTHR16019:SF70 0 0 0 AT1G03350.1 0
PTHR12640,PTHR12640:SF0KOG2447 2.4.99.18 K12667 GO:0016021,GO:0008250,GO:0006487AT4G21150.3 HAP6
PTHR12640,PTHR12640:SF0KOG2447 2.4.99.18 K12667 GO:0016021,GO:0008250,GO:0006487AT4G21150.3 HAP6
PTHR12640,PTHR12640:SF0KOG2447 2.4.99.18 K12667 GO:0016021,GO:0008250,GO:0006487AT4G21150.3 HAP6
PTHR12640,PTHR12640:SF0KOG2447 2.4.99.18 K12667 GO:0016021,GO:0008250,GO:0006487AT4G21150.3 HAP6
PTHR12640,PTHR12640:SF0KOG2447 2.4.99.18 K12667 GO:0016021,GO:0008250,GO:0006487AT4G21150.3 HAP6
PTHR12640,PTHR12640:SF0KOG2447 2.4.99.18 K12667 GO:0016021,GO:0008250,GO:0006487AT4G21150.3 HAP6
PTHR12640,PTHR12640:SF0KOG2447 2.4.99.18 K12667 GO:0016021,GO:0008250,GO:0006487AT4G21150.3 HAP6
PTHR12640,PTHR12640:SF0KOG2447 2.4.99.18 K12667 GO:0016021,GO:0008250,GO:0006487AT4G21150.3 HAP6
PTHR12640,PTHR12640:SF0KOG2447 2.4.99.18 K12667 GO:0016021,GO:0008250,GO:0006487AT4G21150.3 HAP6
PTHR12640,PTHR12640:SF0KOG2447 2.4.99.18 K12667 GO:0016021,GO:0008250,GO:0006487AT4G21150.3 HAP6
PTHR12640,PTHR12640:SF0KOG2447 2.4.99.18 K12667 GO:0016021,GO:0008250,GO:0006487AT4G21150.3 HAP6
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G52910.1 AtGRF4,GRF4
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G52910.1 AtGRF4,GRF4
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G52910.1 AtGRF4,GRF4
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G52910.1 AtGRF4,GRF4
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G52910.1 AtGRF4,GRF4
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G52910.1 AtGRF4,GRF4
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G52910.1 AtGRF4,GRF4
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G52910.1 AtGRF4,GRF4
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G52910.1 AtGRF4,GRF4
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G52910.1 AtGRF4,GRF4
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G52910.1 AtGRF4,GRF4
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G52910.1 AtGRF4,GRF4
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
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Do not distribute

PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF80 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR11654,PTHR11654:SF780 3.6.3.26 K14638 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF780 3.6.3.26 K14638 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF780 3.6.3.26 K14638 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF780 3.6.3.26 K14638 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF780 3.6.3.26 K14638 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF780 3.6.3.26 K14638 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF780 3.6.3.26 K14638 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF780 3.6.3.26 K14638 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF780 3.6.3.26 K14638 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF780 3.6.3.26 K14638 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF780 3.6.3.26 K14638 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF780 3.6.3.26 K14638 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR31602,PTHR31602:SF200 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF200 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF200 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF200 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF200 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF200 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF200 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF200 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF200 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF200 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF200 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF200 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11246,PTHR11246:SF140 0 K12869 GO:0005515,GO:0006396,GO:0005622AT5G41770.1 0
PTHR11246,PTHR11246:SF140 0 K12869 GO:0005515,GO:0006396,GO:0005622AT5G41770.1 0
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Do not distribute

PTHR11246,PTHR11246:SF140 0 K12869 GO:0005515,GO:0006396,GO:0005622AT5G41770.1 0
PTHR11246,PTHR11246:SF140 0 K12869 GO:0005515,GO:0006396,GO:0005622AT5G41770.1 0
PTHR11246,PTHR11246:SF140 0 K12869 GO:0005515,GO:0006396,GO:0005622AT5G41770.1 0
PTHR11246,PTHR11246:SF140 0 K12869 GO:0005515,GO:0006396,GO:0005622AT5G41770.1 0
PTHR11246,PTHR11246:SF140 0 K12869 GO:0005515,GO:0006396,GO:0005622AT5G41770.1 0
PTHR11246,PTHR11246:SF140 0 K12869 GO:0005515,GO:0006396,GO:0005622AT5G41770.1 0
PTHR11246,PTHR11246:SF140 0 K12869 GO:0005515,GO:0006396,GO:0005622AT5G41770.1 0
PTHR11246,PTHR11246:SF140 0 K12869 GO:0005515,GO:0006396,GO:0005622AT5G41770.1 0
PTHR11246,PTHR11246:SF140 0 K12869 GO:0005515,GO:0006396,GO:0005622AT5G41770.1 0
PTHR11246,PTHR11246:SF140 0 K12869 GO:0005515,GO:0006396,GO:0005622AT5G41770.1 0
PTHR23086,PTHR23086:SF250 2.7.1.68 K00889 GO:0046488,GO:0016307AT1G10900.1 0
PTHR23086,PTHR23086:SF250 2.7.1.68 K00889 GO:0046488,GO:0016307AT1G10900.1 0
PTHR23086,PTHR23086:SF250 2.7.1.68 K00889 GO:0046488,GO:0016307AT1G10900.1 0
PTHR23086,PTHR23086:SF250 2.7.1.68 K00889 GO:0046488,GO:0016307AT1G10900.1 0
PTHR23086,PTHR23086:SF250 2.7.1.68 K00889 GO:0046488,GO:0016307AT1G10900.1 0
PTHR23086,PTHR23086:SF250 2.7.1.68 K00889 GO:0046488,GO:0016307AT1G10900.1 0
PTHR23086,PTHR23086:SF250 2.7.1.68 K00889 GO:0046488,GO:0016307AT1G10900.1 0
PTHR23086,PTHR23086:SF250 2.7.1.68 K00889 GO:0046488,GO:0016307AT1G10900.1 0
PTHR23086,PTHR23086:SF250 2.7.1.68 K00889 GO:0046488,GO:0016307AT1G10900.1 0
PTHR23086,PTHR23086:SF250 2.7.1.68 K00889 GO:0046488,GO:0016307AT1G10900.1 0
PTHR23086,PTHR23086:SF250 2.7.1.68 K00889 GO:0046488,GO:0016307AT1G10900.1 0
PTHR23086,PTHR23086:SF250 2.7.1.68 K00889 GO:0046488,GO:0016307AT1G10900.1 0
PTHR24015,PTHR24015:SF3110 0 0 0 AT1G31430.1 0
PTHR24015,PTHR24015:SF3110 0 0 0 AT1G31430.1 0
PTHR24015,PTHR24015:SF3110 0 0 0 AT1G31430.1 0
PTHR24015,PTHR24015:SF3110 0 0 0 AT1G31430.1 0
PTHR24015,PTHR24015:SF3110 0 0 0 AT1G31430.1 0
PTHR24015,PTHR24015:SF3110 0 0 0 AT1G31430.1 0
PTHR24015,PTHR24015:SF3110 0 0 0 AT1G31430.1 0
PTHR24015,PTHR24015:SF3110 0 0 0 AT1G31430.1 0
PTHR24015,PTHR24015:SF3110 0 0 0 AT1G31430.1 0
PTHR24015,PTHR24015:SF3110 0 0 0 AT1G31430.1 0
PTHR24015,PTHR24015:SF3110 0 0 0 AT1G31430.1 0
PTHR24015,PTHR24015:SF3110 0 0 0 AT1G31430.1 0
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
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Do not distribute

PTHR19375,PTHR19375:SF2290 0 K03283 0 AT1G16030.1 Hsp70b
PTHR19375,PTHR19375:SF2290 0 K03283 0 AT1G16030.1 Hsp70b
PTHR19375,PTHR19375:SF2290 0 K03283 0 AT1G16030.1 Hsp70b
PTHR19375,PTHR19375:SF2290 0 K03283 0 AT1G16030.1 Hsp70b
PTHR19375,PTHR19375:SF2290 0 K03283 0 AT1G16030.1 Hsp70b
PTHR19375,PTHR19375:SF2290 0 K03283 0 AT1G16030.1 Hsp70b
PTHR19375,PTHR19375:SF2290 0 K03283 0 AT1G16030.1 Hsp70b
PTHR19375,PTHR19375:SF2290 0 K03283 0 AT1G16030.1 Hsp70b
PTHR19375,PTHR19375:SF2290 0 K03283 0 AT1G16030.1 Hsp70b
PTHR19375,PTHR19375:SF2290 0 K03283 0 AT1G16030.1 Hsp70b
PTHR19375,PTHR19375:SF2290 0 K03283 0 AT1G16030.1 Hsp70b
PTHR19375,PTHR19375:SF2290 0 K03283 0 AT1G16030.1 Hsp70b
PTHR22904,PTHR22904:SF361KOG4412 0 0 GO:0005515 AT3G04710.3 0
PTHR22904,PTHR22904:SF361KOG4412 0 0 GO:0005515 AT3G04710.3 0
PTHR22904,PTHR22904:SF361KOG4412 0 0 GO:0005515 AT3G04710.3 0
PTHR22904,PTHR22904:SF361KOG4412 0 0 GO:0005515 AT3G04710.3 0
PTHR22904,PTHR22904:SF361KOG4412 0 0 GO:0005515 AT3G04710.3 0
PTHR22904,PTHR22904:SF361KOG4412 0 0 GO:0005515 AT3G04710.3 0
PTHR22904,PTHR22904:SF361KOG4412 0 0 GO:0005515 AT3G04710.3 0
PTHR22904,PTHR22904:SF361KOG4412 0 0 GO:0005515 AT3G04710.3 0
PTHR22904,PTHR22904:SF361KOG4412 0 0 GO:0005515 AT3G04710.3 0
PTHR22904,PTHR22904:SF361KOG4412 0 0 GO:0005515 AT3G04710.3 0
PTHR22904,PTHR22904:SF361KOG4412 0 0 GO:0005515 AT3G04710.3 0
PTHR22904,PTHR22904:SF361KOG4412 0 0 GO:0005515 AT3G04710.3 0
PTHR19957,PTHR19957:SF125KOG0810 0 K08486 GO:0005515,GO:0016020AT1G61290.1 ATSYP124,SYP124
PTHR19957,PTHR19957:SF125KOG0810 0 K08486 GO:0005515,GO:0016020AT1G61290.1 ATSYP124,SYP124
PTHR19957,PTHR19957:SF125KOG0810 0 K08486 GO:0005515,GO:0016020AT1G61290.1 ATSYP124,SYP124
PTHR19957,PTHR19957:SF125KOG0810 0 K08486 GO:0005515,GO:0016020AT1G61290.1 ATSYP124,SYP124
PTHR19957,PTHR19957:SF125KOG0810 0 K08486 GO:0005515,GO:0016020AT1G61290.1 ATSYP124,SYP124
PTHR19957,PTHR19957:SF125KOG0810 0 K08486 GO:0005515,GO:0016020AT1G61290.1 ATSYP124,SYP124
PTHR19957,PTHR19957:SF125KOG0810 0 K08486 GO:0005515,GO:0016020AT1G61290.1 ATSYP124,SYP124
PTHR19957,PTHR19957:SF125KOG0810 0 K08486 GO:0005515,GO:0016020AT1G61290.1 ATSYP124,SYP124
PTHR19957,PTHR19957:SF125KOG0810 0 K08486 GO:0005515,GO:0016020AT1G61290.1 ATSYP124,SYP124
PTHR19957,PTHR19957:SF125KOG0810 0 K08486 GO:0005515,GO:0016020AT1G61290.1 ATSYP124,SYP124
PTHR19957,PTHR19957:SF125KOG0810 0 K08486 GO:0005515,GO:0016020AT1G61290.1 ATSYP124,SYP124
PTHR19957,PTHR19957:SF125KOG0810 0 K08486 GO:0005515,GO:0016020AT1G61290.1 ATSYP124,SYP124
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G36400.1 AtGRF3,GRF3
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G36400.1 AtGRF3,GRF3
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G36400.1 AtGRF3,GRF3
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G36400.1 AtGRF3,GRF3
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G36400.1 AtGRF3,GRF3
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G36400.1 AtGRF3,GRF3
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G36400.1 AtGRF3,GRF3
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G36400.1 AtGRF3,GRF3
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G36400.1 AtGRF3,GRF3
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G36400.1 AtGRF3,GRF3
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Do not distribute

PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G36400.1 AtGRF3,GRF3
PTHR31602,PTHR31602:SF120 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G36400.1 AtGRF3,GRF3
PTHR24177 KOG4214 0 0 GO:0008270 AT3G54070.1 0
PTHR24177 KOG4214 0 0 GO:0008270 AT3G54070.1 0
PTHR24177 KOG4214 0 0 GO:0008270 AT3G54070.1 0
PTHR24177 KOG4214 0 0 GO:0008270 AT3G54070.1 0
PTHR24177 KOG4214 0 0 GO:0008270 AT3G54070.1 0
PTHR24177 KOG4214 0 0 GO:0008270 AT3G54070.1 0
PTHR24177 KOG4214 0 0 GO:0008270 AT3G54070.1 0
PTHR24177 KOG4214 0 0 GO:0008270 AT3G54070.1 0
PTHR24177 KOG4214 0 0 GO:0008270 AT3G54070.1 0
PTHR24177 KOG4214 0 0 GO:0008270 AT3G54070.1 0
PTHR24177 KOG4214 0 0 GO:0008270 AT3G54070.1 0
PTHR24177 KOG4214 0 0 GO:0008270 AT3G54070.1 0
PTHR24177 0 0 0 0 AT3G54070.1 0
PTHR24177 0 0 0 0 AT3G54070.1 0
PTHR24177 0 0 0 0 AT3G54070.1 0
PTHR24177 0 0 0 0 AT3G54070.1 0
PTHR24177 0 0 0 0 AT3G54070.1 0
PTHR24177 0 0 0 0 AT3G54070.1 0
PTHR24177 0 0 0 0 AT3G54070.1 0
PTHR24177 0 0 0 0 AT3G54070.1 0
PTHR24177 0 0 0 0 AT3G54070.1 0
PTHR24177 0 0 0 0 AT3G54070.1 0
PTHR24177 0 0 0 0 AT3G54070.1 0
PTHR24177 0 0 0 0 AT3G54070.1 0
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
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Do not distribute

PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
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Do not distribute

PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF110 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT4G37740.1 AtGRF2,GRF2
PTHR12948,PTHR12948:SF3KOG2561 0 0 0 AT2G12550.1 0
PTHR12948,PTHR12948:SF3KOG2561 0 0 0 AT2G12550.1 0
PTHR12948,PTHR12948:SF3KOG2561 0 0 0 AT2G12550.1 0
PTHR12948,PTHR12948:SF3KOG2561 0 0 0 AT2G12550.1 0
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Do not distribute

PTHR12948,PTHR12948:SF3KOG2561 0 0 0 AT2G12550.1 0
PTHR12948,PTHR12948:SF3KOG2561 0 0 0 AT2G12550.1 0
PTHR12948,PTHR12948:SF3KOG2561 0 0 0 AT2G12550.1 0
PTHR12948,PTHR12948:SF3KOG2561 0 0 0 AT2G12550.1 0
PTHR12948,PTHR12948:SF3KOG2561 0 0 0 AT2G12550.1 0
PTHR12948,PTHR12948:SF3KOG2561 0 0 0 AT2G12550.1 0
PTHR12948,PTHR12948:SF3KOG2561 0 0 0 AT2G12550.1 0
PTHR12948,PTHR12948:SF3KOG2561 0 0 0 AT2G12550.1 0
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF40 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2

Page 2042 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF30 0 0 GO:0032502,GO:0006351,GO:0005634AT4G37740.1 AtGRF2,GRF2
PTHR31602,PTHR31602:SF50 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF50 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF50 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF50 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF50 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF50 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF50 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF50 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF50 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF50 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF50 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF50 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
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Do not distribute

PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1 ATLOX1,LOX1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1 ATLOX1,LOX1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1 ATLOX1,LOX1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1 ATLOX1,LOX1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1 ATLOX1,LOX1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1 ATLOX1,LOX1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1 ATLOX1,LOX1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1 ATLOX1,LOX1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1 ATLOX1,LOX1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1 ATLOX1,LOX1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1 ATLOX1,LOX1
PTHR11771,PTHR11771:SF480 1.13.11.58 0 GO:0055114,GO:0046872,GO:0016702AT1G55020.1 ATLOX1,LOX1
PTHR31602,PTHR31602:SF80 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF80 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF80 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF80 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF80 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF80 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF80 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF80 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF80 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF80 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF80 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR31602,PTHR31602:SF80 0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT3G13960.1 AtGRF5,GRF5
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 0 GO:0016787,GO:0005524,GO:0003677,GO:0008270,GO:0003676,GO:0005634,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 0 GO:0016787,GO:0005524,GO:0003677,GO:0008270,GO:0003676,GO:0005634,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 0 GO:0016787,GO:0005524,GO:0003677,GO:0008270,GO:0003676,GO:0005634,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 0 GO:0016787,GO:0005524,GO:0003677,GO:0008270,GO:0003676,GO:0005634,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 0 GO:0016787,GO:0005524,GO:0003677,GO:0008270,GO:0003676,GO:0005634,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 0 GO:0016787,GO:0005524,GO:0003677,GO:0008270,GO:0003676,GO:0005634,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 0 GO:0016787,GO:0005524,GO:0003677,GO:0008270,GO:0003676,GO:0005634,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 0 GO:0016787,GO:0005524,GO:0003677,GO:0008270,GO:0003676,GO:0005634,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 0 GO:0016787,GO:0005524,GO:0003677,GO:0008270,GO:0003676,GO:0005634,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 0 GO:0016787,GO:0005524,GO:0003677,GO:0008270,GO:0003676,GO:0005634,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 0 GO:0016787,GO:0005524,GO:0003677,GO:0008270,GO:0003676,GO:0005634,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 0 GO:0016787,GO:0005524,GO:0003677,GO:0008270,GO:0003676,GO:0005634,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR32409,PTHR32409:SF30 0 0 GO:0045040,GO:0005742AT3G27080.1 TOM20-3
PTHR32409,PTHR32409:SF30 0 0 GO:0045040,GO:0005742AT3G27080.1 TOM20-3
PTHR32409,PTHR32409:SF30 0 0 GO:0045040,GO:0005742AT3G27080.1 TOM20-3
PTHR32409,PTHR32409:SF30 0 0 GO:0045040,GO:0005742AT3G27080.1 TOM20-3
PTHR32409,PTHR32409:SF30 0 0 GO:0045040,GO:0005742AT3G27080.1 TOM20-3
PTHR32409,PTHR32409:SF30 0 0 GO:0045040,GO:0005742AT3G27080.1 TOM20-3
PTHR32409,PTHR32409:SF30 0 0 GO:0045040,GO:0005742AT3G27080.1 TOM20-3
PTHR32409,PTHR32409:SF30 0 0 GO:0045040,GO:0005742AT3G27080.1 TOM20-3
PTHR32409,PTHR32409:SF30 0 0 GO:0045040,GO:0005742AT3G27080.1 TOM20-3
PTHR32409,PTHR32409:SF30 0 0 GO:0045040,GO:0005742AT3G27080.1 TOM20-3
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Do not distribute

PTHR32409,PTHR32409:SF30 0 0 GO:0045040,GO:0005742AT3G27080.1 TOM20-3
PTHR32409,PTHR32409:SF30 0 0 GO:0045040,GO:0005742AT3G27080.1 TOM20-3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR10589 KOG1415 3.4.19.12 0 GO:0006511,GO:0005622,GO:0004843AT4G17510.1 UCH3
PTHR11727,PTHR11727:SF12KOG0820 2.1.1.183 K14191 0 AT5G66360.2 0
PTHR11727,PTHR11727:SF12KOG0820 2.1.1.183 K14191 0 AT5G66360.2 0
PTHR11727,PTHR11727:SF12KOG0820 2.1.1.183 K14191 0 AT5G66360.2 0
PTHR11727,PTHR11727:SF12KOG0820 2.1.1.183 K14191 0 AT5G66360.2 0
PTHR11727,PTHR11727:SF12KOG0820 2.1.1.183 K14191 0 AT5G66360.2 0
PTHR11727,PTHR11727:SF12KOG0820 2.1.1.183 K14191 0 AT5G66360.2 0
PTHR11727,PTHR11727:SF12KOG0820 2.1.1.183 K14191 0 AT5G66360.2 0
PTHR11727,PTHR11727:SF12KOG0820 2.1.1.183 K14191 0 AT5G66360.2 0
PTHR11727,PTHR11727:SF12KOG0820 2.1.1.183 K14191 0 AT5G66360.2 0
PTHR11727,PTHR11727:SF12KOG0820 2.1.1.183 K14191 0 AT5G66360.2 0
PTHR11727,PTHR11727:SF12KOG0820 2.1.1.183 K14191 0 AT5G66360.2 0
PTHR11727,PTHR11727:SF12KOG0820 2.1.1.183 K14191 0 AT5G66360.2 0
PTHR14003 0 0 0 0 AT4G06634.1 0
PTHR14003 0 0 0 0 AT4G06634.1 0
PTHR14003 0 0 0 0 AT4G06634.1 0
PTHR14003 0 0 0 0 AT4G06634.1 0
PTHR14003 0 0 0 0 AT4G06634.1 0
PTHR14003 0 0 0 0 AT4G06634.1 0
PTHR14003 0 0 0 0 AT4G06634.1 0
PTHR14003 0 0 0 0 AT4G06634.1 0
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Do not distribute

PTHR14003 0 0 0 0 AT4G06634.1 0
PTHR14003 0 0 0 0 AT4G06634.1 0
PTHR14003 0 0 0 0 AT4G06634.1 0
PTHR11102,PTHR11102:SF84KOG1550 0 K14026 0 AT1G18260.1 0
PTHR11946,PTHR11946:SF820 6.1.1.5 K01870 GO:0006418,GO:0000166,GO:0005524,GO:0004812AT5G49030.3 OVA2
PTHR11946,PTHR11946:SF820 6.1.1.5 K01870 GO:0006418,GO:0000166,GO:0005524,GO:0004812AT5G49030.3 OVA2
PTHR11946,PTHR11946:SF820 6.1.1.5 K01870 GO:0006418,GO:0000166,GO:0005524,GO:0004812AT5G49030.3 OVA2
PTHR11946,PTHR11946:SF820 6.1.1.5 K01870 GO:0006418,GO:0000166,GO:0005524,GO:0004812AT5G49030.3 OVA2
PTHR11946,PTHR11946:SF820 6.1.1.5 K01870 GO:0006418,GO:0000166,GO:0005524,GO:0004812AT5G49030.3 OVA2
PTHR11946,PTHR11946:SF820 6.1.1.5 K01870 GO:0006418,GO:0000166,GO:0005524,GO:0004812AT5G49030.3 OVA2
PTHR11946,PTHR11946:SF820 6.1.1.5 K01870 GO:0006418,GO:0000166,GO:0005524,GO:0004812AT5G49030.3 OVA2
PTHR11946,PTHR11946:SF820 6.1.1.5 K01870 GO:0006418,GO:0000166,GO:0005524,GO:0004812AT5G49030.3 OVA2
PTHR11946,PTHR11946:SF820 6.1.1.5 K01870 GO:0006418,GO:0000166,GO:0005524,GO:0004812AT5G49030.3 OVA2
PTHR11946,PTHR11946:SF820 6.1.1.5 K01870 GO:0006418,GO:0000166,GO:0005524,GO:0004812AT5G49030.3 OVA2
PTHR11946,PTHR11946:SF820 6.1.1.5 K01870 GO:0006418,GO:0000166,GO:0005524,GO:0004812AT5G49030.3 OVA2
PTHR11946,PTHR11946:SF820 6.1.1.5 K01870 GO:0006418,GO:0000166,GO:0005524,GO:0004812AT5G49030.3 OVA2
PTHR24115,PTHR24115:SF509KOG0242 3.6.4.4 K11498 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT3G43210.1 ATNACK2,NACK2,TES
PTHR24115,PTHR24115:SF509KOG0242 3.6.4.4 K11498 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT3G43210.1 ATNACK2,NACK2,TES
PTHR24115,PTHR24115:SF509KOG0242 3.6.4.4 K11498 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT3G43210.1 ATNACK2,NACK2,TES
PTHR24115,PTHR24115:SF509KOG0242 3.6.4.4 K11498 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT3G43210.1 ATNACK2,NACK2,TES
PTHR24115,PTHR24115:SF509KOG0242 3.6.4.4 K11498 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT3G43210.1 ATNACK2,NACK2,TES
PTHR24115,PTHR24115:SF509KOG0242 3.6.4.4 K11498 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT3G43210.1 ATNACK2,NACK2,TES
PTHR24115,PTHR24115:SF509KOG0242 3.6.4.4 K11498 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT3G43210.1 ATNACK2,NACK2,TES
PTHR24115,PTHR24115:SF509KOG0242 3.6.4.4 K11498 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT3G43210.1 ATNACK2,NACK2,TES
PTHR24115,PTHR24115:SF509KOG0242 3.6.4.4 K11498 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT3G43210.1 ATNACK2,NACK2,TES
PTHR24115,PTHR24115:SF509KOG0242 3.6.4.4 K11498 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT3G43210.1 ATNACK2,NACK2,TES
PTHR24115,PTHR24115:SF509KOG0242 3.6.4.4 K11498 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT3G43210.1 ATNACK2,NACK2,TES
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
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Do not distribute

PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR24093,PTHR24093:SF3590 3.6.3.8 K01537 GO:0005516,GO:0046872,GO:0000166AT5G57110.2 ACA8,AT-ACA8
PTHR23115,PTHR23115:SF1460 3.6.5.3 K02358 GO:0005525 AT4G20360.1 ATRAB8D,ATRABE1B,RABE1b
PTHR23115,PTHR23115:SF1460 3.6.5.3 K02358 GO:0005525 AT4G20360.1 ATRAB8D,ATRABE1B,RABE1b
PTHR23115,PTHR23115:SF1460 3.6.5.3 K02358 GO:0005525 AT4G20360.1 ATRAB8D,ATRABE1B,RABE1b
PTHR23115,PTHR23115:SF1460 3.6.5.3 K02358 GO:0005525 AT4G20360.1 ATRAB8D,ATRABE1B,RABE1b
PTHR23115,PTHR23115:SF1460 3.6.5.3 K02358 GO:0005525 AT4G20360.1 ATRAB8D,ATRABE1B,RABE1b
PTHR23115,PTHR23115:SF1460 3.6.5.3 K02358 GO:0005525 AT4G20360.1 ATRAB8D,ATRABE1B,RABE1b
PTHR23115,PTHR23115:SF1460 3.6.5.3 K02358 GO:0005525 AT4G20360.1 ATRAB8D,ATRABE1B,RABE1b
PTHR23115,PTHR23115:SF1460 3.6.5.3 K02358 GO:0005525 AT4G20360.1 ATRAB8D,ATRABE1B,RABE1b
PTHR23115,PTHR23115:SF1460 3.6.5.3 K02358 GO:0005525 AT4G20360.1 ATRAB8D,ATRABE1B,RABE1b
PTHR23115,PTHR23115:SF1460 3.6.5.3 K02358 GO:0005525 AT4G20360.1 ATRAB8D,ATRABE1B,RABE1b
PTHR23115,PTHR23115:SF1460 3.6.5.3 K02358 GO:0005525 AT4G20360.1 ATRAB8D,ATRABE1B,RABE1b
PTHR23115,PTHR23115:SF1460 3.6.5.3 K02358 GO:0005525 AT4G20360.1 ATRAB8D,ATRABE1B,RABE1b
PTHR24092,PTHR24092:SF750 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT3G27870.1 0
PTHR24092,PTHR24092:SF750 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT3G27870.1 0
PTHR24092,PTHR24092:SF750 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT3G27870.1 0
PTHR24092,PTHR24092:SF750 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT3G27870.1 0
PTHR24092,PTHR24092:SF750 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT3G27870.1 0
PTHR24092,PTHR24092:SF750 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT3G27870.1 0
PTHR24092,PTHR24092:SF750 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT3G27870.1 0
PTHR24092,PTHR24092:SF750 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT3G27870.1 0
PTHR24092,PTHR24092:SF750 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT3G27870.1 0
PTHR24092,PTHR24092:SF750 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT3G27870.1 0
PTHR24092,PTHR24092:SF750 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT3G27870.1 0
PTHR24092,PTHR24092:SF750 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT3G27870.1 0
PTHR33178,PTHR33178:SF40 0 0 0 AT5G22580.1 0
PTHR33178,PTHR33178:SF40 0 0 0 AT5G22580.1 0
PTHR33178,PTHR33178:SF40 0 0 0 AT5G22580.1 0
PTHR33178,PTHR33178:SF40 0 0 0 AT5G22580.1 0
PTHR33178,PTHR33178:SF40 0 0 0 AT5G22580.1 0
PTHR33178,PTHR33178:SF40 0 0 0 AT5G22580.1 0
PTHR33178,PTHR33178:SF40 0 0 0 AT5G22580.1 0
PTHR33178,PTHR33178:SF40 0 0 0 AT5G22580.1 0
PTHR33178,PTHR33178:SF40 0 0 0 AT5G22580.1 0
PTHR33178,PTHR33178:SF40 0 0 0 AT5G22580.1 0
PTHR33178,PTHR33178:SF40 0 0 0 AT5G22580.1 0
PTHR33178,PTHR33178:SF40 0 0 0 AT5G22580.1 0
PTHR18359 0 0 K14553 GO:0005515 AT5G14050.1 0
PTHR18359 0 0 K14553 GO:0005515 AT5G14050.1 0
PTHR18359 0 0 K14553 GO:0005515 AT5G14050.1 0
PTHR18359 0 0 K14553 GO:0005515 AT5G14050.1 0
PTHR18359 0 0 K14553 GO:0005515 AT5G14050.1 0
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Do not distribute

PTHR18359 0 0 K14553 GO:0005515 AT5G14050.1 0
PTHR18359 0 0 K14553 GO:0005515 AT5G14050.1 0
PTHR18359 0 0 K14553 GO:0005515 AT5G14050.1 0
PTHR18359 0 0 K14553 GO:0005515 AT5G14050.1 0
PTHR18359 0 0 K14553 GO:0005515 AT5G14050.1 0
PTHR18359 0 0 K14553 GO:0005515 AT5G14050.1 0
PTHR18359 0 0 K14553 GO:0005515 AT5G14050.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24015,PTHR24015:SF5050 0 0 0 AT3G11460.1 0
PTHR24096,PTHR24096:SF1110 6.2.1.3 K01897 GO:0008152,GO:0003824AT2G47240.1 CER8,LACS1
PTHR24096,PTHR24096:SF1110 6.2.1.3 K01897 GO:0008152,GO:0003824AT2G47240.1 CER8,LACS1
PTHR24096,PTHR24096:SF1110 6.2.1.3 K01897 GO:0008152,GO:0003824AT2G47240.1 CER8,LACS1
PTHR24096,PTHR24096:SF1110 6.2.1.3 K01897 GO:0008152,GO:0003824AT2G47240.1 CER8,LACS1
PTHR24096,PTHR24096:SF1110 6.2.1.3 K01897 GO:0008152,GO:0003824AT2G47240.1 CER8,LACS1
PTHR24096,PTHR24096:SF1110 6.2.1.3 K01897 GO:0008152,GO:0003824AT2G47240.1 CER8,LACS1
PTHR24096,PTHR24096:SF1110 6.2.1.3 K01897 GO:0008152,GO:0003824AT2G47240.1 CER8,LACS1
PTHR24096,PTHR24096:SF1110 6.2.1.3 K01897 GO:0008152,GO:0003824AT2G47240.1 CER8,LACS1
PTHR24096,PTHR24096:SF1110 6.2.1.3 K01897 GO:0008152,GO:0003824AT2G47240.1 CER8,LACS1
PTHR24096,PTHR24096:SF1110 6.2.1.3 K01897 GO:0008152,GO:0003824AT2G47240.1 CER8,LACS1
PTHR24096,PTHR24096:SF1110 6.2.1.3 K01897 GO:0008152,GO:0003824AT2G47240.1 CER8,LACS1
PTHR24096,PTHR24096:SF1110 6.2.1.3 K01897 GO:0008152,GO:0003824AT2G47240.1 CER8,LACS1
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
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Do not distribute

PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR23241,PTHR23241:SF11KOG4744 0 0 0 AT3G53040.1 0
PTHR31642,PTHR31642:SF90 2.3.1.196 0 GO:0016747 AT5G17540.1 0
PTHR31642,PTHR31642:SF90 2.3.1.196 0 GO:0016747 AT5G17540.1 0
PTHR31642,PTHR31642:SF90 2.3.1.196 0 GO:0016747 AT5G17540.1 0
PTHR31642,PTHR31642:SF90 2.3.1.196 0 GO:0016747 AT5G17540.1 0
PTHR31642,PTHR31642:SF90 2.3.1.196 0 GO:0016747 AT5G17540.1 0
PTHR31642,PTHR31642:SF90 2.3.1.196 0 GO:0016747 AT5G17540.1 0
PTHR31642,PTHR31642:SF90 2.3.1.196 0 GO:0016747 AT5G17540.1 0
PTHR31642,PTHR31642:SF90 2.3.1.196 0 GO:0016747 AT5G17540.1 0
PTHR31642,PTHR31642:SF90 2.3.1.196 0 GO:0016747 AT5G17540.1 0
PTHR31642,PTHR31642:SF90 2.3.1.196 0 GO:0016747 AT5G17540.1 0
PTHR31642,PTHR31642:SF90 2.3.1.196 0 GO:0016747 AT5G17540.1 0
PTHR31642,PTHR31642:SF90 2.3.1.196 0 GO:0016747 AT5G17540.1 0
PTHR23155,PTHR23155:SF497KOG4658 0 0 GO:0005515,GO:0043531AT4G10780.1 0
PTHR23155,PTHR23155:SF497KOG4658 0 0 GO:0005515,GO:0043531AT4G10780.1 0
PTHR23155,PTHR23155:SF497KOG4658 0 0 GO:0005515,GO:0043531AT4G10780.1 0
PTHR23155,PTHR23155:SF497KOG4658 0 0 GO:0005515,GO:0043531AT4G10780.1 0
PTHR23155,PTHR23155:SF497KOG4658 0 0 GO:0005515,GO:0043531AT4G10780.1 0
PTHR23155,PTHR23155:SF497KOG4658 0 0 GO:0005515,GO:0043531AT4G10780.1 0
PTHR23155,PTHR23155:SF497KOG4658 0 0 GO:0005515,GO:0043531AT4G10780.1 0
PTHR23155,PTHR23155:SF497KOG4658 0 0 GO:0005515,GO:0043531AT4G10780.1 0
PTHR23155,PTHR23155:SF497KOG4658 0 0 GO:0005515,GO:0043531AT4G10780.1 0
PTHR23155,PTHR23155:SF497KOG4658 0 0 GO:0005515,GO:0043531AT4G10780.1 0
PTHR23155,PTHR23155:SF497KOG4658 0 0 GO:0005515,GO:0043531AT4G10780.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
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Do not distribute

PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0
PTHR24015,PTHR24015:SF3250 0 0 0 AT4G19890.1 0

0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
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Do not distribute

0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1
0 0 0 0 0 AT5G02130.1 NDP1

PTHR13522 KOG3102 0 0 GO:0034477,GO:0004518AT5G51170.1 0
PTHR13522 KOG3102 0 0 GO:0034477,GO:0004518AT5G51170.1 0
PTHR13522 KOG3102 0 0 GO:0034477,GO:0004518AT5G51170.1 0
PTHR13522 KOG3102 0 0 GO:0034477,GO:0004518AT5G51170.1 0
PTHR13522 KOG3102 0 0 GO:0034477,GO:0004518AT5G51170.1 0
PTHR13522 KOG3102 0 0 GO:0034477,GO:0004518AT5G51170.1 0
PTHR13522 KOG3102 0 0 GO:0034477,GO:0004518AT5G51170.1 0
PTHR13522 KOG3102 0 0 GO:0034477,GO:0004518AT5G51170.1 0
PTHR13522 KOG3102 0 0 GO:0034477,GO:0004518AT5G51170.1 0
PTHR13522 KOG3102 0 0 GO:0034477,GO:0004518AT5G51170.1 0
PTHR13522 KOG3102 0 0 GO:0034477,GO:0004518AT5G51170.1 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11079,PTHR11079:SF73KOG1919 5.4.99.23 0 GO:0003723,GO:0009982,GO:0009451,GO:0001522AT1G76050.2 0
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
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Do not distribute

PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR11945,PTHR11945:SF179KOG0014 0 0 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT2G22540.1 AGL22,SVP
PTHR24015,PTHR24015:SF5020 0 0 0 AT2G04860.1 0
PTHR24015,PTHR24015:SF5020 0 0 0 AT2G04860.1 0
PTHR24015,PTHR24015:SF5020 0 0 0 AT2G04860.1 0
PTHR24015,PTHR24015:SF5020 0 0 0 AT2G04860.1 0
PTHR24015,PTHR24015:SF5020 0 0 0 AT2G04860.1 0
PTHR24015,PTHR24015:SF5020 0 0 0 AT2G04860.1 0
PTHR24015,PTHR24015:SF5020 0 0 0 AT2G04860.1 0
PTHR24015,PTHR24015:SF5020 0 0 0 AT2G04860.1 0
PTHR24015,PTHR24015:SF5020 0 0 0 AT2G04860.1 0
PTHR24015,PTHR24015:SF5020 0 0 0 AT2G04860.1 0
PTHR24015,PTHR24015:SF5020 0 0 0 AT2G04860.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR31115,PTHR31115:SF30 0 0 0 AT4G29790.1 0
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
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Do not distribute

PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR13780,PTHR13780:SF430 0 0 0 AT1G09020.1 ATSNF4,SNF4
PTHR11771,PTHR11771:SF480 1.13.11.58 K15718 GO:0005515,GO:0055114,GO:0046872,GO:0016702AT1G55020.1 ATLOX1,LOX1
PTHR11771,PTHR11771:SF480 1.13.11.58 K15718 GO:0005515,GO:0055114,GO:0046872,GO:0016702AT1G55020.1 ATLOX1,LOX1
PTHR13878,PTHR13878:SF530 1.5.99.12 K00279 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT3G63440.1 ATCKX6,ATCKX7,CKX6
PTHR13878,PTHR13878:SF530 1.5.99.12 K00279 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT3G63440.1 ATCKX6,ATCKX7,CKX6
PTHR13878,PTHR13878:SF530 1.5.99.12 K00279 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT3G63440.1 ATCKX6,ATCKX7,CKX6
PTHR13878,PTHR13878:SF530 1.5.99.12 K00279 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT3G63440.1 ATCKX6,ATCKX7,CKX6
PTHR13878,PTHR13878:SF530 1.5.99.12 K00279 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT3G63440.1 ATCKX6,ATCKX7,CKX6
PTHR13878,PTHR13878:SF530 1.5.99.12 K00279 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT3G63440.1 ATCKX6,ATCKX7,CKX6
PTHR13878,PTHR13878:SF530 1.5.99.12 K00279 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT3G63440.1 ATCKX6,ATCKX7,CKX6
PTHR13878,PTHR13878:SF530 1.5.99.12 K00279 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT3G63440.1 ATCKX6,ATCKX7,CKX6
PTHR13878,PTHR13878:SF530 1.5.99.12 K00279 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT3G63440.1 ATCKX6,ATCKX7,CKX6
PTHR13878,PTHR13878:SF530 1.5.99.12 K00279 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT3G63440.1 ATCKX6,ATCKX7,CKX6
PTHR13878,PTHR13878:SF530 1.5.99.12 K00279 GO:0055114,GO:0050660,GO:0016491,GO:0019139,GO:0009690AT3G63440.1 ATCKX6,ATCKX7,CKX6
PTHR23428 KOG1744 0 K11252 GO:0003677,GO:0000786AT1G08170.1 0
PTHR23428 KOG1744 0 K11252 GO:0003677,GO:0000786AT1G08170.1 0
PTHR23428 KOG1744 0 K11252 GO:0003677,GO:0000786AT1G08170.1 0
PTHR23428 KOG1744 0 K11252 GO:0003677,GO:0000786AT1G08170.1 0
PTHR23428 KOG1744 0 K11252 GO:0003677,GO:0000786AT1G08170.1 0
PTHR23428 KOG1744 0 K11252 GO:0003677,GO:0000786AT1G08170.1 0
PTHR23428 KOG1744 0 K11252 GO:0003677,GO:0000786AT1G08170.1 0
PTHR23428 KOG1744 0 K11252 GO:0003677,GO:0000786AT1G08170.1 0
PTHR23428 KOG1744 0 K11252 GO:0003677,GO:0000786AT1G08170.1 0
PTHR23428 KOG1744 0 K11252 GO:0003677,GO:0000786AT1G08170.1 0
PTHR23428 KOG1744 0 K11252 GO:0003677,GO:0000786AT1G08170.1 0
PTHR23428 KOG1744 0 K11252 GO:0003677,GO:0000786AT1G08170.1 0
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
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Do not distribute

PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR11183,PTHR11183:SF44KOG1950 2.4.1.17 0 GO:0016757,GO:0045492,GO:0015020,GO:0009834,GO:0005794AT4G33330.2 GUX2,PGSIP3
PTHR10209,PTHR10209:SF197KOG0143 0 K04124 GO:0055114,GO:0016491AT1G15550.1 ATGA3OX1,GA3OX1,GA4
PTHR10209,PTHR10209:SF197KOG0143 0 K04124 GO:0055114,GO:0016491AT1G15550.1 ATGA3OX1,GA3OX1,GA4
PTHR10209,PTHR10209:SF197KOG0143 0 K04124 GO:0055114,GO:0016491AT1G15550.1 ATGA3OX1,GA3OX1,GA4
PTHR10209,PTHR10209:SF197KOG0143 0 K04124 GO:0055114,GO:0016491AT1G15550.1 ATGA3OX1,GA3OX1,GA4
PTHR10209,PTHR10209:SF197KOG0143 0 K04124 GO:0055114,GO:0016491AT1G15550.1 ATGA3OX1,GA3OX1,GA4
PTHR10209,PTHR10209:SF197KOG0143 0 K04124 GO:0055114,GO:0016491AT1G15550.1 ATGA3OX1,GA3OX1,GA4
PTHR10209,PTHR10209:SF197KOG0143 0 K04124 GO:0055114,GO:0016491AT1G15550.1 ATGA3OX1,GA3OX1,GA4
PTHR10209,PTHR10209:SF197KOG0143 0 K04124 GO:0055114,GO:0016491AT1G15550.1 ATGA3OX1,GA3OX1,GA4
PTHR10209,PTHR10209:SF197KOG0143 0 K04124 GO:0055114,GO:0016491AT1G15550.1 ATGA3OX1,GA3OX1,GA4
PTHR10209,PTHR10209:SF197KOG0143 0 K04124 GO:0055114,GO:0016491AT1G15550.1 ATGA3OX1,GA3OX1,GA4
PTHR10209,PTHR10209:SF197KOG0143 0 K04124 GO:0055114,GO:0016491AT1G15550.1 ATGA3OX1,GA3OX1,GA4
PTHR10209,PTHR10209:SF197KOG0143 0 K04124 GO:0055114,GO:0016491AT1G15550.1 ATGA3OX1,GA3OX1,GA4
PTHR10277,PTHR10277:SF90 2.3.3.13 0 GO:0009098,GO:0003852AT1G18500.1 IPMS1,MAML-4
PTHR10277,PTHR10277:SF90 2.3.3.13 0 GO:0009098,GO:0003852AT1G18500.1 IPMS1,MAML-4
PTHR10277,PTHR10277:SF90 2.3.3.13 0 GO:0009098,GO:0003852AT1G18500.1 IPMS1,MAML-4
PTHR10277,PTHR10277:SF90 2.3.3.13 0 GO:0009098,GO:0003852AT1G18500.1 IPMS1,MAML-4
PTHR10277,PTHR10277:SF90 2.3.3.13 0 GO:0009098,GO:0003852AT1G18500.1 IPMS1,MAML-4
PTHR10277,PTHR10277:SF90 2.3.3.13 0 GO:0009098,GO:0003852AT1G18500.1 IPMS1,MAML-4
PTHR10277,PTHR10277:SF90 2.3.3.13 0 GO:0009098,GO:0003852AT1G18500.1 IPMS1,MAML-4
PTHR10277,PTHR10277:SF90 2.3.3.13 0 GO:0009098,GO:0003852AT1G18500.1 IPMS1,MAML-4
PTHR10277,PTHR10277:SF90 2.3.3.13 0 GO:0009098,GO:0003852AT1G18500.1 IPMS1,MAML-4
PTHR10277,PTHR10277:SF90 2.3.3.13 0 GO:0009098,GO:0003852AT1G18500.1 IPMS1,MAML-4
PTHR10277,PTHR10277:SF90 2.3.3.13 0 GO:0009098,GO:0003852AT1G18500.1 IPMS1,MAML-4
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
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Do not distribute

PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR10277,PTHR10277:SF90 2.3.3.14 0 GO:0009098,GO:0003852AT1G74040.1 IMS1,IPMS2,MAML-3
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
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Do not distribute

PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR33732,PTHR33732:SF20 0 0 0 AT1G67360.2 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR31113,PTHR31113:SF30 0 0 0 AT2G18630.1 0
PTHR11679,PTHR11679:SF20 0 0 GO:0016192,GO:0006904AT2G17980.1 ATSLY1
PTHR11679,PTHR11679:SF20 0 0 GO:0016192,GO:0006904AT2G17980.1 ATSLY1
PTHR11679,PTHR11679:SF20 0 0 GO:0016192,GO:0006904AT2G17980.1 ATSLY1
PTHR11679,PTHR11679:SF20 0 0 GO:0016192,GO:0006904AT2G17980.1 ATSLY1
PTHR11679,PTHR11679:SF20 0 0 GO:0016192,GO:0006904AT2G17980.1 ATSLY1
PTHR11679,PTHR11679:SF20 0 0 GO:0016192,GO:0006904AT2G17980.1 ATSLY1
PTHR11679,PTHR11679:SF20 0 0 GO:0016192,GO:0006904AT2G17980.1 ATSLY1
PTHR11679,PTHR11679:SF20 0 0 GO:0016192,GO:0006904AT2G17980.1 ATSLY1
PTHR11679,PTHR11679:SF20 0 0 GO:0016192,GO:0006904AT2G17980.1 ATSLY1
PTHR11679,PTHR11679:SF20 0 0 GO:0016192,GO:0006904AT2G17980.1 ATSLY1
PTHR11679,PTHR11679:SF20 0 0 GO:0016192,GO:0006904AT2G17980.1 ATSLY1
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
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Do not distribute

PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR10209,PTHR10209:SF193KOG0143 1.14.17.4 K05933 GO:0055114,GO:0016491AT1G05010.1 ACO4,EAT1,EFE
PTHR31235,PTHR31235:SF690 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G21960.1 PRXR1
PTHR31235,PTHR31235:SF690 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G21960.1 PRXR1
PTHR31235,PTHR31235:SF690 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G21960.1 PRXR1
PTHR31235,PTHR31235:SF690 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G21960.1 PRXR1
PTHR31235,PTHR31235:SF690 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G21960.1 PRXR1
PTHR31235,PTHR31235:SF690 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G21960.1 PRXR1
PTHR31235,PTHR31235:SF690 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G21960.1 PRXR1
PTHR31235,PTHR31235:SF690 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G21960.1 PRXR1
PTHR31235,PTHR31235:SF690 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G21960.1 PRXR1
PTHR31235,PTHR31235:SF690 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G21960.1 PRXR1
PTHR31235,PTHR31235:SF690 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G21960.1 PRXR1
PTHR34949,PTHR34949:SF10 0 0 GO:0048193,GO:0016020AT4G30240.1 0
PTHR34949,PTHR34949:SF10 0 0 GO:0048193,GO:0016020AT4G30240.1 0
PTHR34949,PTHR34949:SF10 0 0 GO:0048193,GO:0016020AT4G30240.1 0
PTHR34949,PTHR34949:SF10 0 0 GO:0048193,GO:0016020AT4G30240.1 0
PTHR34949,PTHR34949:SF10 0 0 GO:0048193,GO:0016020AT4G30240.1 0
PTHR34949,PTHR34949:SF10 0 0 GO:0048193,GO:0016020AT4G30240.1 0
PTHR34949,PTHR34949:SF10 0 0 GO:0048193,GO:0016020AT4G30240.1 0
PTHR34949,PTHR34949:SF10 0 0 GO:0048193,GO:0016020AT4G30240.1 0
PTHR34949,PTHR34949:SF10 0 0 GO:0048193,GO:0016020AT4G30240.1 0
PTHR34949,PTHR34949:SF10 0 0 GO:0048193,GO:0016020AT4G30240.1 0
PTHR34949,PTHR34949:SF10 0 0 GO:0048193,GO:0016020AT4G30240.1 0
PTHR34949,PTHR34949:SF10 0 0 GO:0048193,GO:0016020AT4G30240.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
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Do not distribute

PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR12626,PTHR12626:SF00 0 0 0 AT5G63190.1 0
PTHR12626,PTHR12626:SF00 0 0 0 AT5G63190.1 0
PTHR12626,PTHR12626:SF00 0 0 0 AT5G63190.1 0
PTHR12626,PTHR12626:SF00 0 0 0 AT5G63190.1 0
PTHR12626,PTHR12626:SF00 0 0 0 AT5G63190.1 0
PTHR12626,PTHR12626:SF00 0 0 0 AT5G63190.1 0
PTHR12626,PTHR12626:SF00 0 0 0 AT5G63190.1 0
PTHR12626,PTHR12626:SF00 0 0 0 AT5G63190.1 0
PTHR12626,PTHR12626:SF00 0 0 0 AT5G63190.1 0
PTHR12626,PTHR12626:SF00 0 0 0 AT5G63190.1 0
PTHR12626,PTHR12626:SF00 0 0 0 AT5G63190.1 0
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
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Do not distribute

PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR11654,PTHR11654:SF78KOG1237 3.6.3.26 0 GO:0016020,GO:0006810,GO:0005215AT1G12110.1 ATNRT1,B-1,CHL1,CHL1-1,NRT1,NRT1.1
PTHR12029,PTHR12029:SF560 2.1.1.34 0 GO:0008173,GO:0006396,GO:0003723AT4G17610.1 0
PTHR12411,PTHR12411:SF349KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT3G19390.1 0
PTHR12411,PTHR12411:SF349KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT3G19390.1 0
PTHR12411,PTHR12411:SF349KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT3G19390.1 0
PTHR12411,PTHR12411:SF349KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT3G19390.1 0
PTHR12411,PTHR12411:SF349KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT3G19390.1 0
PTHR12411,PTHR12411:SF349KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT3G19390.1 0
PTHR12411,PTHR12411:SF349KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT3G19390.1 0
PTHR12411,PTHR12411:SF349KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT3G19390.1 0
PTHR12411,PTHR12411:SF349KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT3G19390.1 0
PTHR12411,PTHR12411:SF349KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT3G19390.1 0
PTHR12411,PTHR12411:SF349KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT3G19390.1 0
PTHR12411,PTHR12411:SF349KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT3G19390.1 0
PTHR14237,PTHR14237:SF310 2.8.1.9 0 0 AT2G23520.1 0
PTHR14237,PTHR14237:SF310 2.8.1.9 0 0 AT2G23520.1 0
PTHR23324,PTHR23324:SF84KOG1471 0 0 0 AT1G55690.3 0
PTHR23324,PTHR23324:SF84KOG1471 0 0 0 AT1G55690.3 0
PTHR23324,PTHR23324:SF84KOG1471 0 0 0 AT1G55690.3 0
PTHR23324,PTHR23324:SF84KOG1471 0 0 0 AT1G55690.3 0
PTHR23324,PTHR23324:SF84KOG1471 0 0 0 AT1G55690.3 0
PTHR23324,PTHR23324:SF84KOG1471 0 0 0 AT1G55690.3 0
PTHR23324,PTHR23324:SF84KOG1471 0 0 0 AT1G55690.3 0
PTHR23324,PTHR23324:SF84KOG1471 0 0 0 AT1G55690.3 0
PTHR23324,PTHR23324:SF84KOG1471 0 0 0 AT1G55690.3 0
PTHR23324,PTHR23324:SF84KOG1471 0 0 0 AT1G55690.3 0
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Do not distribute

PTHR23324,PTHR23324:SF84KOG1471 0 0 0 AT1G55690.3 0
PTHR23324,PTHR23324:SF84KOG1471 0 0 0 AT1G55690.3 0
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR24092,PTHR24092:SF720 3.6.3.1 K01530 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT5G44240.2 ALA2
PTHR15598,PTHR15598:SF70 0 K12616 0 AT3G13300.1 VCS
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
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Do not distribute

PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR27001,PTHR27001:SF104KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G45780.1 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR30238,PTHR30238:SF00 0 0 GO:0016021 AT5G12130.1 ATTERC,PDE149
PTHR30238,PTHR30238:SF00 0 0 GO:0016021 AT5G12130.1 ATTERC,PDE149
PTHR30238,PTHR30238:SF00 0 0 GO:0016021 AT5G12130.1 ATTERC,PDE149
PTHR30238,PTHR30238:SF00 0 0 GO:0016021 AT5G12130.1 ATTERC,PDE149
PTHR30238,PTHR30238:SF00 0 0 GO:0016021 AT5G12130.1 ATTERC,PDE149
PTHR30238,PTHR30238:SF00 0 0 GO:0016021 AT5G12130.1 ATTERC,PDE149
PTHR30238,PTHR30238:SF00 0 0 GO:0016021 AT5G12130.1 ATTERC,PDE149
PTHR30238,PTHR30238:SF00 0 0 GO:0016021 AT5G12130.1 ATTERC,PDE149
PTHR30238,PTHR30238:SF00 0 0 GO:0016021 AT5G12130.1 ATTERC,PDE149
PTHR30238,PTHR30238:SF00 0 0 GO:0016021 AT5G12130.1 ATTERC,PDE149
PTHR30238,PTHR30238:SF00 0 0 GO:0016021 AT5G12130.1 ATTERC,PDE149
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
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Do not distribute

PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR22939,PTHR22939:SF83KOG1320 3.4.21.107 0 0 AT2G47940.1 DEGP2
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
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Do not distribute

PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR19862,PTHR19862:SF14KOG0279 0 0 GO:0005515 AT3G05090.1 LRS1
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 K16911 GO:0008270,GO:0003676,GO:0005634,GO:0005524,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 K16911 GO:0008270,GO:0003676,GO:0005634,GO:0005524,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 K16911 GO:0008270,GO:0003676,GO:0005634,GO:0005524,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 K16911 GO:0008270,GO:0003676,GO:0005634,GO:0005524,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 K16911 GO:0008270,GO:0003676,GO:0005634,GO:0005524,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 K16911 GO:0008270,GO:0003676,GO:0005634,GO:0005524,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 K16911 GO:0008270,GO:0003676,GO:0005634,GO:0005524,GO:0004386,GO:0003723AT5G26742.2 emb1138
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Do not distribute

PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 K16911 GO:0008270,GO:0003676,GO:0005634,GO:0005524,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 K16911 GO:0008270,GO:0003676,GO:0005634,GO:0005524,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 K16911 GO:0008270,GO:0003676,GO:0005634,GO:0005524,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR24031,PTHR24031:SF155KOG0331 3.6.4.13 K16911 GO:0008270,GO:0003676,GO:0005634,GO:0005524,GO:0004386,GO:0003723AT5G26742.2 emb1138
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR10221,PTHR10221:SF11KOG2549 0 K03131 GO:0006352,GO:0005634,GO:0051090AT1G04950.1 ATTAF6,TAF6,TAFII59
PTHR36795,PTHR36795:SF20 0 0 0 AT5G14410.1 0
PTHR36795,PTHR36795:SF20 0 0 0 AT5G14410.1 0
PTHR36795,PTHR36795:SF20 0 0 0 AT5G14410.1 0
PTHR36795,PTHR36795:SF20 0 0 0 AT5G14410.1 0
PTHR36795,PTHR36795:SF20 0 0 0 AT5G14410.1 0
PTHR36795,PTHR36795:SF20 0 0 0 AT5G14410.1 0
PTHR36795,PTHR36795:SF20 0 0 0 AT5G14410.1 0
PTHR36795,PTHR36795:SF20 0 0 0 AT5G14410.1 0
PTHR36795,PTHR36795:SF20 0 0 0 AT5G14410.1 0
PTHR36795,PTHR36795:SF20 0 0 0 AT5G14410.1 0
PTHR36795,PTHR36795:SF20 0 0 0 AT5G14410.1 0
PTHR24012,PTHR24012:SF490KOG0131 0 K12741 GO:0003676 AT2G41060.2 0
PTHR24012,PTHR24012:SF490KOG0131 0 K12741 GO:0003676 AT2G41060.2 0
PTHR24012,PTHR24012:SF490KOG0131 0 K12741 GO:0003676 AT2G41060.2 0
PTHR24012,PTHR24012:SF490KOG0131 0 K12741 GO:0003676 AT2G41060.2 0
PTHR24012,PTHR24012:SF490KOG0131 0 K12741 GO:0003676 AT2G41060.2 0
PTHR24012,PTHR24012:SF490KOG0131 0 K12741 GO:0003676 AT2G41060.2 0
PTHR24012,PTHR24012:SF490KOG0131 0 K12741 GO:0003676 AT2G41060.2 0
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Do not distribute

PTHR24012,PTHR24012:SF490KOG0131 0 K12741 GO:0003676 AT2G41060.2 0
PTHR24012,PTHR24012:SF490KOG0131 0 K12741 GO:0003676 AT2G41060.2 0
PTHR24012,PTHR24012:SF490KOG0131 0 K12741 GO:0003676 AT2G41060.2 0
PTHR24012,PTHR24012:SF490KOG0131 0 K12741 GO:0003676 AT2G41060.2 0
PTHR24012,PTHR24012:SF490KOG0131 0 K12741 GO:0003676 AT2G41060.2 0
PTHR24015,PTHR24015:SF7510 0 0 0 AT3G02650.1 0
PTHR24015,PTHR24015:SF7510 0 0 0 AT3G02650.1 0
PTHR24015,PTHR24015:SF7510 0 0 0 AT3G02650.1 0
PTHR24015,PTHR24015:SF7510 0 0 0 AT3G02650.1 0
PTHR24015,PTHR24015:SF7510 0 0 0 AT3G02650.1 0
PTHR24015,PTHR24015:SF7510 0 0 0 AT3G02650.1 0
PTHR24015,PTHR24015:SF7510 0 0 0 AT3G02650.1 0
PTHR24015,PTHR24015:SF7510 0 0 0 AT3G02650.1 0
PTHR24015,PTHR24015:SF7510 0 0 0 AT3G02650.1 0
PTHR24015,PTHR24015:SF7510 0 0 0 AT3G02650.1 0
PTHR24015,PTHR24015:SF7510 0 0 0 AT3G02650.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0
PTHR13683,PTHR13683:SF327KOG1339 3.4.23.12 0 GO:0006508,GO:0004190AT1G66180.1 0

0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0

PTHR10445,PTHR10445:SF1KOG2905 3.6.4.12 K03139 GO:0006367,GO:0006366,GO:0005674AT1G75510.1 0
PTHR10445,PTHR10445:SF1KOG2905 3.6.4.12 K03139 GO:0006367,GO:0006366,GO:0005674AT1G75510.1 0
PTHR10445,PTHR10445:SF1KOG2905 3.6.4.12 K03139 GO:0006367,GO:0006366,GO:0005674AT1G75510.1 0
PTHR10445,PTHR10445:SF1KOG2905 3.6.4.12 K03139 GO:0006367,GO:0006366,GO:0005674AT1G75510.1 0
PTHR10445,PTHR10445:SF1KOG2905 3.6.4.12 K03139 GO:0006367,GO:0006366,GO:0005674AT1G75510.1 0
PTHR10445,PTHR10445:SF1KOG2905 3.6.4.12 K03139 GO:0006367,GO:0006366,GO:0005674AT1G75510.1 0
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Do not distribute

PTHR10445,PTHR10445:SF1KOG2905 3.6.4.12 K03139 GO:0006367,GO:0006366,GO:0005674AT1G75510.1 0
PTHR10445,PTHR10445:SF1KOG2905 3.6.4.12 K03139 GO:0006367,GO:0006366,GO:0005674AT1G75510.1 0
PTHR10445,PTHR10445:SF1KOG2905 3.6.4.12 K03139 GO:0006367,GO:0006366,GO:0005674AT1G75510.1 0
PTHR10445,PTHR10445:SF1KOG2905 3.6.4.12 K03139 GO:0006367,GO:0006366,GO:0005674AT1G75510.1 0
PTHR10445,PTHR10445:SF1KOG2905 3.6.4.12 K03139 GO:0006367,GO:0006366,GO:0005674AT1G75510.1 0
PTHR24015,PTHR24015:SF7070 0 0 0 AT1G05670.2 0
PTHR24015,PTHR24015:SF7070 0 0 0 AT1G05670.2 0
PTHR24015,PTHR24015:SF7070 0 0 0 AT1G05670.2 0
PTHR24015,PTHR24015:SF7070 0 0 0 AT1G05670.2 0
PTHR24015,PTHR24015:SF7070 0 0 0 AT1G05670.2 0
PTHR24015,PTHR24015:SF7070 0 0 0 AT1G05670.2 0
PTHR24015,PTHR24015:SF7070 0 0 0 AT1G05670.2 0
PTHR24015,PTHR24015:SF7070 0 0 0 AT1G05670.2 0
PTHR24015,PTHR24015:SF7070 0 0 0 AT1G05670.2 0
PTHR24015,PTHR24015:SF7070 0 0 0 AT1G05670.2 0
PTHR24015,PTHR24015:SF7070 0 0 0 AT1G05670.2 0
PTHR24015,PTHR24015:SF7070 0 0 0 AT1G05670.2 0
PTHR10410,PTHR10410:SF60 3.4.25.1 K09613 GO:0005515 AT1G71230.1 AJH2,CSN5,CSN5B
PTHR10410,PTHR10410:SF60 3.4.25.1 K09613 GO:0005515 AT1G71230.1 AJH2,CSN5,CSN5B
PTHR10410,PTHR10410:SF60 3.4.25.1 K09613 GO:0005515 AT1G71230.1 AJH2,CSN5,CSN5B
PTHR10410,PTHR10410:SF60 3.4.25.1 K09613 GO:0005515 AT1G71230.1 AJH2,CSN5,CSN5B
PTHR10410,PTHR10410:SF60 3.4.25.1 K09613 GO:0005515 AT1G71230.1 AJH2,CSN5,CSN5B
PTHR10410,PTHR10410:SF60 3.4.25.1 K09613 GO:0005515 AT1G71230.1 AJH2,CSN5,CSN5B
PTHR10410,PTHR10410:SF60 3.4.25.1 K09613 GO:0005515 AT1G71230.1 AJH2,CSN5,CSN5B
PTHR10410,PTHR10410:SF60 3.4.25.1 K09613 GO:0005515 AT1G71230.1 AJH2,CSN5,CSN5B
PTHR10410,PTHR10410:SF60 3.4.25.1 K09613 GO:0005515 AT1G71230.1 AJH2,CSN5,CSN5B
PTHR10410,PTHR10410:SF60 3.4.25.1 K09613 GO:0005515 AT1G71230.1 AJH2,CSN5,CSN5B
PTHR10410,PTHR10410:SF60 3.4.25.1 K09613 GO:0005515 AT1G71230.1 AJH2,CSN5,CSN5B
PTHR10410,PTHR10410:SF60 3.4.25.1 K09613 GO:0005515 AT1G71230.1 AJH2,CSN5,CSN5B
PTHR26312,PTHR26312:SF670 0 0 0 AT4G39470.1 0
PTHR26312,PTHR26312:SF670 0 0 0 AT4G39470.1 0
PTHR26312,PTHR26312:SF670 0 0 0 AT4G39470.1 0
PTHR26312,PTHR26312:SF670 0 0 0 AT4G39470.1 0
PTHR26312,PTHR26312:SF670 0 0 0 AT4G39470.1 0
PTHR26312,PTHR26312:SF670 0 0 0 AT4G39470.1 0
PTHR26312,PTHR26312:SF670 0 0 0 AT4G39470.1 0
PTHR26312,PTHR26312:SF670 0 0 0 AT4G39470.1 0
PTHR26312,PTHR26312:SF670 0 0 0 AT4G39470.1 0
PTHR26312,PTHR26312:SF670 0 0 0 AT4G39470.1 0
PTHR26312,PTHR26312:SF670 0 0 0 AT4G39470.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
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Do not distribute

PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR24015,PTHR24015:SF7680 0 0 0 AT1G79540.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR31388,PTHR31388:SF300 1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
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Do not distribute

PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR12486,PTHR12486:SF4KOG0562 0 0 GO:0033699,GO:0006281,GO:0003677AT5G01310.1 APTX
PTHR10252,PTHR10252:SF440 2.7.7.7 0 0 AT1G07980.1 NF-YC10
PTHR10252,PTHR10252:SF440 2.7.7.7 0 0 AT1G07980.1 NF-YC10
PTHR10252,PTHR10252:SF440 2.7.7.7 0 0 AT1G07980.1 NF-YC10
PTHR10252,PTHR10252:SF440 2.7.7.7 0 0 AT1G07980.1 NF-YC10
PTHR10252,PTHR10252:SF440 2.7.7.7 0 0 AT1G07980.1 NF-YC10
PTHR10252,PTHR10252:SF440 2.7.7.7 0 0 AT1G07980.1 NF-YC10
PTHR10252,PTHR10252:SF440 2.7.7.7 0 0 AT1G07980.1 NF-YC10
PTHR10252,PTHR10252:SF440 2.7.7.7 0 0 AT1G07980.1 NF-YC10
PTHR10252,PTHR10252:SF440 2.7.7.7 0 0 AT1G07980.1 NF-YC10
PTHR10252,PTHR10252:SF440 2.7.7.7 0 0 AT1G07980.1 NF-YC10
PTHR10252,PTHR10252:SF440 2.7.7.7 0 0 AT1G07980.1 NF-YC10
PTHR31633 0 0 K14763 GO:0042254,GO:0001522AT1G03530.1 ATNAF1,NAF1
PTHR31633 0 0 K14763 GO:0042254,GO:0001522AT1G03530.1 ATNAF1,NAF1
PTHR31633 0 0 K14763 GO:0042254,GO:0001522AT1G03530.1 ATNAF1,NAF1
PTHR31633 0 0 K14763 GO:0042254,GO:0001522AT1G03530.1 ATNAF1,NAF1
PTHR31633 0 0 K14763 GO:0042254,GO:0001522AT1G03530.1 ATNAF1,NAF1
PTHR31633 0 0 K14763 GO:0042254,GO:0001522AT1G03530.1 ATNAF1,NAF1
PTHR31633 0 0 K14763 GO:0042254,GO:0001522AT1G03530.1 ATNAF1,NAF1
PTHR31633 0 0 K14763 GO:0042254,GO:0001522AT1G03530.1 ATNAF1,NAF1
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Do not distribute

PTHR31633 0 0 K14763 GO:0042254,GO:0001522AT1G03530.1 ATNAF1,NAF1
PTHR31633 0 0 K14763 GO:0042254,GO:0001522AT1G03530.1 ATNAF1,NAF1
PTHR31633 0 0 K14763 GO:0042254,GO:0001522AT1G03530.1 ATNAF1,NAF1
PTHR24326,PTHR24326:SF2570 0 0 GO:0003677 AT5G53980.1 ATHB52,HB52
PTHR24326,PTHR24326:SF2570 0 0 GO:0003677 AT5G53980.1 ATHB52,HB52
PTHR24326,PTHR24326:SF2570 0 0 GO:0003677 AT5G53980.1 ATHB52,HB52
PTHR24326,PTHR24326:SF2570 0 0 GO:0003677 AT5G53980.1 ATHB52,HB52
PTHR24326,PTHR24326:SF2570 0 0 GO:0003677 AT5G53980.1 ATHB52,HB52
PTHR24326,PTHR24326:SF2570 0 0 GO:0003677 AT5G53980.1 ATHB52,HB52
PTHR24326,PTHR24326:SF2570 0 0 GO:0003677 AT5G53980.1 ATHB52,HB52
PTHR24326,PTHR24326:SF2570 0 0 GO:0003677 AT5G53980.1 ATHB52,HB52
PTHR24326,PTHR24326:SF2570 0 0 GO:0003677 AT5G53980.1 ATHB52,HB52
PTHR24326,PTHR24326:SF2570 0 0 GO:0003677 AT5G53980.1 ATHB52,HB52
PTHR24326,PTHR24326:SF2570 0 0 GO:0003677 AT5G53980.1 ATHB52,HB52
PTHR24326,PTHR24326:SF2570 0 0 GO:0003677 AT5G53980.1 ATHB52,HB52
PTHR12411,PTHR12411:SF352KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT1G47128.1 RD21,RD21A
PTHR12411,PTHR12411:SF352KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT1G47128.1 RD21,RD21A
PTHR12411,PTHR12411:SF352KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT1G47128.1 RD21,RD21A
PTHR12411,PTHR12411:SF352KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT1G47128.1 RD21,RD21A
PTHR12411,PTHR12411:SF352KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT1G47128.1 RD21,RD21A
PTHR12411,PTHR12411:SF352KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT1G47128.1 RD21,RD21A
PTHR12411,PTHR12411:SF352KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT1G47128.1 RD21,RD21A
PTHR12411,PTHR12411:SF352KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT1G47128.1 RD21,RD21A
PTHR12411,PTHR12411:SF352KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT1G47128.1 RD21,RD21A
PTHR12411,PTHR12411:SF352KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT1G47128.1 RD21,RD21A
PTHR12411,PTHR12411:SF352KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT1G47128.1 RD21,RD21A
PTHR12411,PTHR12411:SF352KOG1543 3.4.22.14 0 GO:0008234,GO:0006508AT1G47128.1 RD21,RD21A
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
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Do not distribute

PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR24015,PTHR24015:SF3470 0 0 0 AT3G04130.2 0
PTHR31422,PTHR31422:SF00 0 0 0 AT5G06560.1 0
PTHR31422,PTHR31422:SF00 0 0 0 AT5G06560.1 0
PTHR31422,PTHR31422:SF00 0 0 0 AT5G06560.1 0
PTHR31422,PTHR31422:SF00 0 0 0 AT5G06560.1 0
PTHR31422,PTHR31422:SF00 0 0 0 AT5G06560.1 0
PTHR31422,PTHR31422:SF00 0 0 0 AT5G06560.1 0
PTHR31422,PTHR31422:SF00 0 0 0 AT5G06560.1 0
PTHR31422,PTHR31422:SF00 0 0 0 AT5G06560.1 0
PTHR31422,PTHR31422:SF00 0 0 0 AT5G06560.1 0
PTHR31422,PTHR31422:SF00 0 0 0 AT5G06560.1 0
PTHR31422,PTHR31422:SF00 0 0 0 AT5G06560.1 0
PTHR31422,PTHR31422:SF00 0 0 0 AT5G06560.1 0
PTHR31669,PTHR31669:SF540 0 0 GO:0008270,GO:0006355AT4G38180.1 FRS5
PTHR31669,PTHR31669:SF540 0 0 GO:0008270,GO:0006355AT4G38180.1 FRS5
PTHR31669,PTHR31669:SF540 0 0 GO:0008270,GO:0006355AT4G38180.1 FRS5
PTHR31669,PTHR31669:SF540 0 0 GO:0008270,GO:0006355AT4G38180.1 FRS5
PTHR31669,PTHR31669:SF540 0 0 GO:0008270,GO:0006355AT4G38180.1 FRS5
PTHR31669,PTHR31669:SF540 0 0 GO:0008270,GO:0006355AT4G38180.1 FRS5
PTHR31669,PTHR31669:SF540 0 0 GO:0008270,GO:0006355AT4G38180.1 FRS5
PTHR31669,PTHR31669:SF540 0 0 GO:0008270,GO:0006355AT4G38180.1 FRS5
PTHR31669,PTHR31669:SF540 0 0 GO:0008270,GO:0006355AT4G38180.1 FRS5
PTHR31669,PTHR31669:SF540 0 0 GO:0008270,GO:0006355AT4G38180.1 FRS5
PTHR31669,PTHR31669:SF540 0 0 GO:0008270,GO:0006355AT4G38180.1 FRS5
PTHR31669,PTHR31669:SF540 0 0 GO:0008270,GO:0006355AT4G38180.1 FRS5
PTHR33101,PTHR33101:SF20 0 0 GO:0005089 AT1G31650.1 ATROPGEF14,ROPGEF14
PTHR33101,PTHR33101:SF20 0 0 GO:0005089 AT1G31650.1 ATROPGEF14,ROPGEF14
PTHR10168,PTHR10168:SF44KOG2824 0 K17479 GO:0045454,GO:0015035,GO:0009055AT4G10630.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
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Do not distribute

PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR31846,PTHR31846:SF7KOG1990 0 0 GO:0003723 AT4G29750.1 0
PTHR24015,PTHR24015:SF1200 0 0 0 AT4G30700.1 0
PTHR24015,PTHR24015:SF1200 0 0 0 AT4G30700.1 0
PTHR24015,PTHR24015:SF1200 0 0 0 AT4G30700.1 0
PTHR24015,PTHR24015:SF1200 0 0 0 AT4G30700.1 0
PTHR24015,PTHR24015:SF1200 0 0 0 AT4G30700.1 0
PTHR24015,PTHR24015:SF1200 0 0 0 AT4G30700.1 0
PTHR24015,PTHR24015:SF1200 0 0 0 AT4G30700.1 0
PTHR24015,PTHR24015:SF1200 0 0 0 AT4G30700.1 0
PTHR24015,PTHR24015:SF1200 0 0 0 AT4G30700.1 0
PTHR24015,PTHR24015:SF1200 0 0 0 AT4G30700.1 0
PTHR24015,PTHR24015:SF1200 0 0 0 AT4G30700.1 0
PTHR24015,PTHR24015:SF1200 0 0 0 AT4G30700.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR34778,PTHR34778:SF10 0 0 0 AT1G19010.1 0
PTHR31009,PTHR31009:SF60 2.1.1.274 K08241 GO:0008168 AT5G04380.1 0
PTHR24015,PTHR24015:SF3630 0 0 0 AT2G15690.1 0
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
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Do not distribute

PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR10264,PTHR10264:SF93KOG2620 0 0 GO:0016020 AT5G62740.1 ATHIR1,HIR1
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
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Do not distribute

PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR24223,PTHR24223:SF1810 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G13080.1 ATMRP3,MRP3
PTHR24223,PTHR24223:SF1810 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G13080.1 ATMRP3,MRP3
PTHR24223,PTHR24223:SF1810 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G13080.1 ATMRP3,MRP3
PTHR24223,PTHR24223:SF1810 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G13080.1 ATMRP3,MRP3
PTHR24223,PTHR24223:SF1810 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G13080.1 ATMRP3,MRP3
PTHR24223,PTHR24223:SF1810 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G13080.1 ATMRP3,MRP3
PTHR24223,PTHR24223:SF1810 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G13080.1 ATMRP3,MRP3
PTHR24223,PTHR24223:SF1810 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G13080.1 ATMRP3,MRP3
PTHR24223,PTHR24223:SF1810 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G13080.1 ATMRP3,MRP3
PTHR24223,PTHR24223:SF1810 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G13080.1 ATMRP3,MRP3
PTHR24223,PTHR24223:SF1810 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G13080.1 ATMRP3,MRP3
PTHR24223,PTHR24223:SF1810 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G13080.1 ATMRP3,MRP3

0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0
0 0 0 0 0 0 0

PTHR11817,PTHR11817:SF330 2.7.1.40 K00873 GO:0030955,GO:0006096,GO:0004743,GO:0000287AT3G52990.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
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Do not distribute

PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR10683,PTHR10683:SF6KOG2772 2.2.1.2 0 GO:0005975 AT5G13420.1 0
PTHR31752,PTHR31752:SF20 0 K13947 GO:0055085,GO:0016021AT5G16530.1 PIN5
PTHR10887,PTHR10887:SF369KOG1801 0 K10706 0 AT4G15570.1 MAA3
PTHR10887,PTHR10887:SF369KOG1801 0 K10706 0 AT4G15570.1 MAA3
PTHR10887,PTHR10887:SF369KOG1801 0 K10706 0 AT4G15570.1 MAA3
PTHR10887,PTHR10887:SF369KOG1801 0 K10706 0 AT4G15570.1 MAA3
PTHR10887,PTHR10887:SF369KOG1801 0 K10706 0 AT4G15570.1 MAA3
PTHR10887,PTHR10887:SF369KOG1801 0 K10706 0 AT4G15570.1 MAA3
PTHR10887,PTHR10887:SF369KOG1801 0 K10706 0 AT4G15570.1 MAA3
PTHR10887,PTHR10887:SF369KOG1801 0 K10706 0 AT4G15570.1 MAA3
PTHR10887,PTHR10887:SF369KOG1801 0 K10706 0 AT4G15570.1 MAA3
PTHR10887,PTHR10887:SF369KOG1801 0 K10706 0 AT4G15570.1 MAA3
PTHR10887,PTHR10887:SF369KOG1801 0 K10706 0 AT4G15570.1 MAA3
PTHR10887,PTHR10887:SF369KOG1801 0 K10706 0 AT4G15570.1 MAA3
PTHR24078,PTHR24078:SF1770 0 0 0 AT1G75250.1 ATRL6,RL6,RSM3
PTHR24078,PTHR24078:SF1770 0 0 0 AT1G75250.1 ATRL6,RL6,RSM3
PTHR24078,PTHR24078:SF1770 0 0 0 AT1G75250.1 ATRL6,RL6,RSM3
PTHR24078,PTHR24078:SF1770 0 0 0 AT1G75250.1 ATRL6,RL6,RSM3
PTHR24078,PTHR24078:SF1770 0 0 0 AT1G75250.1 ATRL6,RL6,RSM3
PTHR24078,PTHR24078:SF1770 0 0 0 AT1G75250.1 ATRL6,RL6,RSM3
PTHR24078,PTHR24078:SF1770 0 0 0 AT1G75250.1 ATRL6,RL6,RSM3
PTHR24078,PTHR24078:SF1770 0 0 0 AT1G75250.1 ATRL6,RL6,RSM3
PTHR24078,PTHR24078:SF1770 0 0 0 AT1G75250.1 ATRL6,RL6,RSM3
PTHR24078,PTHR24078:SF1770 0 0 0 AT1G75250.1 ATRL6,RL6,RSM3
PTHR24078,PTHR24078:SF1770 0 0 0 AT1G75250.1 ATRL6,RL6,RSM3
PTHR24078,PTHR24078:SF1770 0 0 0 AT1G75250.1 ATRL6,RL6,RSM3
PTHR31321,PTHR31321:SF310 3.1.1.11 K01051 GO:0042545,GO:0030599,GO:0005618AT5G55590.1 QRT1
PTHR31321,PTHR31321:SF310 3.1.1.11 K01051 GO:0042545,GO:0030599,GO:0005618AT5G55590.1 QRT1
PTHR31321,PTHR31321:SF310 3.1.1.11 K01051 GO:0042545,GO:0030599,GO:0005618AT5G55590.1 QRT1
PTHR31321,PTHR31321:SF310 3.1.1.11 K01051 GO:0042545,GO:0030599,GO:0005618AT5G55590.1 QRT1
PTHR31321,PTHR31321:SF310 3.1.1.11 K01051 GO:0042545,GO:0030599,GO:0005618AT5G55590.1 QRT1
PTHR31321,PTHR31321:SF310 3.1.1.11 K01051 GO:0042545,GO:0030599,GO:0005618AT5G55590.1 QRT1
PTHR31321,PTHR31321:SF310 3.1.1.11 K01051 GO:0042545,GO:0030599,GO:0005618AT5G55590.1 QRT1
PTHR31321,PTHR31321:SF310 3.1.1.11 K01051 GO:0042545,GO:0030599,GO:0005618AT5G55590.1 QRT1
PTHR31321,PTHR31321:SF310 3.1.1.11 K01051 GO:0042545,GO:0030599,GO:0005618AT5G55590.1 QRT1
PTHR31321,PTHR31321:SF310 3.1.1.11 K01051 GO:0042545,GO:0030599,GO:0005618AT5G55590.1 QRT1
PTHR31321,PTHR31321:SF310 3.1.1.11 K01051 GO:0042545,GO:0030599,GO:0005618AT5G55590.1 QRT1
PTHR31321,PTHR31321:SF310 3.1.1.11 K01051 GO:0042545,GO:0030599,GO:0005618AT5G55590.1 QRT1
PTHR12670,PTHR12670:SF40 3.5.1.23 K12349 0 AT1G07380.1 0
PTHR12670,PTHR12670:SF40 3.5.1.23 K12349 0 AT1G07380.1 0
PTHR12670,PTHR12670:SF40 3.5.1.23 K12349 0 AT1G07380.1 0
PTHR12670,PTHR12670:SF40 3.5.1.23 K12349 0 AT1G07380.1 0
PTHR12670,PTHR12670:SF40 3.5.1.23 K12349 0 AT1G07380.1 0
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Do not distribute

PTHR12670,PTHR12670:SF40 3.5.1.23 K12349 0 AT1G07380.1 0
PTHR12670,PTHR12670:SF40 3.5.1.23 K12349 0 AT1G07380.1 0
PTHR12670,PTHR12670:SF40 3.5.1.23 K12349 0 AT1G07380.1 0
PTHR12670,PTHR12670:SF40 3.5.1.23 K12349 0 AT1G07380.1 0
PTHR12670,PTHR12670:SF40 3.5.1.23 K12349 0 AT1G07380.1 0
PTHR12670,PTHR12670:SF40 3.5.1.23 K12349 0 AT1G07380.1 0
PTHR12670,PTHR12670:SF40 3.5.1.23 K12349 0 AT1G07380.1 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR31704,PTHR31704:SF100 0 0 0 AT2G24960.2 0
PTHR11119,PTHR11119:SF90 0 K06901 GO:0055085,GO:0016020,GO:0006810,GO:0005215,GO:0006863,GO:0005345AT3G10960.1 ATAZG1,AZG1
PTHR11119,PTHR11119:SF90 0 K06901 GO:0055085,GO:0016020,GO:0006810,GO:0005215,GO:0006863,GO:0005345AT3G10960.1 ATAZG1,AZG1
PTHR11119,PTHR11119:SF90 0 K06901 GO:0055085,GO:0016020,GO:0006810,GO:0005215,GO:0006863,GO:0005345AT3G10960.1 ATAZG1,AZG1
PTHR11119,PTHR11119:SF90 0 K06901 GO:0055085,GO:0016020,GO:0006810,GO:0005215,GO:0006863,GO:0005345AT3G10960.1 ATAZG1,AZG1
PTHR11119,PTHR11119:SF90 0 K06901 GO:0055085,GO:0016020,GO:0006810,GO:0005215,GO:0006863,GO:0005345AT3G10960.1 ATAZG1,AZG1
PTHR11119,PTHR11119:SF90 0 K06901 GO:0055085,GO:0016020,GO:0006810,GO:0005215,GO:0006863,GO:0005345AT3G10960.1 ATAZG1,AZG1
PTHR11119,PTHR11119:SF90 0 K06901 GO:0055085,GO:0016020,GO:0006810,GO:0005215,GO:0006863,GO:0005345AT3G10960.1 ATAZG1,AZG1
PTHR11119,PTHR11119:SF90 0 K06901 GO:0055085,GO:0016020,GO:0006810,GO:0005215,GO:0006863,GO:0005345AT3G10960.1 ATAZG1,AZG1
PTHR11119,PTHR11119:SF90 0 K06901 GO:0055085,GO:0016020,GO:0006810,GO:0005215,GO:0006863,GO:0005345AT3G10960.1 ATAZG1,AZG1
PTHR11119,PTHR11119:SF90 0 K06901 GO:0055085,GO:0016020,GO:0006810,GO:0005215,GO:0006863,GO:0005345AT3G10960.1 ATAZG1,AZG1
PTHR11119,PTHR11119:SF90 0 K06901 GO:0055085,GO:0016020,GO:0006810,GO:0005215,GO:0006863,GO:0005345AT3G10960.1 ATAZG1,AZG1
PTHR11119,PTHR11119:SF90 0 K06901 GO:0055085,GO:0016020,GO:0006810,GO:0005215,GO:0006863,GO:0005345AT3G10960.1 ATAZG1,AZG1
PTHR24286,PTHR24286:SF670 0 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT1G05160.1 ATKAO1,CYP88A3,KAO1
PTHR24223,PTHR24223:SF1080 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G60160.1 ATMRP9,MRP9
PTHR24223,PTHR24223:SF1080 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G60160.1 ATMRP9,MRP9
PTHR24223,PTHR24223:SF1080 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G60160.1 ATMRP9,MRP9
PTHR24223,PTHR24223:SF1080 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G60160.1 ATMRP9,MRP9
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Do not distribute

PTHR24223,PTHR24223:SF1080 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G60160.1 ATMRP9,MRP9
PTHR24223,PTHR24223:SF1080 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G60160.1 ATMRP9,MRP9
PTHR24223,PTHR24223:SF1080 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G60160.1 ATMRP9,MRP9
PTHR24223,PTHR24223:SF1080 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G60160.1 ATMRP9,MRP9
PTHR24223,PTHR24223:SF1080 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G60160.1 ATMRP9,MRP9
PTHR24223,PTHR24223:SF1080 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G60160.1 ATMRP9,MRP9
PTHR24223,PTHR24223:SF1080 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G60160.1 ATMRP9,MRP9
PTHR24223,PTHR24223:SF1080 3.6.3.44 0 GO:0055085,GO:0042626,GO:0016021,GO:0006810,GO:0005524,GO:0016887AT3G60160.1 ATMRP9,MRP9
PTHR22953,PTHR22953:SF18KOG1378 3.1.4.1 0 GO:0016787 AT4G24890.1 ATPAP24,PAP24
PTHR22953,PTHR22953:SF18KOG1378 3.1.4.1 0 GO:0016787 AT4G24890.1 ATPAP24,PAP24
PTHR22953,PTHR22953:SF18KOG1378 3.1.4.1 0 GO:0016787 AT4G24890.1 ATPAP24,PAP24
PTHR22953,PTHR22953:SF18KOG1378 3.1.4.1 0 GO:0016787 AT4G24890.1 ATPAP24,PAP24
PTHR22953,PTHR22953:SF18KOG1378 3.1.4.1 0 GO:0016787 AT4G24890.1 ATPAP24,PAP24
PTHR22953,PTHR22953:SF18KOG1378 3.1.4.1 0 GO:0016787 AT4G24890.1 ATPAP24,PAP24
PTHR22953,PTHR22953:SF18KOG1378 3.1.4.1 0 GO:0016787 AT4G24890.1 ATPAP24,PAP24
PTHR22953,PTHR22953:SF18KOG1378 3.1.4.1 0 GO:0016787 AT4G24890.1 ATPAP24,PAP24
PTHR22953,PTHR22953:SF18KOG1378 3.1.4.1 0 GO:0016787 AT4G24890.1 ATPAP24,PAP24
PTHR22953,PTHR22953:SF18KOG1378 3.1.4.1 0 GO:0016787 AT4G24890.1 ATPAP24,PAP24
PTHR22953,PTHR22953:SF18KOG1378 3.1.4.1 0 GO:0016787 AT4G24890.1 ATPAP24,PAP24
PTHR10774,PTHR10774:SF820 0 0 GO:0005515 AT3G19830.1 NTMC2T5.2,NTMC2TYPE5.2
PTHR10774,PTHR10774:SF820 0 0 GO:0005515 AT3G19830.1 NTMC2T5.2,NTMC2TYPE5.2
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR10795,PTHR10795:SF4270 3.4.14.10 0 GO:0006508,GO:0004252AT2G04160.1 AIR3
PTHR22870,PTHR22870:SF219KOG1427 0 0 GO:0046872 AT1G69710.1 0
PTHR22870,PTHR22870:SF219KOG1427 0 0 GO:0046872 AT1G69710.1 0
PTHR23070,PTHR23070:SF170 0 K08900 GO:0005524,GO:0034551AT5G57480.1 0
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Do not distribute

PTHR11746,PTHR11746:SF89KOG1509 0 0 GO:0005737 AT5G66550.1 0
PTHR11746,PTHR11746:SF89KOG1509 0 0 GO:0005737 AT5G66550.1 0
PTHR27000,PTHR27000:SF205KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
PTHR27000,PTHR27000:SF205KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
PTHR21330,PTHR21330:SF20 0 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 0 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 0 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 0 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 0 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 0 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 0 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 0 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 0 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 0 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 0 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 0 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR21330,PTHR21330:SF20 3.4.22.16 0 GO:0030915,GO:0019789,GO:0000724AT3G15150.1 ATMMS21,HPY2,MMS21
PTHR31852,PTHR31852:SF260 0 0 0 AT2G35460.1 0
PTHR31852,PTHR31852:SF260 0 0 0 AT2G35460.1 0
PTHR31852,PTHR31852:SF260 0 0 0 AT2G35460.1 0
PTHR31852,PTHR31852:SF260 0 0 0 AT2G35460.1 0
PTHR31852,PTHR31852:SF260 0 0 0 AT2G35460.1 0
PTHR31852,PTHR31852:SF260 0 0 0 AT2G35460.1 0
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Do not distribute

PTHR31852,PTHR31852:SF260 0 0 0 AT2G35460.1 0
PTHR31852,PTHR31852:SF260 0 0 0 AT2G35460.1 0
PTHR31852,PTHR31852:SF260 0 0 0 AT2G35460.1 0
PTHR31852,PTHR31852:SF260 0 0 0 AT2G35460.1 0
PTHR31852,PTHR31852:SF260 0 0 0 AT2G35460.1 0
PTHR31852,PTHR31852:SF260 0 0 0 AT2G35460.1 0
PTHR23500,PTHR23500:SF149KOG0254 0 K08150 GO:0055085,GO:0022857,GO:0016021AT4G16480.1 ATINT4,INT4
PTHR23500,PTHR23500:SF149KOG0254 0 K08150 GO:0055085,GO:0022857,GO:0016021AT4G16480.1 ATINT4,INT4
PTHR23500,PTHR23500:SF149KOG0254 0 K08150 GO:0055085,GO:0022857,GO:0016021AT4G16480.1 ATINT4,INT4
PTHR23500,PTHR23500:SF149KOG0254 0 K08150 GO:0055085,GO:0022857,GO:0016021AT4G16480.1 ATINT4,INT4
PTHR23500,PTHR23500:SF149KOG0254 0 K08150 GO:0055085,GO:0022857,GO:0016021AT4G16480.1 ATINT4,INT4
PTHR23500,PTHR23500:SF149KOG0254 0 K08150 GO:0055085,GO:0022857,GO:0016021AT4G16480.1 ATINT4,INT4
PTHR23500,PTHR23500:SF149KOG0254 0 K08150 GO:0055085,GO:0022857,GO:0016021AT4G16480.1 ATINT4,INT4
PTHR23500,PTHR23500:SF149KOG0254 0 K08150 GO:0055085,GO:0022857,GO:0016021AT4G16480.1 ATINT4,INT4
PTHR23500,PTHR23500:SF149KOG0254 0 K08150 GO:0055085,GO:0022857,GO:0016021AT4G16480.1 ATINT4,INT4
PTHR23500,PTHR23500:SF149KOG0254 0 K08150 GO:0055085,GO:0022857,GO:0016021AT4G16480.1 ATINT4,INT4
PTHR23500,PTHR23500:SF149KOG0254 0 K08150 GO:0055085,GO:0022857,GO:0016021AT4G16480.1 ATINT4,INT4
PTHR23500,PTHR23500:SF149KOG0254 0 K08150 GO:0055085,GO:0022857,GO:0016021AT4G16480.1 ATINT4,INT4
PTHR24006,PTHR24006:SF435KOG1947 0 K10268 GO:0005515 AT4G15475.1 0
PTHR24006,PTHR24006:SF435KOG1947 0 K10268 GO:0005515 AT4G15475.1 0
PTHR24006,PTHR24006:SF435KOG1947 0 K10268 GO:0005515 AT4G15475.1 0
PTHR24006,PTHR24006:SF435KOG1947 0 K10268 GO:0005515 AT4G15475.1 0
PTHR24006,PTHR24006:SF435KOG1947 0 K10268 GO:0005515 AT4G15475.1 0
PTHR24006,PTHR24006:SF435KOG1947 0 K10268 GO:0005515 AT4G15475.1 0
PTHR24006,PTHR24006:SF435KOG1947 0 K10268 GO:0005515 AT4G15475.1 0
PTHR24006,PTHR24006:SF435KOG1947 0 K10268 GO:0005515 AT4G15475.1 0
PTHR24006,PTHR24006:SF435KOG1947 0 K10268 GO:0005515 AT4G15475.1 0
PTHR24006,PTHR24006:SF435KOG1947 0 K10268 GO:0005515 AT4G15475.1 0
PTHR24006,PTHR24006:SF435KOG1947 0 K10268 GO:0005515 AT4G15475.1 0
PTHR24006,PTHR24006:SF435KOG1947 0 K10268 GO:0005515 AT4G15475.1 0
PTHR31422,PTHR31422:SF20 0 0 0 AT1G18265.1 0
PTHR11532,PTHR11532:SF54KOG2649 3.4.17.22 0 0 AT1G71696.1 SOL1
PTHR11532,PTHR11532:SF54KOG2649 3.4.17.22 0 0 AT1G71696.1 SOL1
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR22849,PTHR22849:SF31KOG0279 2.7.11.7 0 GO:0005515,GO:0016567,GO:0004842AT3G06880.2 0
PTHR13743,PTHR13743:SF840 0 0 GO:0005515 AT1G03060.1 SPI
PTHR13743,PTHR13743:SF840 0 0 GO:0005515 AT1G03060.1 SPI
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Do not distribute

PTHR13743,PTHR13743:SF840 0 0 GO:0005515 AT1G03060.1 SPI
PTHR31282,PTHR31282:SF120 0 0 GO:0043565,GO:0006355,GO:0003700AT2G30590.1 WRKY21
PTHR31282,PTHR31282:SF120 0 0 GO:0043565,GO:0006355,GO:0003700AT2G30590.1 WRKY21
PTHR31282,PTHR31282:SF120 0 0 GO:0043565,GO:0006355,GO:0003700AT2G30590.1 WRKY21
PTHR31282,PTHR31282:SF120 0 0 GO:0043565,GO:0006355,GO:0003700AT2G30590.1 WRKY21
PTHR31282,PTHR31282:SF120 0 0 GO:0043565,GO:0006355,GO:0003700AT2G30590.1 WRKY21
PTHR31282,PTHR31282:SF120 0 0 GO:0043565,GO:0006355,GO:0003700AT2G30590.1 WRKY21
PTHR31282,PTHR31282:SF120 0 0 GO:0043565,GO:0006355,GO:0003700AT2G30590.1 WRKY21
PTHR31282,PTHR31282:SF120 0 0 GO:0043565,GO:0006355,GO:0003700AT2G30590.1 WRKY21
PTHR31282,PTHR31282:SF120 0 0 GO:0043565,GO:0006355,GO:0003700AT2G30590.1 WRKY21
PTHR31282,PTHR31282:SF120 0 0 GO:0043565,GO:0006355,GO:0003700AT2G30590.1 WRKY21
PTHR31282,PTHR31282:SF120 0 0 GO:0043565,GO:0006355,GO:0003700AT2G30590.1 WRKY21
PTHR31282,PTHR31282:SF120 0 0 GO:0043565,GO:0006355,GO:0003700AT2G30590.1 WRKY21
PTHR31549,PTHR31549:SF120 0 0 0 AT4G31980.1 0
PTHR24031,PTHR24031:SF2650 3.6.4.13 K17679 GO:0016787,GO:0005524,GO:0003677AT5G08610.1 0
PTHR24031,PTHR24031:SF2650 3.6.4.13 K17679 GO:0016787,GO:0005524,GO:0003677AT5G08610.1 0
PTHR24031,PTHR24031:SF2650 3.6.4.13 K17679 GO:0016787,GO:0005524,GO:0003677AT5G08610.1 0
PTHR24031,PTHR24031:SF2650 3.6.4.13 K17679 GO:0016787,GO:0005524,GO:0003677AT5G08610.1 0
PTHR24031,PTHR24031:SF2650 3.6.4.13 K17679 GO:0016787,GO:0005524,GO:0003677AT5G08610.1 0
PTHR24031,PTHR24031:SF2650 3.6.4.13 K17679 GO:0016787,GO:0005524,GO:0003677AT5G08610.1 0
PTHR24031,PTHR24031:SF2650 3.6.4.13 K17679 GO:0016787,GO:0005524,GO:0003677AT5G08610.1 0
PTHR24031,PTHR24031:SF2650 3.6.4.13 K17679 GO:0016787,GO:0005524,GO:0003677AT5G08610.1 0
PTHR24031,PTHR24031:SF2650 3.6.4.13 K17679 GO:0016787,GO:0005524,GO:0003677AT5G08610.1 0
PTHR24031,PTHR24031:SF2650 3.6.4.13 K17679 GO:0016787,GO:0005524,GO:0003677AT5G08610.1 0
PTHR24031,PTHR24031:SF2650 3.6.4.13 K17679 GO:0016787,GO:0005524,GO:0003677AT5G08610.1 0
PTHR24031,PTHR24031:SF2650 3.6.4.13 K17679 GO:0016787,GO:0005524,GO:0003677AT5G08610.1 0
PTHR22970,PTHR22970:SF10 0 0 GO:0003677 AT3G43240.1 0
PTHR22970,PTHR22970:SF10 0 0 GO:0003677 AT3G43240.1 0
PTHR22970,PTHR22970:SF10 0 0 GO:0003677 AT3G43240.1 0
PTHR22970,PTHR22970:SF10 0 0 GO:0003677 AT3G43240.1 0
PTHR22970,PTHR22970:SF10 0 0 GO:0003677 AT3G43240.1 0
PTHR22970,PTHR22970:SF10 0 0 GO:0003677 AT3G43240.1 0
PTHR22970,PTHR22970:SF10 0 0 GO:0003677 AT3G43240.1 0
PTHR22970,PTHR22970:SF10 0 0 GO:0003677 AT3G43240.1 0
PTHR22970,PTHR22970:SF10 0 0 GO:0003677 AT3G43240.1 0
PTHR22970,PTHR22970:SF10 0 0 GO:0003677 AT3G43240.1 0
PTHR22970,PTHR22970:SF10 0 0 GO:0003677 AT3G43240.1 0
PTHR22970,PTHR22970:SF10 0 0 GO:0003677 AT3G43240.1 0
PTHR11851,PTHR11851:SF1450 1.10.2.2,3.4.24.64K01412 0 AT1G51980.1 0
PTHR23029,PTHR23029:SF43KOG0235 3.1.3.63 K15634 0 AT5G22620.1 0
PTHR23029,PTHR23029:SF43KOG0235 3.1.3.63 K15634 0 AT5G22620.1 0
PTHR23029,PTHR23029:SF43KOG0235 3.1.3.63 K15634 0 AT5G22620.1 0
PTHR23029,PTHR23029:SF43KOG0235 3.1.3.63 K15634 0 AT5G22620.1 0
PTHR23029,PTHR23029:SF43KOG0235 3.1.3.63 K15634 0 AT5G22620.1 0
PTHR23029,PTHR23029:SF43KOG0235 3.1.3.63 K15634 0 AT5G22620.1 0
PTHR23029,PTHR23029:SF43KOG0235 3.1.3.63 K15634 0 AT5G22620.1 0
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PTHR23029,PTHR23029:SF43KOG0235 3.1.3.63 K15634 0 AT5G22620.1 0
PTHR23029,PTHR23029:SF43KOG0235 3.1.3.63 K15634 0 AT5G22620.1 0
PTHR23029,PTHR23029:SF43KOG0235 3.1.3.63 K15634 0 AT5G22620.1 0
PTHR23029,PTHR23029:SF43KOG0235 3.1.3.63 K15634 0 AT5G22620.1 0
PTHR23315,PTHR23315:SF1270 6.3.2.19 0 GO:0016567,GO:0004842,GO:0005515AT5G40140.1 0
PTHR23315,PTHR23315:SF1270 6.3.2.19 0 GO:0016567,GO:0004842,GO:0005515AT5G40140.1 0
PTHR23315,PTHR23315:SF1270 6.3.2.19 0 GO:0016567,GO:0004842,GO:0005515AT5G40140.1 0
PTHR23315,PTHR23315:SF1270 6.3.2.19 0 GO:0016567,GO:0004842,GO:0005515AT5G40140.1 0
PTHR23315,PTHR23315:SF1270 6.3.2.19 0 GO:0016567,GO:0004842,GO:0005515AT5G40140.1 0
PTHR23315,PTHR23315:SF1270 6.3.2.19 0 GO:0016567,GO:0004842,GO:0005515AT5G40140.1 0
PTHR23315,PTHR23315:SF1270 6.3.2.19 0 GO:0016567,GO:0004842,GO:0005515AT5G40140.1 0
PTHR23315,PTHR23315:SF1270 6.3.2.19 0 GO:0016567,GO:0004842,GO:0005515AT5G40140.1 0
PTHR23315,PTHR23315:SF1270 6.3.2.19 0 GO:0016567,GO:0004842,GO:0005515AT5G40140.1 0
PTHR23315,PTHR23315:SF1270 6.3.2.19 0 GO:0016567,GO:0004842,GO:0005515AT5G40140.1 0
PTHR23315,PTHR23315:SF1270 6.3.2.19 0 GO:0016567,GO:0004842,GO:0005515AT5G40140.1 0
PTHR23315,PTHR23315:SF1270 6.3.2.19 0 GO:0016567,GO:0004842,GO:0005515AT5G40140.1 0
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arabi-defline ID Annot_deflineIDENTIFIER NAME
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated
0 0 0 Phvul.003G168301not assigned.not annotated

Ankyrin-repeat containing protein Phvul.008G204300PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204300not assigned.not annotated
Ankyrin-repeat containing protein Phvul.008G204300PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204300not assigned.not annotated
Ankyrin-repeat containing protein Phvul.008G204300PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204300not assigned.not annotated
Ankyrin-repeat containing protein Phvul.008G204300PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204300not assigned.not annotated
Ankyrin-repeat containing protein Phvul.008G204300PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204300not assigned.not annotated
Ankyrin-repeat containing protein Phvul.008G204300PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204300not assigned.not annotated
Ankyrin-repeat containing protein Phvul.008G204300PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204300not assigned.not annotated
Ankyrin-repeat containing protein Phvul.008G204300PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204300not assigned.not annotated
Ankyrin-repeat containing protein Phvul.008G204300PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204300not assigned.not annotated
Ankyrin-repeat containing protein Phvul.008G204300PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204300not assigned.not annotated
Ankyrin-repeat containing protein Phvul.008G204300PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204300not assigned.not annotated
Ankyrin-repeat containing protein Phvul.008G204300PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204300not assigned.not annotated

0 0 0 Phvul.003G168400not assigned.not annotated
0 0 0 Phvul.003G168400not assigned.not annotated
0 0 0 Phvul.003G168400not assigned.not annotated
0 0 0 Phvul.003G168400not assigned.not annotated
0 0 0 Phvul.003G168400not assigned.not annotated
0 0 0 Phvul.003G168400not assigned.not annotated
0 0 0 Phvul.003G168400not assigned.not annotated
0 0 0 Phvul.003G168400not assigned.not annotated
0 0 0 Phvul.003G168400not assigned.not annotated
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0 0 0 Phvul.003G168400not assigned.not annotated
0 0 0 Phvul.003G168400not assigned.not annotated
0 0 0 Phvul.003G168400not assigned.not annotated
0 0 0 Phvul.007G253900Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin-dependent protein kinase inhibitor activities.inhibitor (SIM)
0 0 0 Phvul.007G253900Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin-dependent protein kinase inhibitor activities.inhibitor (SIM)
0 0 0 Phvul.007G253900Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin-dependent protein kinase inhibitor activities.inhibitor (SIM)
0 0 0 Phvul.007G253900Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin-dependent protein kinase inhibitor activities.inhibitor (SIM)
0 0 0 Phvul.007G253900Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin-dependent protein kinase inhibitor activities.inhibitor (SIM)
0 0 0 Phvul.007G253900Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin-dependent protein kinase inhibitor activities.inhibitor (SIM)
0 0 0 Phvul.007G253900Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin-dependent protein kinase inhibitor activities.inhibitor (SIM)
0 0 0 Phvul.007G253900Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin-dependent protein kinase inhibitor activities.inhibitor (SIM)
0 0 0 Phvul.007G253900Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin-dependent protein kinase inhibitor activities.inhibitor (SIM)
0 0 0 Phvul.007G253900Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin-dependent protein kinase inhibitor activities.inhibitor (SIM)
0 0 0 Phvul.007G253900Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin-dependent protein kinase inhibitor activities.inhibitor (SIM)
0 0 0 Phvul.007G253900Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin-dependent protein kinase inhibitor activities.inhibitor (SIM)

ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.001G155150PF00689//PF00702 - Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // haloacid dehalogenase-like hydrolase (Hydrolase)  (1 of 1)Phvul.001G155150Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.001G155150PF00689//PF00702 - Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // haloacid dehalogenase-like hydrolase (Hydrolase)  (1 of 1)Phvul.001G155150Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.001G155150PF00689//PF00702 - Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // haloacid dehalogenase-like hydrolase (Hydrolase)  (1 of 1)Phvul.001G155150Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.001G155150PF00689//PF00702 - Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // haloacid dehalogenase-like hydrolase (Hydrolase)  (1 of 1)Phvul.001G155150Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.001G155150PF00689//PF00702 - Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // haloacid dehalogenase-like hydrolase (Hydrolase)  (1 of 1)Phvul.001G155150Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.001G155150PF00689//PF00702 - Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // haloacid dehalogenase-like hydrolase (Hydrolase)  (1 of 1)Phvul.001G155150Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.001G155150PF00689//PF00702 - Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // haloacid dehalogenase-like hydrolase (Hydrolase)  (1 of 1)Phvul.001G155150Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.001G155150PF00689//PF00702 - Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // haloacid dehalogenase-like hydrolase (Hydrolase)  (1 of 1)Phvul.001G155150Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.001G155150PF00689//PF00702 - Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // haloacid dehalogenase-like hydrolase (Hydrolase)  (1 of 1)Phvul.001G155150Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.001G155150PF00689//PF00702 - Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // haloacid dehalogenase-like hydrolase (Hydrolase)  (1 of 1)Phvul.001G155150Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.001G155150PF00689//PF00702 - Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // haloacid dehalogenase-like hydrolase (Hydrolase)  (1 of 1)Phvul.001G155150Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.001G155150PF00689//PF00702 - Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // haloacid dehalogenase-like hydrolase (Hydrolase)  (1 of 1)Phvul.001G155150Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
tetratricopeptide repeat (TPR)-containing proteinPhvul.002G254800KOG0548//KOG0624 - Molecular co-chaperone STI1 // dsRNA-activated protein kinase inhibitor P58, contains TPR and DnaJ domains (1 of 1)Phvul.002G254800not assigned.annotated
tetratricopeptide repeat (TPR)-containing proteinPhvul.002G254800KOG0548//KOG0624 - Molecular co-chaperone STI1 // dsRNA-activated protein kinase inhibitor P58, contains TPR and DnaJ domains (1 of 1)Phvul.002G254800not assigned.annotated
tetratricopeptide repeat (TPR)-containing proteinPhvul.002G254800KOG0548//KOG0624 - Molecular co-chaperone STI1 // dsRNA-activated protein kinase inhibitor P58, contains TPR and DnaJ domains (1 of 1)Phvul.002G254800not assigned.annotated
tetratricopeptide repeat (TPR)-containing proteinPhvul.002G254800KOG0548//KOG0624 - Molecular co-chaperone STI1 // dsRNA-activated protein kinase inhibitor P58, contains TPR and DnaJ domains (1 of 1)Phvul.002G254800not assigned.annotated
tetratricopeptide repeat (TPR)-containing proteinPhvul.002G254800KOG0548//KOG0624 - Molecular co-chaperone STI1 // dsRNA-activated protein kinase inhibitor P58, contains TPR and DnaJ domains (1 of 1)Phvul.002G254800not assigned.annotated
tetratricopeptide repeat (TPR)-containing proteinPhvul.002G254800KOG0548//KOG0624 - Molecular co-chaperone STI1 // dsRNA-activated protein kinase inhibitor P58, contains TPR and DnaJ domains (1 of 1)Phvul.002G254800not assigned.annotated
tetratricopeptide repeat (TPR)-containing proteinPhvul.002G254800KOG0548//KOG0624 - Molecular co-chaperone STI1 // dsRNA-activated protein kinase inhibitor P58, contains TPR and DnaJ domains (1 of 1)Phvul.002G254800not assigned.annotated
tetratricopeptide repeat (TPR)-containing proteinPhvul.002G254800KOG0548//KOG0624 - Molecular co-chaperone STI1 // dsRNA-activated protein kinase inhibitor P58, contains TPR and DnaJ domains (1 of 1)Phvul.002G254800not assigned.annotated
tetratricopeptide repeat (TPR)-containing proteinPhvul.002G254800KOG0548//KOG0624 - Molecular co-chaperone STI1 // dsRNA-activated protein kinase inhibitor P58, contains TPR and DnaJ domains (1 of 1)Phvul.002G254800not assigned.annotated
tetratricopeptide repeat (TPR)-containing proteinPhvul.002G254800KOG0548//KOG0624 - Molecular co-chaperone STI1 // dsRNA-activated protein kinase inhibitor P58, contains TPR and DnaJ domains (1 of 1)Phvul.002G254800not assigned.annotated
tetratricopeptide repeat (TPR)-containing proteinPhvul.002G254800KOG0548//KOG0624 - Molecular co-chaperone STI1 // dsRNA-activated protein kinase inhibitor P58, contains TPR and DnaJ domains (1 of 1)Phvul.002G254800not assigned.annotated
tetratricopeptide repeat (TPR)-containing proteinPhvul.002G254800KOG0548//KOG0624 - Molecular co-chaperone STI1 // dsRNA-activated protein kinase inhibitor P58, contains TPR and DnaJ domains (1 of 1)Phvul.002G254800not assigned.annotated
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G046200PF00122//PF00689//PF00690//PF12710 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (HAD)  (1 of 1)Phvul.004G046200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G046200PF00122//PF00689//PF00690//PF12710 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (HAD)  (1 of 1)Phvul.004G046200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G046200PF00122//PF00689//PF00690//PF12710 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (HAD)  (1 of 1)Phvul.004G046200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G046200PF00122//PF00689//PF00690//PF12710 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (HAD)  (1 of 1)Phvul.004G046200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G046200PF00122//PF00689//PF00690//PF12710 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (HAD)  (1 of 1)Phvul.004G046200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G046200PF00122//PF00689//PF00690//PF12710 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (HAD)  (1 of 1)Phvul.004G046200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G046200PF00122//PF00689//PF00690//PF12710 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (HAD)  (1 of 1)Phvul.004G046200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
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ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G046200PF00122//PF00689//PF00690//PF12710 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (HAD)  (1 of 1)Phvul.004G046200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G046200PF00122//PF00689//PF00690//PF12710 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (HAD)  (1 of 1)Phvul.004G046200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G046200PF00122//PF00689//PF00690//PF12710 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (HAD)  (1 of 1)Phvul.004G046200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G046200PF00122//PF00689//PF00690//PF12710 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (HAD)  (1 of 1)Phvul.004G046200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G046200PF00122//PF00689//PF00690//PF12710 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (HAD)  (1 of 1)Phvul.004G046200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
DNA mismatch repair protein MutS, type 2Phvul.008G188400PTHR11361:SF81 - DNA MISMATCH REPAIR PROTEIN MUTS, TYPE 2 (1 of 1)Phvul.008G188400not assigned.annotated
DNA mismatch repair protein MutS, type 2Phvul.008G188400PTHR11361:SF81 - DNA MISMATCH REPAIR PROTEIN MUTS, TYPE 2 (1 of 1)Phvul.008G188400not assigned.annotated
DNA mismatch repair protein MutS, type 2Phvul.008G188400PTHR11361:SF81 - DNA MISMATCH REPAIR PROTEIN MUTS, TYPE 2 (1 of 1)Phvul.008G188400not assigned.annotated
DNA mismatch repair protein MutS, type 2Phvul.008G188400PTHR11361:SF81 - DNA MISMATCH REPAIR PROTEIN MUTS, TYPE 2 (1 of 1)Phvul.008G188400not assigned.annotated
DNA mismatch repair protein MutS, type 2Phvul.008G188400PTHR11361:SF81 - DNA MISMATCH REPAIR PROTEIN MUTS, TYPE 2 (1 of 1)Phvul.008G188400not assigned.annotated
DNA mismatch repair protein MutS, type 2Phvul.008G188400PTHR11361:SF81 - DNA MISMATCH REPAIR PROTEIN MUTS, TYPE 2 (1 of 1)Phvul.008G188400not assigned.annotated
DNA mismatch repair protein MutS, type 2Phvul.008G188400PTHR11361:SF81 - DNA MISMATCH REPAIR PROTEIN MUTS, TYPE 2 (1 of 1)Phvul.008G188400not assigned.annotated
DNA mismatch repair protein MutS, type 2Phvul.008G188400PTHR11361:SF81 - DNA MISMATCH REPAIR PROTEIN MUTS, TYPE 2 (1 of 1)Phvul.008G188400not assigned.annotated
DNA mismatch repair protein MutS, type 2Phvul.008G188400PTHR11361:SF81 - DNA MISMATCH REPAIR PROTEIN MUTS, TYPE 2 (1 of 1)Phvul.008G188400not assigned.annotated
DNA mismatch repair protein MutS, type 2Phvul.008G188400PTHR11361:SF81 - DNA MISMATCH REPAIR PROTEIN MUTS, TYPE 2 (1 of 1)Phvul.008G188400not assigned.annotated
DNA mismatch repair protein MutS, type 2Phvul.008G188400PTHR11361:SF81 - DNA MISMATCH REPAIR PROTEIN MUTS, TYPE 2 (1 of 1)Phvul.008G188400not assigned.annotated
DNA mismatch repair protein MutS, type 2Phvul.008G188400PTHR11361:SF81 - DNA MISMATCH REPAIR PROTEIN MUTS, TYPE 2 (1 of 1)Phvul.008G188400not assigned.annotated
eukaryotic translation initiation factor SUI1 family proteinPhvul.011G215800K15027 - translation initiation factor 2D (EIF2D)  (1 of 1)Phvul.011G215800not assigned.not annotated
eukaryotic translation initiation factor SUI1 family proteinPhvul.011G215800K15027 - translation initiation factor 2D (EIF2D)  (1 of 1)Phvul.011G215800not assigned.not annotated
eukaryotic translation initiation factor SUI1 family proteinPhvul.011G215800K15027 - translation initiation factor 2D (EIF2D)  (1 of 1)Phvul.011G215800not assigned.not annotated
eukaryotic translation initiation factor SUI1 family proteinPhvul.011G215800K15027 - translation initiation factor 2D (EIF2D)  (1 of 1)Phvul.011G215800not assigned.not annotated
eukaryotic translation initiation factor SUI1 family proteinPhvul.011G215800K15027 - translation initiation factor 2D (EIF2D)  (1 of 1)Phvul.011G215800not assigned.not annotated
eukaryotic translation initiation factor SUI1 family proteinPhvul.011G215800K15027 - translation initiation factor 2D (EIF2D)  (1 of 1)Phvul.011G215800not assigned.not annotated
eukaryotic translation initiation factor SUI1 family proteinPhvul.011G215800K15027 - translation initiation factor 2D (EIF2D)  (1 of 1)Phvul.011G215800not assigned.not annotated
eukaryotic translation initiation factor SUI1 family proteinPhvul.011G215800K15027 - translation initiation factor 2D (EIF2D)  (1 of 1)Phvul.011G215800not assigned.not annotated
eukaryotic translation initiation factor SUI1 family proteinPhvul.011G215800K15027 - translation initiation factor 2D (EIF2D)  (1 of 1)Phvul.011G215800not assigned.not annotated
eukaryotic translation initiation factor SUI1 family proteinPhvul.011G215800K15027 - translation initiation factor 2D (EIF2D)  (1 of 1)Phvul.011G215800not assigned.not annotated
eukaryotic translation initiation factor SUI1 family proteinPhvul.011G215800K15027 - translation initiation factor 2D (EIF2D)  (1 of 1)Phvul.011G215800not assigned.not annotated
eukaryotic translation initiation factor SUI1 family proteinPhvul.011G215800K15027 - translation initiation factor 2D (EIF2D)  (1 of 1)Phvul.011G215800not assigned.not annotated
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
BSD domain-containing protein Phvul.001G147700PTHR16019 - SYNAPSE-ASSOCIATED PROTEIN (1 of 3)Phvul.001G147700RNA biosynthesis.transcriptional regulation.transcription factor (BSD)
BSD domain-containing protein Phvul.001G147700PTHR16019 - SYNAPSE-ASSOCIATED PROTEIN (1 of 3)Phvul.001G147700RNA biosynthesis.transcriptional regulation.transcription factor (BSD)
BSD domain-containing protein Phvul.001G147700PTHR16019 - SYNAPSE-ASSOCIATED PROTEIN (1 of 3)Phvul.001G147700RNA biosynthesis.transcriptional regulation.transcription factor (BSD)
BSD domain-containing protein Phvul.001G147700PTHR16019 - SYNAPSE-ASSOCIATED PROTEIN (1 of 3)Phvul.001G147700RNA biosynthesis.transcriptional regulation.transcription factor (BSD)
BSD domain-containing protein Phvul.001G147700PTHR16019 - SYNAPSE-ASSOCIATED PROTEIN (1 of 3)Phvul.001G147700RNA biosynthesis.transcriptional regulation.transcription factor (BSD)
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BSD domain-containing protein Phvul.001G147700PTHR16019 - SYNAPSE-ASSOCIATED PROTEIN (1 of 3)Phvul.001G147700RNA biosynthesis.transcriptional regulation.transcription factor (BSD)
BSD domain-containing protein Phvul.001G147700PTHR16019 - SYNAPSE-ASSOCIATED PROTEIN (1 of 3)Phvul.001G147700RNA biosynthesis.transcriptional regulation.transcription factor (BSD)
BSD domain-containing protein Phvul.001G147700PTHR16019 - SYNAPSE-ASSOCIATED PROTEIN (1 of 3)Phvul.001G147700RNA biosynthesis.transcriptional regulation.transcription factor (BSD)
BSD domain-containing protein Phvul.001G147700PTHR16019 - SYNAPSE-ASSOCIATED PROTEIN (1 of 3)Phvul.001G147700RNA biosynthesis.transcriptional regulation.transcription factor (BSD)
BSD domain-containing protein Phvul.001G147700PTHR16019 - SYNAPSE-ASSOCIATED PROTEIN (1 of 3)Phvul.001G147700RNA biosynthesis.transcriptional regulation.transcription factor (BSD)
BSD domain-containing protein Phvul.001G147700PTHR16019 - SYNAPSE-ASSOCIATED PROTEIN (1 of 3)Phvul.001G147700RNA biosynthesis.transcriptional regulation.transcription factor (BSD)
BSD domain-containing protein Phvul.001G147700PTHR16019 - SYNAPSE-ASSOCIATED PROTEIN (1 of 3)Phvul.001G147700RNA biosynthesis.transcriptional regulation.transcription factor (BSD)
ribophorin II (RPN2) family protein Phvul.001G162000K12667 - oligosaccharyltransferase complex subunit delta (ribophorin II) (SWP1, RPN2)  (1 of 2)Phvul.001G162000Protein modification.glycosylation.N-linked glycosylation.oligosaccharyl transferase (OST) complex.component HAP6
ribophorin II (RPN2) family protein Phvul.001G162000K12667 - oligosaccharyltransferase complex subunit delta (ribophorin II) (SWP1, RPN2)  (1 of 2)Phvul.001G162000Protein modification.glycosylation.N-linked glycosylation.oligosaccharyl transferase (OST) complex.component HAP6
ribophorin II (RPN2) family protein Phvul.001G162000K12667 - oligosaccharyltransferase complex subunit delta (ribophorin II) (SWP1, RPN2)  (1 of 2)Phvul.001G162000Protein modification.glycosylation.N-linked glycosylation.oligosaccharyl transferase (OST) complex.component HAP6
ribophorin II (RPN2) family protein Phvul.001G162000K12667 - oligosaccharyltransferase complex subunit delta (ribophorin II) (SWP1, RPN2)  (1 of 2)Phvul.001G162000Protein modification.glycosylation.N-linked glycosylation.oligosaccharyl transferase (OST) complex.component HAP6
ribophorin II (RPN2) family protein Phvul.001G162000K12667 - oligosaccharyltransferase complex subunit delta (ribophorin II) (SWP1, RPN2)  (1 of 2)Phvul.001G162000Protein modification.glycosylation.N-linked glycosylation.oligosaccharyl transferase (OST) complex.component HAP6
ribophorin II (RPN2) family protein Phvul.001G162000K12667 - oligosaccharyltransferase complex subunit delta (ribophorin II) (SWP1, RPN2)  (1 of 2)Phvul.001G162000Protein modification.glycosylation.N-linked glycosylation.oligosaccharyl transferase (OST) complex.component HAP6
ribophorin II (RPN2) family protein Phvul.001G162000K12667 - oligosaccharyltransferase complex subunit delta (ribophorin II) (SWP1, RPN2)  (1 of 2)Phvul.001G162000Protein modification.glycosylation.N-linked glycosylation.oligosaccharyl transferase (OST) complex.component HAP6
ribophorin II (RPN2) family protein Phvul.001G162000K12667 - oligosaccharyltransferase complex subunit delta (ribophorin II) (SWP1, RPN2)  (1 of 2)Phvul.001G162000Protein modification.glycosylation.N-linked glycosylation.oligosaccharyl transferase (OST) complex.component HAP6
ribophorin II (RPN2) family protein Phvul.001G162000K12667 - oligosaccharyltransferase complex subunit delta (ribophorin II) (SWP1, RPN2)  (1 of 2)Phvul.001G162000Protein modification.glycosylation.N-linked glycosylation.oligosaccharyl transferase (OST) complex.component HAP6
ribophorin II (RPN2) family protein Phvul.001G162000K12667 - oligosaccharyltransferase complex subunit delta (ribophorin II) (SWP1, RPN2)  (1 of 2)Phvul.001G162000Protein modification.glycosylation.N-linked glycosylation.oligosaccharyl transferase (OST) complex.component HAP6
ribophorin II (RPN2) family protein Phvul.001G162000K12667 - oligosaccharyltransferase complex subunit delta (ribophorin II) (SWP1, RPN2)  (1 of 2)Phvul.001G162000Protein modification.glycosylation.N-linked glycosylation.oligosaccharyl transferase (OST) complex.component HAP6
growth-regulating factor 4 Phvul.001G187500PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.001G187500RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 4 Phvul.001G187500PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.001G187500RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 4 Phvul.001G187500PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.001G187500RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 4 Phvul.001G187500PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.001G187500RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 4 Phvul.001G187500PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.001G187500RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 4 Phvul.001G187500PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.001G187500RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 4 Phvul.001G187500PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.001G187500RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 4 Phvul.001G187500PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.001G187500RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 4 Phvul.001G187500PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.001G187500RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 4 Phvul.001G187500PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.001G187500RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 4 Phvul.001G187500PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.001G187500RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 4 Phvul.001G187500PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.001G187500RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
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growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G041800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G041800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
nitrate transporter 1.1 Phvul.002G061900PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.002G061900Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.002G061900PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.002G061900Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.002G061900PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.002G061900Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.002G061900PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.002G061900Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.002G061900PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.002G061900Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.002G061900PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.002G061900Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.002G061900PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.002G061900Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.002G061900PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.002G061900Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.002G061900PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.002G061900Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.002G061900PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.002G061900Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.002G061900PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.002G061900Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.002G061900PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.002G061900Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
growth-regulating factor 2 Phvul.002G131700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G131700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G131700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G131700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G131700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G131700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G131700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G131700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G131700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G131700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G131700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G131700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G131700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G131700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G131700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G131700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G131700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G131700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G131700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G131700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G131700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G131700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.002G131700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.002G131700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
K-box region and MADS-box transcription factor family protein Phvul.002G147600PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.002G147600RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.002G147600PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.002G147600RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.002G147600PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.002G147600RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.002G147600PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.002G147600RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.002G147600PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.002G147600RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.002G147600PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.002G147600RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.002G147600PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.002G147600RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.002G147600PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.002G147600RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.002G147600PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.002G147600RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.002G147600PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.002G147600RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.002G147600PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.002G147600RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.002G147600PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.002G147600RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
crooked neck protein, putative / cell cycle protein, putativePhvul.002G162900K12869 - crooked neck (CRN, CRNKL1, CLF1, SYF3)  (1 of 1)Phvul.002G162900RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component CRN/MAC10
crooked neck protein, putative / cell cycle protein, putativePhvul.002G162900K12869 - crooked neck (CRN, CRNKL1, CLF1, SYF3)  (1 of 1)Phvul.002G162900RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component CRN/MAC10
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crooked neck protein, putative / cell cycle protein, putativePhvul.002G162900K12869 - crooked neck (CRN, CRNKL1, CLF1, SYF3)  (1 of 1)Phvul.002G162900RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component CRN/MAC10
crooked neck protein, putative / cell cycle protein, putativePhvul.002G162900K12869 - crooked neck (CRN, CRNKL1, CLF1, SYF3)  (1 of 1)Phvul.002G162900RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component CRN/MAC10
crooked neck protein, putative / cell cycle protein, putativePhvul.002G162900K12869 - crooked neck (CRN, CRNKL1, CLF1, SYF3)  (1 of 1)Phvul.002G162900RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component CRN/MAC10
crooked neck protein, putative / cell cycle protein, putativePhvul.002G162900K12869 - crooked neck (CRN, CRNKL1, CLF1, SYF3)  (1 of 1)Phvul.002G162900RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component CRN/MAC10
crooked neck protein, putative / cell cycle protein, putativePhvul.002G162900K12869 - crooked neck (CRN, CRNKL1, CLF1, SYF3)  (1 of 1)Phvul.002G162900RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component CRN/MAC10
crooked neck protein, putative / cell cycle protein, putativePhvul.002G162900K12869 - crooked neck (CRN, CRNKL1, CLF1, SYF3)  (1 of 1)Phvul.002G162900RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component CRN/MAC10
crooked neck protein, putative / cell cycle protein, putativePhvul.002G162900K12869 - crooked neck (CRN, CRNKL1, CLF1, SYF3)  (1 of 1)Phvul.002G162900RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component CRN/MAC10
crooked neck protein, putative / cell cycle protein, putativePhvul.002G162900K12869 - crooked neck (CRN, CRNKL1, CLF1, SYF3)  (1 of 1)Phvul.002G162900RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component CRN/MAC10
crooked neck protein, putative / cell cycle protein, putativePhvul.002G162900K12869 - crooked neck (CRN, CRNKL1, CLF1, SYF3)  (1 of 1)Phvul.002G162900RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component CRN/MAC10
crooked neck protein, putative / cell cycle protein, putativePhvul.002G162900K12869 - crooked neck (CRN, CRNKL1, CLF1, SYF3)  (1 of 1)Phvul.002G162900RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).associated components.component CRN/MAC10
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.002G250000PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.002G250000Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.002G250000PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.002G250000Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.002G250000PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.002G250000Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.002G250000PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.002G250000Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.002G250000PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.002G250000Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.002G250000PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.002G250000Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.002G250000PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.002G250000Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.002G250000PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.002G250000Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.002G250000PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.002G250000Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.002G250000PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.002G250000Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.002G250000PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.002G250000Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.002G250000PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.002G250000Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.003G014900PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G014900not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.003G014900PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G014900not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.003G014900PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G014900not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.003G014900PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G014900not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.003G014900PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G014900not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.003G014900PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G014900not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.003G014900PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G014900not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.003G014900PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G014900not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.003G014900PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G014900not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.003G014900PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G014900not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.003G014900PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G014900not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.003G014900PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G014900not assigned.annotated
growth-regulating factor 5 Phvul.003G131800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.003G131800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.003G131800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.003G131800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.003G131800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.003G131800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.003G131800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.003G131800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.003G131800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.003G131800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.003G131800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.003G131800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.003G131800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.003G131800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.003G131800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.003G131800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.003G131800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.003G131800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.003G131800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.003G131800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.003G131800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.003G131800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.003G131800PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.003G131800RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
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heat shock protein 70B Phvul.003G154800PTHR19375:SF229 - HEAT SHOCK 70 KDA PROTEIN 5 (1 of 3)Phvul.003G154800Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.chaperone (Hsp70)
heat shock protein 70B Phvul.003G154800PTHR19375:SF229 - HEAT SHOCK 70 KDA PROTEIN 5 (1 of 3)Phvul.003G154800Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.chaperone (Hsp70)
heat shock protein 70B Phvul.003G154800PTHR19375:SF229 - HEAT SHOCK 70 KDA PROTEIN 5 (1 of 3)Phvul.003G154800Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.chaperone (Hsp70)
heat shock protein 70B Phvul.003G154800PTHR19375:SF229 - HEAT SHOCK 70 KDA PROTEIN 5 (1 of 3)Phvul.003G154800Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.chaperone (Hsp70)
heat shock protein 70B Phvul.003G154800PTHR19375:SF229 - HEAT SHOCK 70 KDA PROTEIN 5 (1 of 3)Phvul.003G154800Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.chaperone (Hsp70)
heat shock protein 70B Phvul.003G154800PTHR19375:SF229 - HEAT SHOCK 70 KDA PROTEIN 5 (1 of 3)Phvul.003G154800Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.chaperone (Hsp70)
heat shock protein 70B Phvul.003G154800PTHR19375:SF229 - HEAT SHOCK 70 KDA PROTEIN 5 (1 of 3)Phvul.003G154800Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.chaperone (Hsp70)
heat shock protein 70B Phvul.003G154800PTHR19375:SF229 - HEAT SHOCK 70 KDA PROTEIN 5 (1 of 3)Phvul.003G154800Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.chaperone (Hsp70)
heat shock protein 70B Phvul.003G154800PTHR19375:SF229 - HEAT SHOCK 70 KDA PROTEIN 5 (1 of 3)Phvul.003G154800Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.chaperone (Hsp70)
heat shock protein 70B Phvul.003G154800PTHR19375:SF229 - HEAT SHOCK 70 KDA PROTEIN 5 (1 of 3)Phvul.003G154800Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.chaperone (Hsp70)
heat shock protein 70B Phvul.003G154800PTHR19375:SF229 - HEAT SHOCK 70 KDA PROTEIN 5 (1 of 3)Phvul.003G154800Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.chaperone (Hsp70)
heat shock protein 70B Phvul.003G154800PTHR19375:SF229 - HEAT SHOCK 70 KDA PROTEIN 5 (1 of 3)Phvul.003G154800Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.chaperone (Hsp70)
ankyrin repeat family protein Phvul.006G102400PTHR22904//PTHR22904:SF361 - TPR REPEAT CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G102400not assigned.annotated
ankyrin repeat family protein Phvul.006G102400PTHR22904//PTHR22904:SF361 - TPR REPEAT CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G102400not assigned.annotated
ankyrin repeat family protein Phvul.006G102400PTHR22904//PTHR22904:SF361 - TPR REPEAT CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G102400not assigned.annotated
ankyrin repeat family protein Phvul.006G102400PTHR22904//PTHR22904:SF361 - TPR REPEAT CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G102400not assigned.annotated
ankyrin repeat family protein Phvul.006G102400PTHR22904//PTHR22904:SF361 - TPR REPEAT CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G102400not assigned.annotated
ankyrin repeat family protein Phvul.006G102400PTHR22904//PTHR22904:SF361 - TPR REPEAT CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G102400not assigned.annotated
ankyrin repeat family protein Phvul.006G102400PTHR22904//PTHR22904:SF361 - TPR REPEAT CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G102400not assigned.annotated
ankyrin repeat family protein Phvul.006G102400PTHR22904//PTHR22904:SF361 - TPR REPEAT CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G102400not assigned.annotated
ankyrin repeat family protein Phvul.006G102400PTHR22904//PTHR22904:SF361 - TPR REPEAT CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G102400not assigned.annotated
ankyrin repeat family protein Phvul.006G102400PTHR22904//PTHR22904:SF361 - TPR REPEAT CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G102400not assigned.annotated
ankyrin repeat family protein Phvul.006G102400PTHR22904//PTHR22904:SF361 - TPR REPEAT CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G102400not assigned.annotated
ankyrin repeat family protein Phvul.006G102400PTHR22904//PTHR22904:SF361 - TPR REPEAT CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G102400not assigned.annotated
syntaxin of plants 124 Phvul.006G191600PTHR19957//PTHR19957:SF125 - SYNTAXIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G191600Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP1-group component
syntaxin of plants 124 Phvul.006G191600PTHR19957//PTHR19957:SF125 - SYNTAXIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G191600Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP1-group component
syntaxin of plants 124 Phvul.006G191600PTHR19957//PTHR19957:SF125 - SYNTAXIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G191600Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP1-group component
syntaxin of plants 124 Phvul.006G191600PTHR19957//PTHR19957:SF125 - SYNTAXIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G191600Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP1-group component
syntaxin of plants 124 Phvul.006G191600PTHR19957//PTHR19957:SF125 - SYNTAXIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G191600Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP1-group component
syntaxin of plants 124 Phvul.006G191600PTHR19957//PTHR19957:SF125 - SYNTAXIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G191600Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP1-group component
syntaxin of plants 124 Phvul.006G191600PTHR19957//PTHR19957:SF125 - SYNTAXIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G191600Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP1-group component
syntaxin of plants 124 Phvul.006G191600PTHR19957//PTHR19957:SF125 - SYNTAXIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G191600Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP1-group component
syntaxin of plants 124 Phvul.006G191600PTHR19957//PTHR19957:SF125 - SYNTAXIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G191600Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP1-group component
syntaxin of plants 124 Phvul.006G191600PTHR19957//PTHR19957:SF125 - SYNTAXIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G191600Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP1-group component
syntaxin of plants 124 Phvul.006G191600PTHR19957//PTHR19957:SF125 - SYNTAXIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G191600Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP1-group component
syntaxin of plants 124 Phvul.006G191600PTHR19957//PTHR19957:SF125 - SYNTAXIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G191600Vesicle trafficking.SNARE target membrane recognition and fusion complexes.Qa-type SNARE components.SYP1-group component
growth-regulating factor 3 Phvul.007G222300PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.007G222300RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 3 Phvul.007G222300PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.007G222300RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 3 Phvul.007G222300PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.007G222300RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 3 Phvul.007G222300PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.007G222300RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 3 Phvul.007G222300PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.007G222300RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 3 Phvul.007G222300PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.007G222300RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 3 Phvul.007G222300PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.007G222300RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 3 Phvul.007G222300PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.007G222300RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 3 Phvul.007G222300PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.007G222300RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 3 Phvul.007G222300PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.007G222300RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
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growth-regulating factor 3 Phvul.007G222300PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.007G222300RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 3 Phvul.007G222300PTHR31602:SF12 - GROWTH-REGULATING FACTOR 3-RELATED (1 of 2)Phvul.007G222300RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
Ankyrin repeat family protein Phvul.008G203800PF01529//PF13962 - DHHC palmitoyltransferase (zf-DHHC)  // Domain of unknown function (PGG)  (1 of 1)Phvul.008G203800not assigned.not annotated
Ankyrin repeat family protein Phvul.008G203800PF01529//PF13962 - DHHC palmitoyltransferase (zf-DHHC)  // Domain of unknown function (PGG)  (1 of 1)Phvul.008G203800not assigned.not annotated
Ankyrin repeat family protein Phvul.008G203800PF01529//PF13962 - DHHC palmitoyltransferase (zf-DHHC)  // Domain of unknown function (PGG)  (1 of 1)Phvul.008G203800not assigned.not annotated
Ankyrin repeat family protein Phvul.008G203800PF01529//PF13962 - DHHC palmitoyltransferase (zf-DHHC)  // Domain of unknown function (PGG)  (1 of 1)Phvul.008G203800not assigned.not annotated
Ankyrin repeat family protein Phvul.008G203800PF01529//PF13962 - DHHC palmitoyltransferase (zf-DHHC)  // Domain of unknown function (PGG)  (1 of 1)Phvul.008G203800not assigned.not annotated
Ankyrin repeat family protein Phvul.008G203800PF01529//PF13962 - DHHC palmitoyltransferase (zf-DHHC)  // Domain of unknown function (PGG)  (1 of 1)Phvul.008G203800not assigned.not annotated
Ankyrin repeat family protein Phvul.008G203800PF01529//PF13962 - DHHC palmitoyltransferase (zf-DHHC)  // Domain of unknown function (PGG)  (1 of 1)Phvul.008G203800not assigned.not annotated
Ankyrin repeat family protein Phvul.008G203800PF01529//PF13962 - DHHC palmitoyltransferase (zf-DHHC)  // Domain of unknown function (PGG)  (1 of 1)Phvul.008G203800not assigned.not annotated
Ankyrin repeat family protein Phvul.008G203800PF01529//PF13962 - DHHC palmitoyltransferase (zf-DHHC)  // Domain of unknown function (PGG)  (1 of 1)Phvul.008G203800not assigned.not annotated
Ankyrin repeat family protein Phvul.008G203800PF01529//PF13962 - DHHC palmitoyltransferase (zf-DHHC)  // Domain of unknown function (PGG)  (1 of 1)Phvul.008G203800not assigned.not annotated
Ankyrin repeat family protein Phvul.008G203800PF01529//PF13962 - DHHC palmitoyltransferase (zf-DHHC)  // Domain of unknown function (PGG)  (1 of 1)Phvul.008G203800not assigned.not annotated
Ankyrin repeat family protein Phvul.008G203800PF01529//PF13962 - DHHC palmitoyltransferase (zf-DHHC)  // Domain of unknown function (PGG)  (1 of 1)Phvul.008G203800not assigned.not annotated
Ankyrin repeat family protein Phvul.008G204100PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204100not assigned.not annotated
Ankyrin repeat family protein Phvul.008G204100PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204100not assigned.not annotated
Ankyrin repeat family protein Phvul.008G204100PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204100not assigned.not annotated
Ankyrin repeat family protein Phvul.008G204100PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204100not assigned.not annotated
Ankyrin repeat family protein Phvul.008G204100PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204100not assigned.not annotated
Ankyrin repeat family protein Phvul.008G204100PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204100not assigned.not annotated
Ankyrin repeat family protein Phvul.008G204100PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204100not assigned.not annotated
Ankyrin repeat family protein Phvul.008G204100PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204100not assigned.not annotated
Ankyrin repeat family protein Phvul.008G204100PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204100not assigned.not annotated
Ankyrin repeat family protein Phvul.008G204100PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204100not assigned.not annotated
Ankyrin repeat family protein Phvul.008G204100PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204100not assigned.not annotated
Ankyrin repeat family protein Phvul.008G204100PF13962 - Domain of unknown function (PGG)  (1 of 69)Phvul.008G204100not assigned.not annotated
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
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growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
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growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.009G047000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G047000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
ubiquitin-associated (UBA)/TS-N domain-containing proteinPhvul.009G212100PTHR12948 - NEDD8 ULTIMATE BUSTER-1  BS4 PROTEIN (1 of 1)Phvul.009G212100not assigned.not annotated
ubiquitin-associated (UBA)/TS-N domain-containing proteinPhvul.009G212100PTHR12948 - NEDD8 ULTIMATE BUSTER-1  BS4 PROTEIN (1 of 1)Phvul.009G212100not assigned.not annotated
ubiquitin-associated (UBA)/TS-N domain-containing proteinPhvul.009G212100PTHR12948 - NEDD8 ULTIMATE BUSTER-1  BS4 PROTEIN (1 of 1)Phvul.009G212100not assigned.not annotated
ubiquitin-associated (UBA)/TS-N domain-containing proteinPhvul.009G212100PTHR12948 - NEDD8 ULTIMATE BUSTER-1  BS4 PROTEIN (1 of 1)Phvul.009G212100not assigned.not annotated
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ubiquitin-associated (UBA)/TS-N domain-containing proteinPhvul.009G212100PTHR12948 - NEDD8 ULTIMATE BUSTER-1  BS4 PROTEIN (1 of 1)Phvul.009G212100not assigned.not annotated
ubiquitin-associated (UBA)/TS-N domain-containing proteinPhvul.009G212100PTHR12948 - NEDD8 ULTIMATE BUSTER-1  BS4 PROTEIN (1 of 1)Phvul.009G212100not assigned.not annotated
ubiquitin-associated (UBA)/TS-N domain-containing proteinPhvul.009G212100PTHR12948 - NEDD8 ULTIMATE BUSTER-1  BS4 PROTEIN (1 of 1)Phvul.009G212100not assigned.not annotated
ubiquitin-associated (UBA)/TS-N domain-containing proteinPhvul.009G212100PTHR12948 - NEDD8 ULTIMATE BUSTER-1  BS4 PROTEIN (1 of 1)Phvul.009G212100not assigned.not annotated
ubiquitin-associated (UBA)/TS-N domain-containing proteinPhvul.009G212100PTHR12948 - NEDD8 ULTIMATE BUSTER-1  BS4 PROTEIN (1 of 1)Phvul.009G212100not assigned.not annotated
ubiquitin-associated (UBA)/TS-N domain-containing proteinPhvul.009G212100PTHR12948 - NEDD8 ULTIMATE BUSTER-1  BS4 PROTEIN (1 of 1)Phvul.009G212100not assigned.not annotated
ubiquitin-associated (UBA)/TS-N domain-containing proteinPhvul.009G212100PTHR12948 - NEDD8 ULTIMATE BUSTER-1  BS4 PROTEIN (1 of 1)Phvul.009G212100not assigned.not annotated
ubiquitin-associated (UBA)/TS-N domain-containing proteinPhvul.009G212100PTHR12948 - NEDD8 ULTIMATE BUSTER-1  BS4 PROTEIN (1 of 1)Phvul.009G212100not assigned.not annotated
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.009G228000PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.009G228000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
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growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 2 Phvul.010G048400PTHR31602:SF3 - GROWTH-REGULATING FACTOR 9 (1 of 1)Phvul.010G048400RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.010G130000PTHR31602:SF5 - GROWTH-REGULATING FACTOR 5 (1 of 1)Phvul.010G130000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.010G130000PTHR31602:SF5 - GROWTH-REGULATING FACTOR 5 (1 of 1)Phvul.010G130000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.010G130000PTHR31602:SF5 - GROWTH-REGULATING FACTOR 5 (1 of 1)Phvul.010G130000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.010G130000PTHR31602:SF5 - GROWTH-REGULATING FACTOR 5 (1 of 1)Phvul.010G130000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.010G130000PTHR31602:SF5 - GROWTH-REGULATING FACTOR 5 (1 of 1)Phvul.010G130000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.010G130000PTHR31602:SF5 - GROWTH-REGULATING FACTOR 5 (1 of 1)Phvul.010G130000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.010G130000PTHR31602:SF5 - GROWTH-REGULATING FACTOR 5 (1 of 1)Phvul.010G130000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.010G130000PTHR31602:SF5 - GROWTH-REGULATING FACTOR 5 (1 of 1)Phvul.010G130000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.010G130000PTHR31602:SF5 - GROWTH-REGULATING FACTOR 5 (1 of 1)Phvul.010G130000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.010G130000PTHR31602:SF5 - GROWTH-REGULATING FACTOR 5 (1 of 1)Phvul.010G130000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.010G130000PTHR31602:SF5 - GROWTH-REGULATING FACTOR 5 (1 of 1)Phvul.010G130000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.010G130000PTHR31602:SF5 - GROWTH-REGULATING FACTOR 5 (1 of 1)Phvul.010G130000RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
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lipoxygenase 1 Phvul.010G1357011.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
lipoxygenase 1 Phvul.010G1357011.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
lipoxygenase 1 Phvul.010G1357011.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
lipoxygenase 1 Phvul.010G1357011.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
lipoxygenase 1 Phvul.010G1357011.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
lipoxygenase 1 Phvul.010G1357011.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
lipoxygenase 1 Phvul.010G1357011.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
lipoxygenase 1 Phvul.010G1357011.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
lipoxygenase 1 Phvul.010G1357011.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
lipoxygenase 1 Phvul.010G1357011.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
lipoxygenase 1 Phvul.010G1357011.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
lipoxygenase 1 Phvul.010G1357011.13.11.58 - Linoleate 9S-lipoxygenase / Linoleate 9-lipoxygenase (1 of 23)Phvul.010G135701Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
growth-regulating factor 5 Phvul.011G017700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.011G017700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.011G017700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.011G017700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.011G017700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.011G017700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.011G017700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.011G017700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.011G017700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.011G017700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.011G017700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.011G017700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.011G017700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.011G017700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.011G017700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.011G017700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.011G017700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.011G017700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.011G017700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.011G017700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.011G017700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.011G017700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
growth-regulating factor 5 Phvul.011G017700PF08879//PF08880 - WRC (WRC)  // QLQ (QLQ)  (1 of 10)Phvul.011G017700RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRF
DEAD box RNA helicase (RH3) Phvul.001G220500PTHR24031:SF155 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 3, CHLOROPLASTIC (1 of 2)Phvul.001G220500RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.001G220500PTHR24031:SF155 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 3, CHLOROPLASTIC (1 of 2)Phvul.001G220500RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.001G220500PTHR24031:SF155 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 3, CHLOROPLASTIC (1 of 2)Phvul.001G220500RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.001G220500PTHR24031:SF155 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 3, CHLOROPLASTIC (1 of 2)Phvul.001G220500RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.001G220500PTHR24031:SF155 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 3, CHLOROPLASTIC (1 of 2)Phvul.001G220500RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.001G220500PTHR24031:SF155 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 3, CHLOROPLASTIC (1 of 2)Phvul.001G220500RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.001G220500PTHR24031:SF155 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 3, CHLOROPLASTIC (1 of 2)Phvul.001G220500RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.001G220500PTHR24031:SF155 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 3, CHLOROPLASTIC (1 of 2)Phvul.001G220500RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.001G220500PTHR24031:SF155 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 3, CHLOROPLASTIC (1 of 2)Phvul.001G220500RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.001G220500PTHR24031:SF155 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 3, CHLOROPLASTIC (1 of 2)Phvul.001G220500RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.001G220500PTHR24031:SF155 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 3, CHLOROPLASTIC (1 of 2)Phvul.001G220500RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.001G220500PTHR24031:SF155 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 3, CHLOROPLASTIC (1 of 2)Phvul.001G220500RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
translocase of outer membrane 20 kDa subunit 3Phvul.001G261400PTHR32409:SF3 - MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM20-1-RELATED (1 of 2)Phvul.001G261400Protein translocation.mitochondrion.outer mitochondrion membrane TOM translocation system.component Tom20
translocase of outer membrane 20 kDa subunit 3Phvul.001G261400PTHR32409:SF3 - MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM20-1-RELATED (1 of 2)Phvul.001G261400Protein translocation.mitochondrion.outer mitochondrion membrane TOM translocation system.component Tom20
translocase of outer membrane 20 kDa subunit 3Phvul.001G261400PTHR32409:SF3 - MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM20-1-RELATED (1 of 2)Phvul.001G261400Protein translocation.mitochondrion.outer mitochondrion membrane TOM translocation system.component Tom20
translocase of outer membrane 20 kDa subunit 3Phvul.001G261400PTHR32409:SF3 - MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM20-1-RELATED (1 of 2)Phvul.001G261400Protein translocation.mitochondrion.outer mitochondrion membrane TOM translocation system.component Tom20
translocase of outer membrane 20 kDa subunit 3Phvul.001G261400PTHR32409:SF3 - MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM20-1-RELATED (1 of 2)Phvul.001G261400Protein translocation.mitochondrion.outer mitochondrion membrane TOM translocation system.component Tom20
translocase of outer membrane 20 kDa subunit 3Phvul.001G261400PTHR32409:SF3 - MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM20-1-RELATED (1 of 2)Phvul.001G261400Protein translocation.mitochondrion.outer mitochondrion membrane TOM translocation system.component Tom20
translocase of outer membrane 20 kDa subunit 3Phvul.001G261400PTHR32409:SF3 - MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM20-1-RELATED (1 of 2)Phvul.001G261400Protein translocation.mitochondrion.outer mitochondrion membrane TOM translocation system.component Tom20
translocase of outer membrane 20 kDa subunit 3Phvul.001G261400PTHR32409:SF3 - MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM20-1-RELATED (1 of 2)Phvul.001G261400Protein translocation.mitochondrion.outer mitochondrion membrane TOM translocation system.component Tom20
translocase of outer membrane 20 kDa subunit 3Phvul.001G261400PTHR32409:SF3 - MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM20-1-RELATED (1 of 2)Phvul.001G261400Protein translocation.mitochondrion.outer mitochondrion membrane TOM translocation system.component Tom20
translocase of outer membrane 20 kDa subunit 3Phvul.001G261400PTHR32409:SF3 - MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM20-1-RELATED (1 of 2)Phvul.001G261400Protein translocation.mitochondrion.outer mitochondrion membrane TOM translocation system.component Tom20
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translocase of outer membrane 20 kDa subunit 3Phvul.001G261400PTHR32409:SF3 - MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM20-1-RELATED (1 of 2)Phvul.001G261400Protein translocation.mitochondrion.outer mitochondrion membrane TOM translocation system.component Tom20
translocase of outer membrane 20 kDa subunit 3Phvul.001G261400PTHR32409:SF3 - MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM20-1-RELATED (1 of 2)Phvul.001G261400Protein translocation.mitochondrion.outer mitochondrion membrane TOM translocation system.component Tom20
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
ubiquitin C-terminal hydrolase 3 Phvul.002G000300K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)  (1 of 2)Phvul.002G000300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.RUB/NEDD8 conjugation (neddylation).RUB maturation.ubiquitin carboxyl-terminal hydrolase (UCH3)
Ribosomal RNA adenine dimethylase family proteinPhvul.002G167300PTHR11727:SF12 - DIMETHYLADENOSINE TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.002G167300Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.rRNA adenosine dimethylase (DIM1B)
Ribosomal RNA adenine dimethylase family proteinPhvul.002G167300PTHR11727:SF12 - DIMETHYLADENOSINE TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.002G167300Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.rRNA adenosine dimethylase (DIM1B)
Ribosomal RNA adenine dimethylase family proteinPhvul.002G167300PTHR11727:SF12 - DIMETHYLADENOSINE TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.002G167300Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.rRNA adenosine dimethylase (DIM1B)
Ribosomal RNA adenine dimethylase family proteinPhvul.002G167300PTHR11727:SF12 - DIMETHYLADENOSINE TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.002G167300Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.rRNA adenosine dimethylase (DIM1B)
Ribosomal RNA adenine dimethylase family proteinPhvul.002G167300PTHR11727:SF12 - DIMETHYLADENOSINE TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.002G167300Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.rRNA adenosine dimethylase (DIM1B)
Ribosomal RNA adenine dimethylase family proteinPhvul.002G167300PTHR11727:SF12 - DIMETHYLADENOSINE TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.002G167300Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.rRNA adenosine dimethylase (DIM1B)
Ribosomal RNA adenine dimethylase family proteinPhvul.002G167300PTHR11727:SF12 - DIMETHYLADENOSINE TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.002G167300Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.rRNA adenosine dimethylase (DIM1B)
Ribosomal RNA adenine dimethylase family proteinPhvul.002G167300PTHR11727:SF12 - DIMETHYLADENOSINE TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.002G167300Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.rRNA adenosine dimethylase (DIM1B)
Ribosomal RNA adenine dimethylase family proteinPhvul.002G167300PTHR11727:SF12 - DIMETHYLADENOSINE TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.002G167300Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.rRNA adenosine dimethylase (DIM1B)
Ribosomal RNA adenine dimethylase family proteinPhvul.002G167300PTHR11727:SF12 - DIMETHYLADENOSINE TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.002G167300Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.rRNA adenosine dimethylase (DIM1B)
Ribosomal RNA adenine dimethylase family proteinPhvul.002G167300PTHR11727:SF12 - DIMETHYLADENOSINE TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.002G167300Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.rRNA adenosine dimethylase (DIM1B)
Ribosomal RNA adenine dimethylase family proteinPhvul.002G167300PTHR11727:SF12 - DIMETHYLADENOSINE TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.002G167300Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.rRNA adenosine dimethylase (DIM1B)
zinc finger (C2H2 type) family protein Phvul.002G248200PTHR14003 - TRANSCRIPTIONAL REPRESSOR PROTEIN YY (1 of 1)Phvul.002G248200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
zinc finger (C2H2 type) family protein Phvul.002G248200PTHR14003 - TRANSCRIPTIONAL REPRESSOR PROTEIN YY (1 of 1)Phvul.002G248200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
zinc finger (C2H2 type) family protein Phvul.002G248200PTHR14003 - TRANSCRIPTIONAL REPRESSOR PROTEIN YY (1 of 1)Phvul.002G248200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
zinc finger (C2H2 type) family protein Phvul.002G248200PTHR14003 - TRANSCRIPTIONAL REPRESSOR PROTEIN YY (1 of 1)Phvul.002G248200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
zinc finger (C2H2 type) family protein Phvul.002G248200PTHR14003 - TRANSCRIPTIONAL REPRESSOR PROTEIN YY (1 of 1)Phvul.002G248200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
zinc finger (C2H2 type) family protein Phvul.002G248200PTHR14003 - TRANSCRIPTIONAL REPRESSOR PROTEIN YY (1 of 1)Phvul.002G248200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
zinc finger (C2H2 type) family protein Phvul.002G248200PTHR14003 - TRANSCRIPTIONAL REPRESSOR PROTEIN YY (1 of 1)Phvul.002G248200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
zinc finger (C2H2 type) family protein Phvul.002G248200PTHR14003 - TRANSCRIPTIONAL REPRESSOR PROTEIN YY (1 of 1)Phvul.002G248200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
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zinc finger (C2H2 type) family protein Phvul.002G248200PTHR14003 - TRANSCRIPTIONAL REPRESSOR PROTEIN YY (1 of 1)Phvul.002G248200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
zinc finger (C2H2 type) family protein Phvul.002G248200PTHR14003 - TRANSCRIPTIONAL REPRESSOR PROTEIN YY (1 of 1)Phvul.002G248200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
zinc finger (C2H2 type) family protein Phvul.002G248200PTHR14003 - TRANSCRIPTIONAL REPRESSOR PROTEIN YY (1 of 1)Phvul.002G248200RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)
HCP-like superfamily protein Phvul.002G330600K14026 - SEL1 protein (SEL1, SEL1L)  (1 of 1)Phvul.002G330600Protein homeostasis.ubiquitin-proteasome system.ER-associated protein degradation (ERAD).HRD1 E3 ubiquitin ligase complex.adaptor protein component HRD3
tRNA synthetase class I (I, L, M and V) family proteinPhvul.003G1056006.1.1.5 - Isoleucine--tRNA ligase / Isoleucyl-tRNA synthetase (1 of 2)Phvul.003G105600Protein biosynthesis.aminoacyl-tRNA synthetase activities.isoleucine-tRNA ligase
tRNA synthetase class I (I, L, M and V) family proteinPhvul.003G1056006.1.1.5 - Isoleucine--tRNA ligase / Isoleucyl-tRNA synthetase (1 of 2)Phvul.003G105600Protein biosynthesis.aminoacyl-tRNA synthetase activities.isoleucine-tRNA ligase
tRNA synthetase class I (I, L, M and V) family proteinPhvul.003G1056006.1.1.5 - Isoleucine--tRNA ligase / Isoleucyl-tRNA synthetase (1 of 2)Phvul.003G105600Protein biosynthesis.aminoacyl-tRNA synthetase activities.isoleucine-tRNA ligase
tRNA synthetase class I (I, L, M and V) family proteinPhvul.003G1056006.1.1.5 - Isoleucine--tRNA ligase / Isoleucyl-tRNA synthetase (1 of 2)Phvul.003G105600Protein biosynthesis.aminoacyl-tRNA synthetase activities.isoleucine-tRNA ligase
tRNA synthetase class I (I, L, M and V) family proteinPhvul.003G1056006.1.1.5 - Isoleucine--tRNA ligase / Isoleucyl-tRNA synthetase (1 of 2)Phvul.003G105600Protein biosynthesis.aminoacyl-tRNA synthetase activities.isoleucine-tRNA ligase
tRNA synthetase class I (I, L, M and V) family proteinPhvul.003G1056006.1.1.5 - Isoleucine--tRNA ligase / Isoleucyl-tRNA synthetase (1 of 2)Phvul.003G105600Protein biosynthesis.aminoacyl-tRNA synthetase activities.isoleucine-tRNA ligase
tRNA synthetase class I (I, L, M and V) family proteinPhvul.003G1056006.1.1.5 - Isoleucine--tRNA ligase / Isoleucyl-tRNA synthetase (1 of 2)Phvul.003G105600Protein biosynthesis.aminoacyl-tRNA synthetase activities.isoleucine-tRNA ligase
tRNA synthetase class I (I, L, M and V) family proteinPhvul.003G1056006.1.1.5 - Isoleucine--tRNA ligase / Isoleucyl-tRNA synthetase (1 of 2)Phvul.003G105600Protein biosynthesis.aminoacyl-tRNA synthetase activities.isoleucine-tRNA ligase
tRNA synthetase class I (I, L, M and V) family proteinPhvul.003G1056006.1.1.5 - Isoleucine--tRNA ligase / Isoleucyl-tRNA synthetase (1 of 2)Phvul.003G105600Protein biosynthesis.aminoacyl-tRNA synthetase activities.isoleucine-tRNA ligase
tRNA synthetase class I (I, L, M and V) family proteinPhvul.003G1056006.1.1.5 - Isoleucine--tRNA ligase / Isoleucyl-tRNA synthetase (1 of 2)Phvul.003G105600Protein biosynthesis.aminoacyl-tRNA synthetase activities.isoleucine-tRNA ligase
tRNA synthetase class I (I, L, M and V) family proteinPhvul.003G1056006.1.1.5 - Isoleucine--tRNA ligase / Isoleucyl-tRNA synthetase (1 of 2)Phvul.003G105600Protein biosynthesis.aminoacyl-tRNA synthetase activities.isoleucine-tRNA ligase
tRNA synthetase class I (I, L, M and V) family proteinPhvul.003G1056006.1.1.5 - Isoleucine--tRNA ligase / Isoleucyl-tRNA synthetase (1 of 2)Phvul.003G105600Protein biosynthesis.aminoacyl-tRNA synthetase activities.isoleucine-tRNA ligase
ATP binding microtubule motor family proteinPhvul.003G127400PTHR24115:SF509 - KINESIN-LIKE PROTEIN NACK2 (1 of 1)Phvul.003G127400Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-7)
ATP binding microtubule motor family proteinPhvul.003G127400PTHR24115:SF509 - KINESIN-LIKE PROTEIN NACK2 (1 of 1)Phvul.003G127400Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-7)
ATP binding microtubule motor family proteinPhvul.003G127400PTHR24115:SF509 - KINESIN-LIKE PROTEIN NACK2 (1 of 1)Phvul.003G127400Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-7)
ATP binding microtubule motor family proteinPhvul.003G127400PTHR24115:SF509 - KINESIN-LIKE PROTEIN NACK2 (1 of 1)Phvul.003G127400Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-7)
ATP binding microtubule motor family proteinPhvul.003G127400PTHR24115:SF509 - KINESIN-LIKE PROTEIN NACK2 (1 of 1)Phvul.003G127400Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-7)
ATP binding microtubule motor family proteinPhvul.003G127400PTHR24115:SF509 - KINESIN-LIKE PROTEIN NACK2 (1 of 1)Phvul.003G127400Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-7)
ATP binding microtubule motor family proteinPhvul.003G127400PTHR24115:SF509 - KINESIN-LIKE PROTEIN NACK2 (1 of 1)Phvul.003G127400Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-7)
ATP binding microtubule motor family proteinPhvul.003G127400PTHR24115:SF509 - KINESIN-LIKE PROTEIN NACK2 (1 of 1)Phvul.003G127400Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-7)
ATP binding microtubule motor family proteinPhvul.003G127400PTHR24115:SF509 - KINESIN-LIKE PROTEIN NACK2 (1 of 1)Phvul.003G127400Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-7)
ATP binding microtubule motor family proteinPhvul.003G127400PTHR24115:SF509 - KINESIN-LIKE PROTEIN NACK2 (1 of 1)Phvul.003G127400Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-7)
ATP binding microtubule motor family proteinPhvul.003G127400PTHR24115:SF509 - KINESIN-LIKE PROTEIN NACK2 (1 of 1)Phvul.003G127400Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-7)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
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autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
autoinhibited Ca2+ -ATPase, isoform 8 Phvul.003G140200PF00122//PF00689//PF00690//PF00702//PF12515 - E1-E2 ATPase (E1-E2_ATPase)  // Cation transporting ATPase, C-terminus (Cation_ATPase_C)  // Cation transporter/ATPase, N-terminus (Cation_ATPase_N)  // haloacid dehalogenase-like hydrolase (Hydrolase)  // Ca2+-ATPase N terminal autoinhibitory domain (CaATP_NAI)  (1 of 3)Phvul.003G140200Solute transport.primary active transport.P-type ATPase superfamily.P2 family.P2B-type calcium cation-transporting ATPase (ACA)
RAB GTPase homolog E1B Phvul.003G205600PTHR23115//PTHR23115:SF146 - TRANSLATION FACTOR // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G205600Protein biosynthesis.organelle machinery.translation elongation.elongation factor (EF-Tu)
RAB GTPase homolog E1B Phvul.003G205600PTHR23115//PTHR23115:SF146 - TRANSLATION FACTOR // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G205600Protein biosynthesis.organelle machinery.translation elongation.elongation factor (EF-Tu)
RAB GTPase homolog E1B Phvul.003G205600PTHR23115//PTHR23115:SF146 - TRANSLATION FACTOR // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G205600Protein biosynthesis.organelle machinery.translation elongation.elongation factor (EF-Tu)
RAB GTPase homolog E1B Phvul.003G205600PTHR23115//PTHR23115:SF146 - TRANSLATION FACTOR // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G205600Protein biosynthesis.organelle machinery.translation elongation.elongation factor (EF-Tu)
RAB GTPase homolog E1B Phvul.003G205600PTHR23115//PTHR23115:SF146 - TRANSLATION FACTOR // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G205600Protein biosynthesis.organelle machinery.translation elongation.elongation factor (EF-Tu)
RAB GTPase homolog E1B Phvul.003G205600PTHR23115//PTHR23115:SF146 - TRANSLATION FACTOR // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G205600Protein biosynthesis.organelle machinery.translation elongation.elongation factor (EF-Tu)
RAB GTPase homolog E1B Phvul.003G205600PTHR23115//PTHR23115:SF146 - TRANSLATION FACTOR // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G205600Protein biosynthesis.organelle machinery.translation elongation.elongation factor (EF-Tu)
RAB GTPase homolog E1B Phvul.003G205600PTHR23115//PTHR23115:SF146 - TRANSLATION FACTOR // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G205600Protein biosynthesis.organelle machinery.translation elongation.elongation factor (EF-Tu)
RAB GTPase homolog E1B Phvul.003G205600PTHR23115//PTHR23115:SF146 - TRANSLATION FACTOR // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G205600Protein biosynthesis.organelle machinery.translation elongation.elongation factor (EF-Tu)
RAB GTPase homolog E1B Phvul.003G205600PTHR23115//PTHR23115:SF146 - TRANSLATION FACTOR // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G205600Protein biosynthesis.organelle machinery.translation elongation.elongation factor (EF-Tu)
RAB GTPase homolog E1B Phvul.003G205600PTHR23115//PTHR23115:SF146 - TRANSLATION FACTOR // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G205600Protein biosynthesis.organelle machinery.translation elongation.elongation factor (EF-Tu)
RAB GTPase homolog E1B Phvul.003G205600PTHR23115//PTHR23115:SF146 - TRANSLATION FACTOR // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G205600Protein biosynthesis.organelle machinery.translation elongation.elongation factor (EF-Tu)
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G012700PTHR24092:SF75 - PHOSPHOLIPID-TRANSPORTING ATPASE 8-RELATED (1 of 4)Phvul.004G012700Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G012700PTHR24092:SF75 - PHOSPHOLIPID-TRANSPORTING ATPASE 8-RELATED (1 of 4)Phvul.004G012700Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G012700PTHR24092:SF75 - PHOSPHOLIPID-TRANSPORTING ATPASE 8-RELATED (1 of 4)Phvul.004G012700Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G012700PTHR24092:SF75 - PHOSPHOLIPID-TRANSPORTING ATPASE 8-RELATED (1 of 4)Phvul.004G012700Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G012700PTHR24092:SF75 - PHOSPHOLIPID-TRANSPORTING ATPASE 8-RELATED (1 of 4)Phvul.004G012700Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G012700PTHR24092:SF75 - PHOSPHOLIPID-TRANSPORTING ATPASE 8-RELATED (1 of 4)Phvul.004G012700Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G012700PTHR24092:SF75 - PHOSPHOLIPID-TRANSPORTING ATPASE 8-RELATED (1 of 4)Phvul.004G012700Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G012700PTHR24092:SF75 - PHOSPHOLIPID-TRANSPORTING ATPASE 8-RELATED (1 of 4)Phvul.004G012700Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G012700PTHR24092:SF75 - PHOSPHOLIPID-TRANSPORTING ATPASE 8-RELATED (1 of 4)Phvul.004G012700Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G012700PTHR24092:SF75 - PHOSPHOLIPID-TRANSPORTING ATPASE 8-RELATED (1 of 4)Phvul.004G012700Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G012700PTHR24092:SF75 - PHOSPHOLIPID-TRANSPORTING ATPASE 8-RELATED (1 of 4)Phvul.004G012700Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.004G012700PTHR24092:SF75 - PHOSPHOLIPID-TRANSPORTING ATPASE 8-RELATED (1 of 4)Phvul.004G012700Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
Stress responsive A/B Barrel Domain Phvul.005G126400PF07876 - Stress responsive A/B Barrel Domain (Dabb)  (1 of 7)Phvul.005G126400not assigned.annotated
Stress responsive A/B Barrel Domain Phvul.005G126400PF07876 - Stress responsive A/B Barrel Domain (Dabb)  (1 of 7)Phvul.005G126400not assigned.annotated
Stress responsive A/B Barrel Domain Phvul.005G126400PF07876 - Stress responsive A/B Barrel Domain (Dabb)  (1 of 7)Phvul.005G126400not assigned.annotated
Stress responsive A/B Barrel Domain Phvul.005G126400PF07876 - Stress responsive A/B Barrel Domain (Dabb)  (1 of 7)Phvul.005G126400not assigned.annotated
Stress responsive A/B Barrel Domain Phvul.005G126400PF07876 - Stress responsive A/B Barrel Domain (Dabb)  (1 of 7)Phvul.005G126400not assigned.annotated
Stress responsive A/B Barrel Domain Phvul.005G126400PF07876 - Stress responsive A/B Barrel Domain (Dabb)  (1 of 7)Phvul.005G126400not assigned.annotated
Stress responsive A/B Barrel Domain Phvul.005G126400PF07876 - Stress responsive A/B Barrel Domain (Dabb)  (1 of 7)Phvul.005G126400not assigned.annotated
Stress responsive A/B Barrel Domain Phvul.005G126400PF07876 - Stress responsive A/B Barrel Domain (Dabb)  (1 of 7)Phvul.005G126400not assigned.annotated
Stress responsive A/B Barrel Domain Phvul.005G126400PF07876 - Stress responsive A/B Barrel Domain (Dabb)  (1 of 7)Phvul.005G126400not assigned.annotated
Stress responsive A/B Barrel Domain Phvul.005G126400PF07876 - Stress responsive A/B Barrel Domain (Dabb)  (1 of 7)Phvul.005G126400not assigned.annotated
Stress responsive A/B Barrel Domain Phvul.005G126400PF07876 - Stress responsive A/B Barrel Domain (Dabb)  (1 of 7)Phvul.005G126400not assigned.annotated
Stress responsive A/B Barrel Domain Phvul.005G126400PF07876 - Stress responsive A/B Barrel Domain (Dabb)  (1 of 7)Phvul.005G126400not assigned.annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.006G200700K14553 - U3 small nucleolar RNA-associated protein 18 (UTP18)  (1 of 1)Phvul.006G200700Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU processome.pre-40S ribosomal subunit nuclear assembly.UtpB module.assembly factor (UTP18)
Transducin/WD40 repeat-like superfamily proteinPhvul.006G200700K14553 - U3 small nucleolar RNA-associated protein 18 (UTP18)  (1 of 1)Phvul.006G200700Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU processome.pre-40S ribosomal subunit nuclear assembly.UtpB module.assembly factor (UTP18)
Transducin/WD40 repeat-like superfamily proteinPhvul.006G200700K14553 - U3 small nucleolar RNA-associated protein 18 (UTP18)  (1 of 1)Phvul.006G200700Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU processome.pre-40S ribosomal subunit nuclear assembly.UtpB module.assembly factor (UTP18)
Transducin/WD40 repeat-like superfamily proteinPhvul.006G200700K14553 - U3 small nucleolar RNA-associated protein 18 (UTP18)  (1 of 1)Phvul.006G200700Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU processome.pre-40S ribosomal subunit nuclear assembly.UtpB module.assembly factor (UTP18)
Transducin/WD40 repeat-like superfamily proteinPhvul.006G200700K14553 - U3 small nucleolar RNA-associated protein 18 (UTP18)  (1 of 1)Phvul.006G200700Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU processome.pre-40S ribosomal subunit nuclear assembly.UtpB module.assembly factor (UTP18)
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Transducin/WD40 repeat-like superfamily proteinPhvul.006G200700K14553 - U3 small nucleolar RNA-associated protein 18 (UTP18)  (1 of 1)Phvul.006G200700Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU processome.pre-40S ribosomal subunit nuclear assembly.UtpB module.assembly factor (UTP18)
Transducin/WD40 repeat-like superfamily proteinPhvul.006G200700K14553 - U3 small nucleolar RNA-associated protein 18 (UTP18)  (1 of 1)Phvul.006G200700Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU processome.pre-40S ribosomal subunit nuclear assembly.UtpB module.assembly factor (UTP18)
Transducin/WD40 repeat-like superfamily proteinPhvul.006G200700K14553 - U3 small nucleolar RNA-associated protein 18 (UTP18)  (1 of 1)Phvul.006G200700Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU processome.pre-40S ribosomal subunit nuclear assembly.UtpB module.assembly factor (UTP18)
Transducin/WD40 repeat-like superfamily proteinPhvul.006G200700K14553 - U3 small nucleolar RNA-associated protein 18 (UTP18)  (1 of 1)Phvul.006G200700Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU processome.pre-40S ribosomal subunit nuclear assembly.UtpB module.assembly factor (UTP18)
Transducin/WD40 repeat-like superfamily proteinPhvul.006G200700K14553 - U3 small nucleolar RNA-associated protein 18 (UTP18)  (1 of 1)Phvul.006G200700Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU processome.pre-40S ribosomal subunit nuclear assembly.UtpB module.assembly factor (UTP18)
Transducin/WD40 repeat-like superfamily proteinPhvul.006G200700K14553 - U3 small nucleolar RNA-associated protein 18 (UTP18)  (1 of 1)Phvul.006G200700Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU processome.pre-40S ribosomal subunit nuclear assembly.UtpB module.assembly factor (UTP18)
Transducin/WD40 repeat-like superfamily proteinPhvul.006G200700K14553 - U3 small nucleolar RNA-associated protein 18 (UTP18)  (1 of 1)Phvul.006G200700Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU processome.pre-40S ribosomal subunit nuclear assembly.UtpB module.assembly factor (UTP18)
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G188900PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.007G188900RNA processing.organelle machinery.RNA editing.mitochondrial RNA editing factor activities (PPR-type).RNA editing factor (MEF10)
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G188900PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.007G188900RNA processing.organelle machinery.RNA editing.mitochondrial RNA editing factor activities (PPR-type).RNA editing factor (MEF10)
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G188900PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.007G188900RNA processing.organelle machinery.RNA editing.mitochondrial RNA editing factor activities (PPR-type).RNA editing factor (MEF10)
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G188900PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.007G188900RNA processing.organelle machinery.RNA editing.mitochondrial RNA editing factor activities (PPR-type).RNA editing factor (MEF10)
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G188900PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.007G188900RNA processing.organelle machinery.RNA editing.mitochondrial RNA editing factor activities (PPR-type).RNA editing factor (MEF10)
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G188900PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.007G188900RNA processing.organelle machinery.RNA editing.mitochondrial RNA editing factor activities (PPR-type).RNA editing factor (MEF10)
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G188900PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.007G188900RNA processing.organelle machinery.RNA editing.mitochondrial RNA editing factor activities (PPR-type).RNA editing factor (MEF10)
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G188900PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.007G188900RNA processing.organelle machinery.RNA editing.mitochondrial RNA editing factor activities (PPR-type).RNA editing factor (MEF10)
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G188900PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.007G188900RNA processing.organelle machinery.RNA editing.mitochondrial RNA editing factor activities (PPR-type).RNA editing factor (MEF10)
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G188900PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.007G188900RNA processing.organelle machinery.RNA editing.mitochondrial RNA editing factor activities (PPR-type).RNA editing factor (MEF10)
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G188900PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.007G188900RNA processing.organelle machinery.RNA editing.mitochondrial RNA editing factor activities (PPR-type).RNA editing factor (MEF10)
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G189100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.007G189100not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G189100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.007G189100not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G189100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.007G189100not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G189100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.007G189100not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G189100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.007G189100not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G189100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.007G189100not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G189100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.007G189100not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G189100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.007G189100not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G189100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.007G189100not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G189100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.007G189100not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G189100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.007G189100not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.007G189100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.007G189100not assigned.annotated
AMP-dependent synthetase and ligase family proteinPhvul.007G212500PTHR24096:SF111 - LONG CHAIN ACYL-COA SYNTHETASE 1 (1 of 1)Phvul.007G212500Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond
AMP-dependent synthetase and ligase family proteinPhvul.007G212500PTHR24096:SF111 - LONG CHAIN ACYL-COA SYNTHETASE 1 (1 of 1)Phvul.007G212500Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond
AMP-dependent synthetase and ligase family proteinPhvul.007G212500PTHR24096:SF111 - LONG CHAIN ACYL-COA SYNTHETASE 1 (1 of 1)Phvul.007G212500Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond
AMP-dependent synthetase and ligase family proteinPhvul.007G212500PTHR24096:SF111 - LONG CHAIN ACYL-COA SYNTHETASE 1 (1 of 1)Phvul.007G212500Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond
AMP-dependent synthetase and ligase family proteinPhvul.007G212500PTHR24096:SF111 - LONG CHAIN ACYL-COA SYNTHETASE 1 (1 of 1)Phvul.007G212500Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond
AMP-dependent synthetase and ligase family proteinPhvul.007G212500PTHR24096:SF111 - LONG CHAIN ACYL-COA SYNTHETASE 1 (1 of 1)Phvul.007G212500Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond
AMP-dependent synthetase and ligase family proteinPhvul.007G212500PTHR24096:SF111 - LONG CHAIN ACYL-COA SYNTHETASE 1 (1 of 1)Phvul.007G212500Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond
AMP-dependent synthetase and ligase family proteinPhvul.007G212500PTHR24096:SF111 - LONG CHAIN ACYL-COA SYNTHETASE 1 (1 of 1)Phvul.007G212500Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond
AMP-dependent synthetase and ligase family proteinPhvul.007G212500PTHR24096:SF111 - LONG CHAIN ACYL-COA SYNTHETASE 1 (1 of 1)Phvul.007G212500Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond
AMP-dependent synthetase and ligase family proteinPhvul.007G212500PTHR24096:SF111 - LONG CHAIN ACYL-COA SYNTHETASE 1 (1 of 1)Phvul.007G212500Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond
AMP-dependent synthetase and ligase family proteinPhvul.007G212500PTHR24096:SF111 - LONG CHAIN ACYL-COA SYNTHETASE 1 (1 of 1)Phvul.007G212500Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond
AMP-dependent synthetase and ligase family proteinPhvul.007G212500PTHR24096:SF111 - LONG CHAIN ACYL-COA SYNTHETASE 1 (1 of 1)Phvul.007G212500Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
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late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
late embryogenesis abundant protein, putative / LEA protein, putativePhvul.007G225200PTHR23241:SF11 - LATE EMBRYOGENESIS ABUNDANT PROTEIN (ATECP63)-RELATED (1 of 1)Phvul.007G225200not assigned.not annotated
HXXXD-type acyl-transferase family proteinPhvul.007G280800PTHR31642:SF9 - (Z)-3-HEXEN-1-OL ACETYLTRANSFERASE (1 of 8)Phvul.007G280800Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase
HXXXD-type acyl-transferase family proteinPhvul.007G280800PTHR31642:SF9 - (Z)-3-HEXEN-1-OL ACETYLTRANSFERASE (1 of 8)Phvul.007G280800Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase
HXXXD-type acyl-transferase family proteinPhvul.007G280800PTHR31642:SF9 - (Z)-3-HEXEN-1-OL ACETYLTRANSFERASE (1 of 8)Phvul.007G280800Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase
HXXXD-type acyl-transferase family proteinPhvul.007G280800PTHR31642:SF9 - (Z)-3-HEXEN-1-OL ACETYLTRANSFERASE (1 of 8)Phvul.007G280800Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase
HXXXD-type acyl-transferase family proteinPhvul.007G280800PTHR31642:SF9 - (Z)-3-HEXEN-1-OL ACETYLTRANSFERASE (1 of 8)Phvul.007G280800Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase
HXXXD-type acyl-transferase family proteinPhvul.007G280800PTHR31642:SF9 - (Z)-3-HEXEN-1-OL ACETYLTRANSFERASE (1 of 8)Phvul.007G280800Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase
HXXXD-type acyl-transferase family proteinPhvul.007G280800PTHR31642:SF9 - (Z)-3-HEXEN-1-OL ACETYLTRANSFERASE (1 of 8)Phvul.007G280800Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase
HXXXD-type acyl-transferase family proteinPhvul.007G280800PTHR31642:SF9 - (Z)-3-HEXEN-1-OL ACETYLTRANSFERASE (1 of 8)Phvul.007G280800Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase
HXXXD-type acyl-transferase family proteinPhvul.007G280800PTHR31642:SF9 - (Z)-3-HEXEN-1-OL ACETYLTRANSFERASE (1 of 8)Phvul.007G280800Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase
HXXXD-type acyl-transferase family proteinPhvul.007G280800PTHR31642:SF9 - (Z)-3-HEXEN-1-OL ACETYLTRANSFERASE (1 of 8)Phvul.007G280800Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase
HXXXD-type acyl-transferase family proteinPhvul.007G280800PTHR31642:SF9 - (Z)-3-HEXEN-1-OL ACETYLTRANSFERASE (1 of 8)Phvul.007G280800Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase
HXXXD-type acyl-transferase family proteinPhvul.007G280800PTHR31642:SF9 - (Z)-3-HEXEN-1-OL ACETYLTRANSFERASE (1 of 8)Phvul.007G280800Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase
LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G020700PTHR23155//PTHR23155:SF497 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G020700not assigned.annotated
LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G020700PTHR23155//PTHR23155:SF497 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G020700not assigned.annotated
LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G020700PTHR23155//PTHR23155:SF497 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G020700not assigned.annotated
LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G020700PTHR23155//PTHR23155:SF497 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G020700not assigned.annotated
LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G020700PTHR23155//PTHR23155:SF497 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G020700not assigned.annotated
LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G020700PTHR23155//PTHR23155:SF497 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G020700not assigned.annotated
LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G020700PTHR23155//PTHR23155:SF497 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G020700not assigned.annotated
LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G020700PTHR23155//PTHR23155:SF497 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G020700not assigned.annotated
LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G020700PTHR23155//PTHR23155:SF497 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G020700not assigned.annotated
LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G020700PTHR23155//PTHR23155:SF497 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G020700not assigned.annotated
LRR and NB-ARC domains-containing disease resistance proteinPhvul.008G020700PTHR23155//PTHR23155:SF497 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G020700not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
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Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.008G046300PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.008G046300not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
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Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated
Tetratricopeptide repeat (TPR)-like superfamily protein0 0 Phvul.008G118100not assigned.not annotated

0 Phvul.008G143300KOG3102 - Uncharacterized conserved protein (1 of 2)Phvul.008G143300not assigned.not annotated
0 Phvul.008G143300KOG3102 - Uncharacterized conserved protein (1 of 2)Phvul.008G143300not assigned.not annotated
0 Phvul.008G143300KOG3102 - Uncharacterized conserved protein (1 of 2)Phvul.008G143300not assigned.not annotated
0 Phvul.008G143300KOG3102 - Uncharacterized conserved protein (1 of 2)Phvul.008G143300not assigned.not annotated
0 Phvul.008G143300KOG3102 - Uncharacterized conserved protein (1 of 2)Phvul.008G143300not assigned.not annotated
0 Phvul.008G143300KOG3102 - Uncharacterized conserved protein (1 of 2)Phvul.008G143300not assigned.not annotated
0 Phvul.008G143300KOG3102 - Uncharacterized conserved protein (1 of 2)Phvul.008G143300not assigned.not annotated
0 Phvul.008G143300KOG3102 - Uncharacterized conserved protein (1 of 2)Phvul.008G143300not assigned.not annotated
0 Phvul.008G143300KOG3102 - Uncharacterized conserved protein (1 of 2)Phvul.008G143300not assigned.not annotated
0 Phvul.008G143300KOG3102 - Uncharacterized conserved protein (1 of 2)Phvul.008G143300not assigned.not annotated
0 Phvul.008G143300KOG3102 - Uncharacterized conserved protein (1 of 2)Phvul.008G143300not assigned.not annotated

Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
Pseudouridine synthase family protein Phvul.009G019500PTHR11079:SF73 - RNA PSEUDOURIDINE SYNTHASE 2, CHLOROPLASTIC (1 of 1)Phvul.009G019500RNA processing.tRNA modification.pseudouridylation.dual-specificity tRNA/rRNA pseudouridine synthase (RluA)
K-box region and MADS-box transcription factor family protein Phvul.009G037300PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.009G037300RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.009G037300PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.009G037300RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.009G037300PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.009G037300RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.009G037300PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.009G037300RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.009G037300PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.009G037300RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
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K-box region and MADS-box transcription factor family protein Phvul.009G037300PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.009G037300RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.009G037300PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.009G037300RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.009G037300PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.009G037300RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.009G037300PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.009G037300RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.009G037300PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.009G037300RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.009G037300PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.009G037300RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
K-box region and MADS-box transcription factor family protein Phvul.009G037300PTHR11945:SF179 - MADS-BOX PROTEIN SVP (1 of 4)Phvul.009G037300RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G065100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G065100not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G065100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G065100not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G065100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G065100not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G065100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G065100not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G065100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G065100not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G065100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G065100not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G065100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G065100not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G065100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G065100not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G065100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G065100not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G065100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G065100not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G065100PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G065100not assigned.annotated

0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3
0 Phvul.009G230000PTHR31115:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.009G230000RNA biosynthesis.RNA polymerase II-dependent transcription.SAGA transcription co-activator complex.HAT histone acetyltransferase module.component ADA3

homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
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homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
homolog of yeast sucrose nonfermenting 4Phvul.009G246000PTHR13780//PTHR13780:SF43 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G246000not assigned.annotated
lipoxygenase 1 Phvul.010G135101K15718 - linoleate 9S-lipoxygenase (LOX1_5)  (1 of 19)Phvul.010G135101Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
lipoxygenase 1 Phvul.010G135151K15718 - linoleate 9S-lipoxygenase (LOX1_5)  (1 of 19)Phvul.010G135151Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)
cytokinin oxidase/dehydrogenase 6 Phvul.011G014000PTHR13878:SF53 - CYTOKININ DEHYDROGENASE 6 (1 of 3)Phvul.011G014000Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenase
cytokinin oxidase/dehydrogenase 6 Phvul.011G014000PTHR13878:SF53 - CYTOKININ DEHYDROGENASE 6 (1 of 3)Phvul.011G014000Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenase
cytokinin oxidase/dehydrogenase 6 Phvul.011G014000PTHR13878:SF53 - CYTOKININ DEHYDROGENASE 6 (1 of 3)Phvul.011G014000Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenase
cytokinin oxidase/dehydrogenase 6 Phvul.011G014000PTHR13878:SF53 - CYTOKININ DEHYDROGENASE 6 (1 of 3)Phvul.011G014000Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenase
cytokinin oxidase/dehydrogenase 6 Phvul.011G014000PTHR13878:SF53 - CYTOKININ DEHYDROGENASE 6 (1 of 3)Phvul.011G014000Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenase
cytokinin oxidase/dehydrogenase 6 Phvul.011G014000PTHR13878:SF53 - CYTOKININ DEHYDROGENASE 6 (1 of 3)Phvul.011G014000Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenase
cytokinin oxidase/dehydrogenase 6 Phvul.011G014000PTHR13878:SF53 - CYTOKININ DEHYDROGENASE 6 (1 of 3)Phvul.011G014000Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenase
cytokinin oxidase/dehydrogenase 6 Phvul.011G014000PTHR13878:SF53 - CYTOKININ DEHYDROGENASE 6 (1 of 3)Phvul.011G014000Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenase
cytokinin oxidase/dehydrogenase 6 Phvul.011G014000PTHR13878:SF53 - CYTOKININ DEHYDROGENASE 6 (1 of 3)Phvul.011G014000Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenase
cytokinin oxidase/dehydrogenase 6 Phvul.011G014000PTHR13878:SF53 - CYTOKININ DEHYDROGENASE 6 (1 of 3)Phvul.011G014000Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenase
cytokinin oxidase/dehydrogenase 6 Phvul.011G014000PTHR13878:SF53 - CYTOKININ DEHYDROGENASE 6 (1 of 3)Phvul.011G014000Phytohormone action.cytokinin.conjugation and degradation.cytokinin dehydrogenase
Histone superfamily protein Phvul.011G087500K11252 - histone H2B (H2B)  (1 of 10)Phvul.011G087500Chromatin organisation.histones.histone (H2B)
Histone superfamily protein Phvul.011G087500K11252 - histone H2B (H2B)  (1 of 10)Phvul.011G087500Chromatin organisation.histones.histone (H2B)
Histone superfamily protein Phvul.011G087500K11252 - histone H2B (H2B)  (1 of 10)Phvul.011G087500Chromatin organisation.histones.histone (H2B)
Histone superfamily protein Phvul.011G087500K11252 - histone H2B (H2B)  (1 of 10)Phvul.011G087500Chromatin organisation.histones.histone (H2B)
Histone superfamily protein Phvul.011G087500K11252 - histone H2B (H2B)  (1 of 10)Phvul.011G087500Chromatin organisation.histones.histone (H2B)
Histone superfamily protein Phvul.011G087500K11252 - histone H2B (H2B)  (1 of 10)Phvul.011G087500Chromatin organisation.histones.histone (H2B)
Histone superfamily protein Phvul.011G087500K11252 - histone H2B (H2B)  (1 of 10)Phvul.011G087500Chromatin organisation.histones.histone (H2B)
Histone superfamily protein Phvul.011G087500K11252 - histone H2B (H2B)  (1 of 10)Phvul.011G087500Chromatin organisation.histones.histone (H2B)
Histone superfamily protein Phvul.011G087500K11252 - histone H2B (H2B)  (1 of 10)Phvul.011G087500Chromatin organisation.histones.histone (H2B)
Histone superfamily protein Phvul.011G087500K11252 - histone H2B (H2B)  (1 of 10)Phvul.011G087500Chromatin organisation.histones.histone (H2B)
Histone superfamily protein Phvul.011G087500K11252 - histone H2B (H2B)  (1 of 10)Phvul.011G087500Chromatin organisation.histones.histone (H2B)
Histone superfamily protein Phvul.011G087500K11252 - histone H2B (H2B)  (1 of 10)Phvul.011G087500Chromatin organisation.histones.histone (H2B)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
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plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
plant glycogenin-like starch initiation protein 3Phvul.001G021800PTHR11183:SF44 - UDP-GLUCURONATE:XYLAN ALPHA-GLUCURONOSYLTRANSFERASE 2 (1 of 2)Phvul.001G021800Cell wall organisation.hemicellulose.xylan.biosynthesis.glucuronosyltransferase activities.glucuronosyltransferase (GUX)
gibberellin 3-oxidase 1 Phvul.001G055000K04124 - gibberellin 3-beta-dioxygenase (E1.14.11.15)  (1 of 5)Phvul.001G055000Phytohormone action.gibberellin.biosynthesis.gibberellin 3-oxidase
gibberellin 3-oxidase 1 Phvul.001G055000K04124 - gibberellin 3-beta-dioxygenase (E1.14.11.15)  (1 of 5)Phvul.001G055000Phytohormone action.gibberellin.biosynthesis.gibberellin 3-oxidase
gibberellin 3-oxidase 1 Phvul.001G055000K04124 - gibberellin 3-beta-dioxygenase (E1.14.11.15)  (1 of 5)Phvul.001G055000Phytohormone action.gibberellin.biosynthesis.gibberellin 3-oxidase
gibberellin 3-oxidase 1 Phvul.001G055000K04124 - gibberellin 3-beta-dioxygenase (E1.14.11.15)  (1 of 5)Phvul.001G055000Phytohormone action.gibberellin.biosynthesis.gibberellin 3-oxidase
gibberellin 3-oxidase 1 Phvul.001G055000K04124 - gibberellin 3-beta-dioxygenase (E1.14.11.15)  (1 of 5)Phvul.001G055000Phytohormone action.gibberellin.biosynthesis.gibberellin 3-oxidase
gibberellin 3-oxidase 1 Phvul.001G055000K04124 - gibberellin 3-beta-dioxygenase (E1.14.11.15)  (1 of 5)Phvul.001G055000Phytohormone action.gibberellin.biosynthesis.gibberellin 3-oxidase
gibberellin 3-oxidase 1 Phvul.001G055000K04124 - gibberellin 3-beta-dioxygenase (E1.14.11.15)  (1 of 5)Phvul.001G055000Phytohormone action.gibberellin.biosynthesis.gibberellin 3-oxidase
gibberellin 3-oxidase 1 Phvul.001G055000K04124 - gibberellin 3-beta-dioxygenase (E1.14.11.15)  (1 of 5)Phvul.001G055000Phytohormone action.gibberellin.biosynthesis.gibberellin 3-oxidase
gibberellin 3-oxidase 1 Phvul.001G055000K04124 - gibberellin 3-beta-dioxygenase (E1.14.11.15)  (1 of 5)Phvul.001G055000Phytohormone action.gibberellin.biosynthesis.gibberellin 3-oxidase
gibberellin 3-oxidase 1 Phvul.001G055000K04124 - gibberellin 3-beta-dioxygenase (E1.14.11.15)  (1 of 5)Phvul.001G055000Phytohormone action.gibberellin.biosynthesis.gibberellin 3-oxidase
gibberellin 3-oxidase 1 Phvul.001G055000K04124 - gibberellin 3-beta-dioxygenase (E1.14.11.15)  (1 of 5)Phvul.001G055000Phytohormone action.gibberellin.biosynthesis.gibberellin 3-oxidase
gibberellin 3-oxidase 1 Phvul.001G055000K04124 - gibberellin 3-beta-dioxygenase (E1.14.11.15)  (1 of 5)Phvul.001G055000Phytohormone action.gibberellin.biosynthesis.gibberellin 3-oxidase
methylthioalkylmalate synthase-like 4 Phvul.001G1038332.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G103833not assigned.annotated
methylthioalkylmalate synthase-like 4 Phvul.001G1038332.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G103833not assigned.annotated
methylthioalkylmalate synthase-like 4 Phvul.001G1038332.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G103833not assigned.annotated
methylthioalkylmalate synthase-like 4 Phvul.001G1038332.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G103833not assigned.annotated
methylthioalkylmalate synthase-like 4 Phvul.001G1038332.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G103833not assigned.annotated
methylthioalkylmalate synthase-like 4 Phvul.001G1038332.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G103833not assigned.annotated
methylthioalkylmalate synthase-like 4 Phvul.001G1038332.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G103833not assigned.annotated
methylthioalkylmalate synthase-like 4 Phvul.001G1038332.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G103833not assigned.annotated
methylthioalkylmalate synthase-like 4 Phvul.001G1038332.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G103833not assigned.annotated
methylthioalkylmalate synthase-like 4 Phvul.001G1038332.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G103833not assigned.annotated
methylthioalkylmalate synthase-like 4 Phvul.001G1038332.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G103833not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
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2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
2-isopropylmalate synthase 1 Phvul.001G1097802.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetase (1 of 7)Phvul.001G109780not assigned.annotated
Eukaryotic aspartyl protease family proteinPhvul.001G229200PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.001G229200Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.001G229200PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.001G229200Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.001G229200PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.001G229200Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.001G229200PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.001G229200Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.001G229200PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.001G229200Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.001G229200PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.001G229200Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.001G229200PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.001G229200Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.001G229200PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.001G229200Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.001G229200PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.001G229200Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.001G229200PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.001G229200Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.001G229200PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.001G229200Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.001G229200PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.001G229200Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
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Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Rubber elongation factor protein (REF) Phvul.001G261800PF05755 - Rubber elongation factor protein (REF) (REF)  (1 of 4)Phvul.001G261800Lipid metabolism.lipid bodies-associated activities.associated factor (LDAP)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Protein of unknown function (DUF677) Phvul.002G026300PF05055 - Protein of unknown function (DUF677) (DUF677)  (1 of 9)Phvul.002G026300Cytoskeleton organisation.cytoskeleton-plasma membrane-cell wall interface.integrin-like protein (AT14a)
Sec1/munc18-like (SM) proteins superfamilyPhvul.002G202700PTHR11679:SF2 - SEC1 FAMILY DOMAIN-CONTAINING PROTEIN 1 (1 of 1)Phvul.002G202700not assigned.annotated
Sec1/munc18-like (SM) proteins superfamilyPhvul.002G202700PTHR11679:SF2 - SEC1 FAMILY DOMAIN-CONTAINING PROTEIN 1 (1 of 1)Phvul.002G202700not assigned.annotated
Sec1/munc18-like (SM) proteins superfamilyPhvul.002G202700PTHR11679:SF2 - SEC1 FAMILY DOMAIN-CONTAINING PROTEIN 1 (1 of 1)Phvul.002G202700not assigned.annotated
Sec1/munc18-like (SM) proteins superfamilyPhvul.002G202700PTHR11679:SF2 - SEC1 FAMILY DOMAIN-CONTAINING PROTEIN 1 (1 of 1)Phvul.002G202700not assigned.annotated
Sec1/munc18-like (SM) proteins superfamilyPhvul.002G202700PTHR11679:SF2 - SEC1 FAMILY DOMAIN-CONTAINING PROTEIN 1 (1 of 1)Phvul.002G202700not assigned.annotated
Sec1/munc18-like (SM) proteins superfamilyPhvul.002G202700PTHR11679:SF2 - SEC1 FAMILY DOMAIN-CONTAINING PROTEIN 1 (1 of 1)Phvul.002G202700not assigned.annotated
Sec1/munc18-like (SM) proteins superfamilyPhvul.002G202700PTHR11679:SF2 - SEC1 FAMILY DOMAIN-CONTAINING PROTEIN 1 (1 of 1)Phvul.002G202700not assigned.annotated
Sec1/munc18-like (SM) proteins superfamilyPhvul.002G202700PTHR11679:SF2 - SEC1 FAMILY DOMAIN-CONTAINING PROTEIN 1 (1 of 1)Phvul.002G202700not assigned.annotated
Sec1/munc18-like (SM) proteins superfamilyPhvul.002G202700PTHR11679:SF2 - SEC1 FAMILY DOMAIN-CONTAINING PROTEIN 1 (1 of 1)Phvul.002G202700not assigned.annotated
Sec1/munc18-like (SM) proteins superfamilyPhvul.002G202700PTHR11679:SF2 - SEC1 FAMILY DOMAIN-CONTAINING PROTEIN 1 (1 of 1)Phvul.002G202700not assigned.annotated
Sec1/munc18-like (SM) proteins superfamilyPhvul.002G202700PTHR11679:SF2 - SEC1 FAMILY DOMAIN-CONTAINING PROTEIN 1 (1 of 1)Phvul.002G202700not assigned.annotated
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
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ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
ethylene-forming enzyme Phvul.002G326600K05933 - aminocyclopropanecarboxylate oxidase (E1.14.17.4)  (1 of 9)Phvul.002G326600Phytohormone action.ethylene.biosynthesis.1-aminocyclopropane-1-carboxylate (ACC) oxidase
Peroxidase superfamily protein Phvul.003G078600PTHR31235:SF69 - PEROXIDASE 42 (1 of 1)Phvul.003G078600not assigned.annotated
Peroxidase superfamily protein Phvul.003G078600PTHR31235:SF69 - PEROXIDASE 42 (1 of 1)Phvul.003G078600not assigned.annotated
Peroxidase superfamily protein Phvul.003G078600PTHR31235:SF69 - PEROXIDASE 42 (1 of 1)Phvul.003G078600not assigned.annotated
Peroxidase superfamily protein Phvul.003G078600PTHR31235:SF69 - PEROXIDASE 42 (1 of 1)Phvul.003G078600not assigned.annotated
Peroxidase superfamily protein Phvul.003G078600PTHR31235:SF69 - PEROXIDASE 42 (1 of 1)Phvul.003G078600not assigned.annotated
Peroxidase superfamily protein Phvul.003G078600PTHR31235:SF69 - PEROXIDASE 42 (1 of 1)Phvul.003G078600not assigned.annotated
Peroxidase superfamily protein Phvul.003G078600PTHR31235:SF69 - PEROXIDASE 42 (1 of 1)Phvul.003G078600not assigned.annotated
Peroxidase superfamily protein Phvul.003G078600PTHR31235:SF69 - PEROXIDASE 42 (1 of 1)Phvul.003G078600not assigned.annotated
Peroxidase superfamily protein Phvul.003G078600PTHR31235:SF69 - PEROXIDASE 42 (1 of 1)Phvul.003G078600not assigned.annotated
Peroxidase superfamily protein Phvul.003G078600PTHR31235:SF69 - PEROXIDASE 42 (1 of 1)Phvul.003G078600not assigned.annotated
Peroxidase superfamily protein Phvul.003G078600PTHR31235:SF69 - PEROXIDASE 42 (1 of 1)Phvul.003G078600not assigned.annotated
Syntaxin/t-SNARE family protein Phvul.003G146200PF09177 - Syntaxin 6, N-terminal (Syntaxin-6_N)  (1 of 5)Phvul.003G146200not assigned.not annotated
Syntaxin/t-SNARE family protein Phvul.003G146200PF09177 - Syntaxin 6, N-terminal (Syntaxin-6_N)  (1 of 5)Phvul.003G146200not assigned.not annotated
Syntaxin/t-SNARE family protein Phvul.003G146200PF09177 - Syntaxin 6, N-terminal (Syntaxin-6_N)  (1 of 5)Phvul.003G146200not assigned.not annotated
Syntaxin/t-SNARE family protein Phvul.003G146200PF09177 - Syntaxin 6, N-terminal (Syntaxin-6_N)  (1 of 5)Phvul.003G146200not assigned.not annotated
Syntaxin/t-SNARE family protein Phvul.003G146200PF09177 - Syntaxin 6, N-terminal (Syntaxin-6_N)  (1 of 5)Phvul.003G146200not assigned.not annotated
Syntaxin/t-SNARE family protein Phvul.003G146200PF09177 - Syntaxin 6, N-terminal (Syntaxin-6_N)  (1 of 5)Phvul.003G146200not assigned.not annotated
Syntaxin/t-SNARE family protein Phvul.003G146200PF09177 - Syntaxin 6, N-terminal (Syntaxin-6_N)  (1 of 5)Phvul.003G146200not assigned.not annotated
Syntaxin/t-SNARE family protein Phvul.003G146200PF09177 - Syntaxin 6, N-terminal (Syntaxin-6_N)  (1 of 5)Phvul.003G146200not assigned.not annotated
Syntaxin/t-SNARE family protein Phvul.003G146200PF09177 - Syntaxin 6, N-terminal (Syntaxin-6_N)  (1 of 5)Phvul.003G146200not assigned.not annotated
Syntaxin/t-SNARE family protein Phvul.003G146200PF09177 - Syntaxin 6, N-terminal (Syntaxin-6_N)  (1 of 5)Phvul.003G146200not assigned.not annotated
Syntaxin/t-SNARE family protein Phvul.003G146200PF09177 - Syntaxin 6, N-terminal (Syntaxin-6_N)  (1 of 5)Phvul.003G146200not assigned.not annotated
Syntaxin/t-SNARE family protein Phvul.003G146200PF09177 - Syntaxin 6, N-terminal (Syntaxin-6_N)  (1 of 5)Phvul.003G146200not assigned.not annotated

0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
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0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated

MA3 domain-containing protein Phvul.003G207600PTHR12626:SF0 - LD21074P (1 of 1)Phvul.003G207600Multi-process regulation.Target Of Rapamycin (TOR) signalling.TOR kinase substrates.S6K-dependent protein translation regulator (MRF)
MA3 domain-containing protein Phvul.003G207600PTHR12626:SF0 - LD21074P (1 of 1)Phvul.003G207600Multi-process regulation.Target Of Rapamycin (TOR) signalling.TOR kinase substrates.S6K-dependent protein translation regulator (MRF)
MA3 domain-containing protein Phvul.003G207600PTHR12626:SF0 - LD21074P (1 of 1)Phvul.003G207600Multi-process regulation.Target Of Rapamycin (TOR) signalling.TOR kinase substrates.S6K-dependent protein translation regulator (MRF)
MA3 domain-containing protein Phvul.003G207600PTHR12626:SF0 - LD21074P (1 of 1)Phvul.003G207600Multi-process regulation.Target Of Rapamycin (TOR) signalling.TOR kinase substrates.S6K-dependent protein translation regulator (MRF)
MA3 domain-containing protein Phvul.003G207600PTHR12626:SF0 - LD21074P (1 of 1)Phvul.003G207600Multi-process regulation.Target Of Rapamycin (TOR) signalling.TOR kinase substrates.S6K-dependent protein translation regulator (MRF)
MA3 domain-containing protein Phvul.003G207600PTHR12626:SF0 - LD21074P (1 of 1)Phvul.003G207600Multi-process regulation.Target Of Rapamycin (TOR) signalling.TOR kinase substrates.S6K-dependent protein translation regulator (MRF)
MA3 domain-containing protein Phvul.003G207600PTHR12626:SF0 - LD21074P (1 of 1)Phvul.003G207600Multi-process regulation.Target Of Rapamycin (TOR) signalling.TOR kinase substrates.S6K-dependent protein translation regulator (MRF)
MA3 domain-containing protein Phvul.003G207600PTHR12626:SF0 - LD21074P (1 of 1)Phvul.003G207600Multi-process regulation.Target Of Rapamycin (TOR) signalling.TOR kinase substrates.S6K-dependent protein translation regulator (MRF)
MA3 domain-containing protein Phvul.003G207600PTHR12626:SF0 - LD21074P (1 of 1)Phvul.003G207600Multi-process regulation.Target Of Rapamycin (TOR) signalling.TOR kinase substrates.S6K-dependent protein translation regulator (MRF)
MA3 domain-containing protein Phvul.003G207600PTHR12626:SF0 - LD21074P (1 of 1)Phvul.003G207600Multi-process regulation.Target Of Rapamycin (TOR) signalling.TOR kinase substrates.S6K-dependent protein translation regulator (MRF)
MA3 domain-containing protein Phvul.003G207600PTHR12626:SF0 - LD21074P (1 of 1)Phvul.003G207600Multi-process regulation.Target Of Rapamycin (TOR) signalling.TOR kinase substrates.S6K-dependent protein translation regulator (MRF)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
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nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
nitrate transporter 1.1 Phvul.003G218500PTHR11654:SF78 - PROTEIN NRT1/ PTR FAMILY 6.3 (1 of 2)Phvul.003G218500Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)
tRNA/rRNA methyltransferase (SpoU) family proteinPhvul.003G225400PTHR12029//PTHR12029:SF56 - RNA METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.003G225400RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM3)
Granulin repeat cysteine protease family proteinPhvul.003G240800PTHR12411//PTHR12411:SF349 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.003G240800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.003G240800PTHR12411//PTHR12411:SF349 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.003G240800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.003G240800PTHR12411//PTHR12411:SF349 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.003G240800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.003G240800PTHR12411//PTHR12411:SF349 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.003G240800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.003G240800PTHR12411//PTHR12411:SF349 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.003G240800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.003G240800PTHR12411//PTHR12411:SF349 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.003G240800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.003G240800PTHR12411//PTHR12411:SF349 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.003G240800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.003G240800PTHR12411//PTHR12411:SF349 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.003G240800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.003G240800PTHR12411//PTHR12411:SF349 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.003G240800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.003G240800PTHR12411//PTHR12411:SF349 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.003G240800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.003G240800PTHR12411//PTHR12411:SF349 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.003G240800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.003G240800PTHR12411//PTHR12411:SF349 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.003G240800Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Pyridoxal phosphate (PLP)-dependent transferases superfamily proteinPhvul.003G248700PTHR14237:SF31 - CATALYTIC/ PYRIDOXAL PHOSPHATE BINDING PROTEIN (1 of 2)Phvul.003G248700not assigned.annotated
Pyridoxal phosphate (PLP)-dependent transferases superfamily proteinPhvul.003G249000PTHR14237:SF31 - CATALYTIC/ PYRIDOXAL PHOSPHATE BINDING PROTEIN (1 of 2)Phvul.003G249000not assigned.annotated
Sec14p-like phosphatidylinositol transfer family proteinPhvul.003G273400PTHR23324:SF84 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH13-RELATED (1 of 2)Phvul.003G273400not assigned.annotated
Sec14p-like phosphatidylinositol transfer family proteinPhvul.003G273400PTHR23324:SF84 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH13-RELATED (1 of 2)Phvul.003G273400not assigned.annotated
Sec14p-like phosphatidylinositol transfer family proteinPhvul.003G273400PTHR23324:SF84 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH13-RELATED (1 of 2)Phvul.003G273400not assigned.annotated
Sec14p-like phosphatidylinositol transfer family proteinPhvul.003G273400PTHR23324:SF84 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH13-RELATED (1 of 2)Phvul.003G273400not assigned.annotated
Sec14p-like phosphatidylinositol transfer family proteinPhvul.003G273400PTHR23324:SF84 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH13-RELATED (1 of 2)Phvul.003G273400not assigned.annotated
Sec14p-like phosphatidylinositol transfer family proteinPhvul.003G273400PTHR23324:SF84 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH13-RELATED (1 of 2)Phvul.003G273400not assigned.annotated
Sec14p-like phosphatidylinositol transfer family proteinPhvul.003G273400PTHR23324:SF84 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH13-RELATED (1 of 2)Phvul.003G273400not assigned.annotated
Sec14p-like phosphatidylinositol transfer family proteinPhvul.003G273400PTHR23324:SF84 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH13-RELATED (1 of 2)Phvul.003G273400not assigned.annotated
Sec14p-like phosphatidylinositol transfer family proteinPhvul.003G273400PTHR23324:SF84 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH13-RELATED (1 of 2)Phvul.003G273400not assigned.annotated
Sec14p-like phosphatidylinositol transfer family proteinPhvul.003G273400PTHR23324:SF84 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH13-RELATED (1 of 2)Phvul.003G273400not assigned.annotated
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Sec14p-like phosphatidylinositol transfer family proteinPhvul.003G273400PTHR23324:SF84 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH13-RELATED (1 of 2)Phvul.003G273400not assigned.annotated
Sec14p-like phosphatidylinositol transfer family proteinPhvul.003G273400PTHR23324:SF84 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH13-RELATED (1 of 2)Phvul.003G273400not assigned.annotated
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
aminophospholipid ATPase 2 Phvul.005G101400K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.005G101400Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALA
Transducin/WD40 repeat-like superfamily proteinPhvul.006G060500K12616 - enhancer of mRNA-decapping protein 4 (EDC4)  (1 of 2)Phvul.006G060500RNA processing.RNA surveillance.mRNA deadenylation-dependent decay.mRNA decapping complex.scaffold component VCS
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
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Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Leucine-rich repeat protein kinase family proteinPhvul.006G174400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.006G174400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
integral membrane TerC family protein Phvul.007G161800PTHR30238 - MEMBRANE BOUND PREDICTED REDOX MODULATOR (1 of 1)Phvul.007G161800Photosynthesis.photophosphorylation.photosystem II.assembly and maintenance.assembly factor (TerC)
integral membrane TerC family protein Phvul.007G161800PTHR30238 - MEMBRANE BOUND PREDICTED REDOX MODULATOR (1 of 1)Phvul.007G161800Photosynthesis.photophosphorylation.photosystem II.assembly and maintenance.assembly factor (TerC)
integral membrane TerC family protein Phvul.007G161800PTHR30238 - MEMBRANE BOUND PREDICTED REDOX MODULATOR (1 of 1)Phvul.007G161800Photosynthesis.photophosphorylation.photosystem II.assembly and maintenance.assembly factor (TerC)
integral membrane TerC family protein Phvul.007G161800PTHR30238 - MEMBRANE BOUND PREDICTED REDOX MODULATOR (1 of 1)Phvul.007G161800Photosynthesis.photophosphorylation.photosystem II.assembly and maintenance.assembly factor (TerC)
integral membrane TerC family protein Phvul.007G161800PTHR30238 - MEMBRANE BOUND PREDICTED REDOX MODULATOR (1 of 1)Phvul.007G161800Photosynthesis.photophosphorylation.photosystem II.assembly and maintenance.assembly factor (TerC)
integral membrane TerC family protein Phvul.007G161800PTHR30238 - MEMBRANE BOUND PREDICTED REDOX MODULATOR (1 of 1)Phvul.007G161800Photosynthesis.photophosphorylation.photosystem II.assembly and maintenance.assembly factor (TerC)
integral membrane TerC family protein Phvul.007G161800PTHR30238 - MEMBRANE BOUND PREDICTED REDOX MODULATOR (1 of 1)Phvul.007G161800Photosynthesis.photophosphorylation.photosystem II.assembly and maintenance.assembly factor (TerC)
integral membrane TerC family protein Phvul.007G161800PTHR30238 - MEMBRANE BOUND PREDICTED REDOX MODULATOR (1 of 1)Phvul.007G161800Photosynthesis.photophosphorylation.photosystem II.assembly and maintenance.assembly factor (TerC)
integral membrane TerC family protein Phvul.007G161800PTHR30238 - MEMBRANE BOUND PREDICTED REDOX MODULATOR (1 of 1)Phvul.007G161800Photosynthesis.photophosphorylation.photosystem II.assembly and maintenance.assembly factor (TerC)
integral membrane TerC family protein Phvul.007G161800PTHR30238 - MEMBRANE BOUND PREDICTED REDOX MODULATOR (1 of 1)Phvul.007G161800Photosynthesis.photophosphorylation.photosystem II.assembly and maintenance.assembly factor (TerC)
integral membrane TerC family protein Phvul.007G161800PTHR30238 - MEMBRANE BOUND PREDICTED REDOX MODULATOR (1 of 1)Phvul.007G161800Photosynthesis.photophosphorylation.photosystem II.assembly and maintenance.assembly factor (TerC)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
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DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
DEGP protease 2 Phvul.007G166500PTHR22939:SF83 - PROTEASE DO-LIKE 2, CHLOROPLASTIC (1 of 1)Phvul.007G166500Protein homeostasis.proteolysis.serine-type peptidase activities.S1-class protease (Deg)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
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Do not distribute

Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
Transducin/WD40 repeat-like superfamily proteinPhvul.007G184400K15361 - WD repeat-containing protein 48 (WDR48, UAF1)  (1 of 3)Phvul.007G184400not assigned.not annotated
DEAD box RNA helicase (RH3) Phvul.007G207200K16911 - ATP-dependent RNA helicase DDX21 [EC:3.6.4.13] (DDX21)  (1 of 3)Phvul.007G207200RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.007G207200K16911 - ATP-dependent RNA helicase DDX21 [EC:3.6.4.13] (DDX21)  (1 of 3)Phvul.007G207200RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.007G207200K16911 - ATP-dependent RNA helicase DDX21 [EC:3.6.4.13] (DDX21)  (1 of 3)Phvul.007G207200RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.007G207200K16911 - ATP-dependent RNA helicase DDX21 [EC:3.6.4.13] (DDX21)  (1 of 3)Phvul.007G207200RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.007G207200K16911 - ATP-dependent RNA helicase DDX21 [EC:3.6.4.13] (DDX21)  (1 of 3)Phvul.007G207200RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.007G207200K16911 - ATP-dependent RNA helicase DDX21 [EC:3.6.4.13] (DDX21)  (1 of 3)Phvul.007G207200RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.007G207200K16911 - ATP-dependent RNA helicase DDX21 [EC:3.6.4.13] (DDX21)  (1 of 3)Phvul.007G207200RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
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Do not distribute

DEAD box RNA helicase (RH3) Phvul.007G207200K16911 - ATP-dependent RNA helicase DDX21 [EC:3.6.4.13] (DDX21)  (1 of 3)Phvul.007G207200RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.007G207200K16911 - ATP-dependent RNA helicase DDX21 [EC:3.6.4.13] (DDX21)  (1 of 3)Phvul.007G207200RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.007G207200K16911 - ATP-dependent RNA helicase DDX21 [EC:3.6.4.13] (DDX21)  (1 of 3)Phvul.007G207200RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
DEAD box RNA helicase (RH3) Phvul.007G207200K16911 - ATP-dependent RNA helicase DDX21 [EC:3.6.4.13] (DDX21)  (1 of 3)Phvul.007G207200RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.group-II intron splicing.basal splicing factor (RH3)
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6
TATA BOX ASSOCIATED FACTOR II 59 Phvul.008G012100K03131 - transcription initiation factor TFIID subunit 6 (TAF6)  (1 of 2)Phvul.008G012100RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIId basal transcription regulation complex.component TAF6

0 0 0 Phvul.008G151600not assigned.not annotated
0 0 0 Phvul.008G151600not assigned.not annotated
0 0 0 Phvul.008G151600not assigned.not annotated
0 0 0 Phvul.008G151600not assigned.not annotated
0 0 0 Phvul.008G151600not assigned.not annotated
0 0 0 Phvul.008G151600not assigned.not annotated
0 0 0 Phvul.008G151600not assigned.not annotated
0 0 0 Phvul.008G151600not assigned.not annotated
0 0 0 Phvul.008G151600not assigned.not annotated
0 0 0 Phvul.008G151600not assigned.not annotated
0 0 0 Phvul.008G151600not assigned.not annotated

RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.008G206200PTHR24012:SF490 - UBP1-ASSOCIATED PROTEIN 2C (1 of 5)Phvul.008G206200not assigned.annotated
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.008G206200PTHR24012:SF490 - UBP1-ASSOCIATED PROTEIN 2C (1 of 5)Phvul.008G206200not assigned.annotated
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.008G206200PTHR24012:SF490 - UBP1-ASSOCIATED PROTEIN 2C (1 of 5)Phvul.008G206200not assigned.annotated
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.008G206200PTHR24012:SF490 - UBP1-ASSOCIATED PROTEIN 2C (1 of 5)Phvul.008G206200not assigned.annotated
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.008G206200PTHR24012:SF490 - UBP1-ASSOCIATED PROTEIN 2C (1 of 5)Phvul.008G206200not assigned.annotated
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.008G206200PTHR24012:SF490 - UBP1-ASSOCIATED PROTEIN 2C (1 of 5)Phvul.008G206200not assigned.annotated
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.008G206200PTHR24012:SF490 - UBP1-ASSOCIATED PROTEIN 2C (1 of 5)Phvul.008G206200not assigned.annotated
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RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.008G206200PTHR24012:SF490 - UBP1-ASSOCIATED PROTEIN 2C (1 of 5)Phvul.008G206200not assigned.annotated
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.008G206200PTHR24012:SF490 - UBP1-ASSOCIATED PROTEIN 2C (1 of 5)Phvul.008G206200not assigned.annotated
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.008G206200PTHR24012:SF490 - UBP1-ASSOCIATED PROTEIN 2C (1 of 5)Phvul.008G206200not assigned.annotated
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.008G206200PTHR24012:SF490 - UBP1-ASSOCIATED PROTEIN 2C (1 of 5)Phvul.008G206200not assigned.annotated
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.008G206200PTHR24012:SF490 - UBP1-ASSOCIATED PROTEIN 2C (1 of 5)Phvul.008G206200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.008G212400PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.008G212400not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.008G212400PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.008G212400not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.008G212400PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.008G212400not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.008G212400PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.008G212400not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.008G212400PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.008G212400not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.008G212400PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.008G212400not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.008G212400PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.008G212400not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.008G212400PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.008G212400not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.008G212400PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.008G212400not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.008G212400PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.008G212400not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.008G212400PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.008G212400not assigned.annotated
Eukaryotic aspartyl protease family proteinPhvul.008G237800PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.008G237800Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.008G237800PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.008G237800Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.008G237800PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.008G237800Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.008G237800PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.008G237800Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.008G237800PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.008G237800Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.008G237800PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.008G237800Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.008G237800PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.008G237800Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.008G237800PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.008G237800Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.008G237800PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.008G237800Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.008G237800PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.008G237800Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.008G237800PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.008G237800Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)
Eukaryotic aspartyl protease family proteinPhvul.008G237800PTHR13683:SF327 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.008G237800Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)

0 0 0 Phvul.009G010400not assigned.not annotated
0 0 0 Phvul.009G010400not assigned.not annotated
0 0 0 Phvul.009G010400not assigned.not annotated
0 0 0 Phvul.009G010400not assigned.not annotated
0 0 0 Phvul.009G010400not assigned.not annotated
0 0 0 Phvul.009G010400not assigned.not annotated
0 0 0 Phvul.009G010400not assigned.not annotated
0 0 0 Phvul.009G010400not assigned.not annotated
0 0 0 Phvul.009G010400not assigned.not annotated
0 0 0 Phvul.009G010400not assigned.not annotated
0 0 0 Phvul.009G010400not assigned.not annotated
0 0 0 Phvul.009G010400not assigned.not annotated

Transcription initiation factor IIF, beta subunitPhvul.009G013500K03139 - transcription initiation factor TFIIF subunit beta (TFIIF2, GTF2F2, TFG2)  (1 of 1)Phvul.009G013500RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIIf basal transcription factor heterodimer.subunit beta
Transcription initiation factor IIF, beta subunitPhvul.009G013500K03139 - transcription initiation factor TFIIF subunit beta (TFIIF2, GTF2F2, TFG2)  (1 of 1)Phvul.009G013500RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIIf basal transcription factor heterodimer.subunit beta
Transcription initiation factor IIF, beta subunitPhvul.009G013500K03139 - transcription initiation factor TFIIF subunit beta (TFIIF2, GTF2F2, TFG2)  (1 of 1)Phvul.009G013500RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIIf basal transcription factor heterodimer.subunit beta
Transcription initiation factor IIF, beta subunitPhvul.009G013500K03139 - transcription initiation factor TFIIF subunit beta (TFIIF2, GTF2F2, TFG2)  (1 of 1)Phvul.009G013500RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIIf basal transcription factor heterodimer.subunit beta
Transcription initiation factor IIF, beta subunitPhvul.009G013500K03139 - transcription initiation factor TFIIF subunit beta (TFIIF2, GTF2F2, TFG2)  (1 of 1)Phvul.009G013500RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIIf basal transcription factor heterodimer.subunit beta
Transcription initiation factor IIF, beta subunitPhvul.009G013500K03139 - transcription initiation factor TFIIF subunit beta (TFIIF2, GTF2F2, TFG2)  (1 of 1)Phvul.009G013500RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIIf basal transcription factor heterodimer.subunit beta
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Transcription initiation factor IIF, beta subunitPhvul.009G013500K03139 - transcription initiation factor TFIIF subunit beta (TFIIF2, GTF2F2, TFG2)  (1 of 1)Phvul.009G013500RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIIf basal transcription factor heterodimer.subunit beta
Transcription initiation factor IIF, beta subunitPhvul.009G013500K03139 - transcription initiation factor TFIIF subunit beta (TFIIF2, GTF2F2, TFG2)  (1 of 1)Phvul.009G013500RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIIf basal transcription factor heterodimer.subunit beta
Transcription initiation factor IIF, beta subunitPhvul.009G013500K03139 - transcription initiation factor TFIIF subunit beta (TFIIF2, GTF2F2, TFG2)  (1 of 1)Phvul.009G013500RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIIf basal transcription factor heterodimer.subunit beta
Transcription initiation factor IIF, beta subunitPhvul.009G013500K03139 - transcription initiation factor TFIIF subunit beta (TFIIF2, GTF2F2, TFG2)  (1 of 1)Phvul.009G013500RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIIf basal transcription factor heterodimer.subunit beta
Transcription initiation factor IIF, beta subunitPhvul.009G013500K03139 - transcription initiation factor TFIIF subunit beta (TFIIF2, GTF2F2, TFG2)  (1 of 1)Phvul.009G013500RNA biosynthesis.RNA polymerase II-dependent transcription.transcription initiation.TFIIf basal transcription factor heterodimer.subunit beta
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.009G080600PTHR24015:SF707 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (1 of 1)Phvul.009G080600not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.009G080600PTHR24015:SF707 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (1 of 1)Phvul.009G080600not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.009G080600PTHR24015:SF707 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (1 of 1)Phvul.009G080600not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.009G080600PTHR24015:SF707 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (1 of 1)Phvul.009G080600not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.009G080600PTHR24015:SF707 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (1 of 1)Phvul.009G080600not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.009G080600PTHR24015:SF707 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (1 of 1)Phvul.009G080600not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.009G080600PTHR24015:SF707 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (1 of 1)Phvul.009G080600not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.009G080600PTHR24015:SF707 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (1 of 1)Phvul.009G080600not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.009G080600PTHR24015:SF707 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (1 of 1)Phvul.009G080600not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.009G080600PTHR24015:SF707 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (1 of 1)Phvul.009G080600not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.009G080600PTHR24015:SF707 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (1 of 1)Phvul.009G080600not assigned.annotated
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.009G080600PTHR24015:SF707 - PENTATRICOPEPTIDE REPEAT-CONTAINING PROTEIN (1 of 1)Phvul.009G080600not assigned.annotated
COP9-signalosome 5B Phvul.009G100700K09613 - COP9 signalosome complex subunit 5 [EC:3.4.-.-] (COPS5, CSN5)  (1 of 1)Phvul.009G100700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN5
COP9-signalosome 5B Phvul.009G100700K09613 - COP9 signalosome complex subunit 5 [EC:3.4.-.-] (COPS5, CSN5)  (1 of 1)Phvul.009G100700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN5
COP9-signalosome 5B Phvul.009G100700K09613 - COP9 signalosome complex subunit 5 [EC:3.4.-.-] (COPS5, CSN5)  (1 of 1)Phvul.009G100700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN5
COP9-signalosome 5B Phvul.009G100700K09613 - COP9 signalosome complex subunit 5 [EC:3.4.-.-] (COPS5, CSN5)  (1 of 1)Phvul.009G100700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN5
COP9-signalosome 5B Phvul.009G100700K09613 - COP9 signalosome complex subunit 5 [EC:3.4.-.-] (COPS5, CSN5)  (1 of 1)Phvul.009G100700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN5
COP9-signalosome 5B Phvul.009G100700K09613 - COP9 signalosome complex subunit 5 [EC:3.4.-.-] (COPS5, CSN5)  (1 of 1)Phvul.009G100700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN5
COP9-signalosome 5B Phvul.009G100700K09613 - COP9 signalosome complex subunit 5 [EC:3.4.-.-] (COPS5, CSN5)  (1 of 1)Phvul.009G100700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN5
COP9-signalosome 5B Phvul.009G100700K09613 - COP9 signalosome complex subunit 5 [EC:3.4.-.-] (COPS5, CSN5)  (1 of 1)Phvul.009G100700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN5
COP9-signalosome 5B Phvul.009G100700K09613 - COP9 signalosome complex subunit 5 [EC:3.4.-.-] (COPS5, CSN5)  (1 of 1)Phvul.009G100700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN5
COP9-signalosome 5B Phvul.009G100700K09613 - COP9 signalosome complex subunit 5 [EC:3.4.-.-] (COPS5, CSN5)  (1 of 1)Phvul.009G100700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN5
COP9-signalosome 5B Phvul.009G100700K09613 - COP9 signalosome complex subunit 5 [EC:3.4.-.-] (COPS5, CSN5)  (1 of 1)Phvul.009G100700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN5
COP9-signalosome 5B Phvul.009G100700K09613 - COP9 signalosome complex subunit 5 [EC:3.4.-.-] (COPS5, CSN5)  (1 of 1)Phvul.009G100700Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.RUB deconjugation of neddylated cullin.COP9 signalosome complex.component CSN5
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G138700PF13371//PF14559 - Tetratricopeptide repeat (TPR_9)  // Tetratricopeptide repeat (TPR_19)  (1 of 1)Phvul.009G138700not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G138700PF13371//PF14559 - Tetratricopeptide repeat (TPR_9)  // Tetratricopeptide repeat (TPR_19)  (1 of 1)Phvul.009G138700not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G138700PF13371//PF14559 - Tetratricopeptide repeat (TPR_9)  // Tetratricopeptide repeat (TPR_19)  (1 of 1)Phvul.009G138700not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G138700PF13371//PF14559 - Tetratricopeptide repeat (TPR_9)  // Tetratricopeptide repeat (TPR_19)  (1 of 1)Phvul.009G138700not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G138700PF13371//PF14559 - Tetratricopeptide repeat (TPR_9)  // Tetratricopeptide repeat (TPR_19)  (1 of 1)Phvul.009G138700not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G138700PF13371//PF14559 - Tetratricopeptide repeat (TPR_9)  // Tetratricopeptide repeat (TPR_19)  (1 of 1)Phvul.009G138700not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G138700PF13371//PF14559 - Tetratricopeptide repeat (TPR_9)  // Tetratricopeptide repeat (TPR_19)  (1 of 1)Phvul.009G138700not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G138700PF13371//PF14559 - Tetratricopeptide repeat (TPR_9)  // Tetratricopeptide repeat (TPR_19)  (1 of 1)Phvul.009G138700not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G138700PF13371//PF14559 - Tetratricopeptide repeat (TPR_9)  // Tetratricopeptide repeat (TPR_19)  (1 of 1)Phvul.009G138700not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G138700PF13371//PF14559 - Tetratricopeptide repeat (TPR_9)  // Tetratricopeptide repeat (TPR_19)  (1 of 1)Phvul.009G138700not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.009G138700PF13371//PF14559 - Tetratricopeptide repeat (TPR_9)  // Tetratricopeptide repeat (TPR_19)  (1 of 1)Phvul.009G138700not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
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Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G141200PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.009G141200not assigned.annotated
Peroxidase superfamily protein Phvul.010G0668001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066800not assigned.annotated
Peroxidase superfamily protein Phvul.010G0668001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066800not assigned.annotated
Peroxidase superfamily protein Phvul.010G0668001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066800not assigned.annotated
Peroxidase superfamily protein Phvul.010G0668001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066800not assigned.annotated
Peroxidase superfamily protein Phvul.010G0668001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066800not assigned.annotated
Peroxidase superfamily protein Phvul.010G0668001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066800not assigned.annotated
Peroxidase superfamily protein Phvul.010G0668001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066800not assigned.annotated
Peroxidase superfamily protein Phvul.010G0668001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066800not assigned.annotated
Peroxidase superfamily protein Phvul.010G0668001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066800not assigned.annotated
Peroxidase superfamily protein Phvul.010G0668001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066800not assigned.annotated
Peroxidase superfamily protein Phvul.010G0668001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066800not assigned.annotated
Peroxidase superfamily protein Phvul.010G0668001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066800not assigned.annotated
Peroxidase superfamily protein Phvul.010G0669001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066900not assigned.annotated
Peroxidase superfamily protein Phvul.010G0669001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066900not assigned.annotated
Peroxidase superfamily protein Phvul.010G0669001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066900not assigned.annotated
Peroxidase superfamily protein Phvul.010G0669001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066900not assigned.annotated
Peroxidase superfamily protein Phvul.010G0669001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066900not assigned.annotated
Peroxidase superfamily protein Phvul.010G0669001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066900not assigned.annotated
Peroxidase superfamily protein Phvul.010G0669001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066900not assigned.annotated
Peroxidase superfamily protein Phvul.010G0669001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066900not assigned.annotated
Peroxidase superfamily protein Phvul.010G0669001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066900not assigned.annotated
Peroxidase superfamily protein Phvul.010G0669001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066900not assigned.annotated
Peroxidase superfamily protein Phvul.010G0669001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066900not assigned.annotated
Peroxidase superfamily protein Phvul.010G0669001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.010G066900not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
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APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
APRATAXIN-like Phvul.010G073200K10863 - aprataxin [EC:3.-.-.-] (APTX)  (1 of 1)Phvul.010G073200not assigned.annotated
nuclear factor Y, subunit C10 Phvul.011G077500PTHR10252:SF44 - DNA POLYMERASE EPSILON SUBUNIT C-RELATED (1 of 1)Phvul.011G077500RNA biosynthesis.transcriptional regulation.transcription factor (DPB3)
nuclear factor Y, subunit C10 Phvul.011G077500PTHR10252:SF44 - DNA POLYMERASE EPSILON SUBUNIT C-RELATED (1 of 1)Phvul.011G077500RNA biosynthesis.transcriptional regulation.transcription factor (DPB3)
nuclear factor Y, subunit C10 Phvul.011G077500PTHR10252:SF44 - DNA POLYMERASE EPSILON SUBUNIT C-RELATED (1 of 1)Phvul.011G077500RNA biosynthesis.transcriptional regulation.transcription factor (DPB3)
nuclear factor Y, subunit C10 Phvul.011G077500PTHR10252:SF44 - DNA POLYMERASE EPSILON SUBUNIT C-RELATED (1 of 1)Phvul.011G077500RNA biosynthesis.transcriptional regulation.transcription factor (DPB3)
nuclear factor Y, subunit C10 Phvul.011G077500PTHR10252:SF44 - DNA POLYMERASE EPSILON SUBUNIT C-RELATED (1 of 1)Phvul.011G077500RNA biosynthesis.transcriptional regulation.transcription factor (DPB3)
nuclear factor Y, subunit C10 Phvul.011G077500PTHR10252:SF44 - DNA POLYMERASE EPSILON SUBUNIT C-RELATED (1 of 1)Phvul.011G077500RNA biosynthesis.transcriptional regulation.transcription factor (DPB3)
nuclear factor Y, subunit C10 Phvul.011G077500PTHR10252:SF44 - DNA POLYMERASE EPSILON SUBUNIT C-RELATED (1 of 1)Phvul.011G077500RNA biosynthesis.transcriptional regulation.transcription factor (DPB3)
nuclear factor Y, subunit C10 Phvul.011G077500PTHR10252:SF44 - DNA POLYMERASE EPSILON SUBUNIT C-RELATED (1 of 1)Phvul.011G077500RNA biosynthesis.transcriptional regulation.transcription factor (DPB3)
nuclear factor Y, subunit C10 Phvul.011G077500PTHR10252:SF44 - DNA POLYMERASE EPSILON SUBUNIT C-RELATED (1 of 1)Phvul.011G077500RNA biosynthesis.transcriptional regulation.transcription factor (DPB3)
nuclear factor Y, subunit C10 Phvul.011G077500PTHR10252:SF44 - DNA POLYMERASE EPSILON SUBUNIT C-RELATED (1 of 1)Phvul.011G077500RNA biosynthesis.transcriptional regulation.transcription factor (DPB3)
nuclear factor Y, subunit C10 Phvul.011G077500PTHR10252:SF44 - DNA POLYMERASE EPSILON SUBUNIT C-RELATED (1 of 1)Phvul.011G077500RNA biosynthesis.transcriptional regulation.transcription factor (DPB3)
nuclear assembly factor 1 Phvul.011G112400K14763 - H/ACA ribonucleoprotein complex non-core subunit NAF1 (NAF1)  (1 of 1)Phvul.011G112400Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.pseudouridylation.H/ACA small nucleolar ribonucleoprotein (snoRNP) rRNA pseudouridylation complex.non-core component Nhp2/Naf1
nuclear assembly factor 1 Phvul.011G112400K14763 - H/ACA ribonucleoprotein complex non-core subunit NAF1 (NAF1)  (1 of 1)Phvul.011G112400Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.pseudouridylation.H/ACA small nucleolar ribonucleoprotein (snoRNP) rRNA pseudouridylation complex.non-core component Nhp2/Naf1
nuclear assembly factor 1 Phvul.011G112400K14763 - H/ACA ribonucleoprotein complex non-core subunit NAF1 (NAF1)  (1 of 1)Phvul.011G112400Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.pseudouridylation.H/ACA small nucleolar ribonucleoprotein (snoRNP) rRNA pseudouridylation complex.non-core component Nhp2/Naf1
nuclear assembly factor 1 Phvul.011G112400K14763 - H/ACA ribonucleoprotein complex non-core subunit NAF1 (NAF1)  (1 of 1)Phvul.011G112400Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.pseudouridylation.H/ACA small nucleolar ribonucleoprotein (snoRNP) rRNA pseudouridylation complex.non-core component Nhp2/Naf1
nuclear assembly factor 1 Phvul.011G112400K14763 - H/ACA ribonucleoprotein complex non-core subunit NAF1 (NAF1)  (1 of 1)Phvul.011G112400Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.pseudouridylation.H/ACA small nucleolar ribonucleoprotein (snoRNP) rRNA pseudouridylation complex.non-core component Nhp2/Naf1
nuclear assembly factor 1 Phvul.011G112400K14763 - H/ACA ribonucleoprotein complex non-core subunit NAF1 (NAF1)  (1 of 1)Phvul.011G112400Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.pseudouridylation.H/ACA small nucleolar ribonucleoprotein (snoRNP) rRNA pseudouridylation complex.non-core component Nhp2/Naf1
nuclear assembly factor 1 Phvul.011G112400K14763 - H/ACA ribonucleoprotein complex non-core subunit NAF1 (NAF1)  (1 of 1)Phvul.011G112400Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.pseudouridylation.H/ACA small nucleolar ribonucleoprotein (snoRNP) rRNA pseudouridylation complex.non-core component Nhp2/Naf1
nuclear assembly factor 1 Phvul.011G112400K14763 - H/ACA ribonucleoprotein complex non-core subunit NAF1 (NAF1)  (1 of 1)Phvul.011G112400Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.pseudouridylation.H/ACA small nucleolar ribonucleoprotein (snoRNP) rRNA pseudouridylation complex.non-core component Nhp2/Naf1
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nuclear assembly factor 1 Phvul.011G112400K14763 - H/ACA ribonucleoprotein complex non-core subunit NAF1 (NAF1)  (1 of 1)Phvul.011G112400Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.pseudouridylation.H/ACA small nucleolar ribonucleoprotein (snoRNP) rRNA pseudouridylation complex.non-core component Nhp2/Naf1
nuclear assembly factor 1 Phvul.011G112400K14763 - H/ACA ribonucleoprotein complex non-core subunit NAF1 (NAF1)  (1 of 1)Phvul.011G112400Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.pseudouridylation.H/ACA small nucleolar ribonucleoprotein (snoRNP) rRNA pseudouridylation complex.non-core component Nhp2/Naf1
nuclear assembly factor 1 Phvul.011G112400K14763 - H/ACA ribonucleoprotein complex non-core subunit NAF1 (NAF1)  (1 of 1)Phvul.011G112400Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.pseudouridylation.H/ACA small nucleolar ribonucleoprotein (snoRNP) rRNA pseudouridylation complex.non-core component Nhp2/Naf1
homeobox protein 52 Phvul.011G156800PTHR24326:SF257 - HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-52 (1 of 1)Phvul.011G156800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)
homeobox protein 52 Phvul.011G156800PTHR24326:SF257 - HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-52 (1 of 1)Phvul.011G156800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)
homeobox protein 52 Phvul.011G156800PTHR24326:SF257 - HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-52 (1 of 1)Phvul.011G156800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)
homeobox protein 52 Phvul.011G156800PTHR24326:SF257 - HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-52 (1 of 1)Phvul.011G156800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)
homeobox protein 52 Phvul.011G156800PTHR24326:SF257 - HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-52 (1 of 1)Phvul.011G156800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)
homeobox protein 52 Phvul.011G156800PTHR24326:SF257 - HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-52 (1 of 1)Phvul.011G156800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)
homeobox protein 52 Phvul.011G156800PTHR24326:SF257 - HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-52 (1 of 1)Phvul.011G156800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)
homeobox protein 52 Phvul.011G156800PTHR24326:SF257 - HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-52 (1 of 1)Phvul.011G156800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)
homeobox protein 52 Phvul.011G156800PTHR24326:SF257 - HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-52 (1 of 1)Phvul.011G156800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)
homeobox protein 52 Phvul.011G156800PTHR24326:SF257 - HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-52 (1 of 1)Phvul.011G156800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)
homeobox protein 52 Phvul.011G156800PTHR24326:SF257 - HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-52 (1 of 1)Phvul.011G156800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)
homeobox protein 52 Phvul.011G156800PTHR24326:SF257 - HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-52 (1 of 1)Phvul.011G156800RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)
Granulin repeat cysteine protease family proteinPhvul.001G024500PTHR12411//PTHR12411:SF352 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G024500Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.001G024500PTHR12411//PTHR12411:SF352 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G024500Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.001G024500PTHR12411//PTHR12411:SF352 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G024500Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.001G024500PTHR12411//PTHR12411:SF352 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G024500Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.001G024500PTHR12411//PTHR12411:SF352 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G024500Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.001G024500PTHR12411//PTHR12411:SF352 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G024500Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.001G024500PTHR12411//PTHR12411:SF352 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G024500Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.001G024500PTHR12411//PTHR12411:SF352 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G024500Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.001G024500PTHR12411//PTHR12411:SF352 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G024500Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.001G024500PTHR12411//PTHR12411:SF352 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G024500Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.001G024500PTHR12411//PTHR12411:SF352 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G024500Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Granulin repeat cysteine protease family proteinPhvul.001G024500PTHR12411//PTHR12411:SF352 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G024500Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
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Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.001G095200PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)Phvul.001G095200not assigned.annotated
Protein of unknown function, DUF593 Phvul.001G198800PTHR31422:SF0 - F26K24.14 PROTEIN-RELATED (1 of 2)Phvul.001G198800not assigned.annotated
Protein of unknown function, DUF593 Phvul.001G198800PTHR31422:SF0 - F26K24.14 PROTEIN-RELATED (1 of 2)Phvul.001G198800not assigned.annotated
Protein of unknown function, DUF593 Phvul.001G198800PTHR31422:SF0 - F26K24.14 PROTEIN-RELATED (1 of 2)Phvul.001G198800not assigned.annotated
Protein of unknown function, DUF593 Phvul.001G198800PTHR31422:SF0 - F26K24.14 PROTEIN-RELATED (1 of 2)Phvul.001G198800not assigned.annotated
Protein of unknown function, DUF593 Phvul.001G198800PTHR31422:SF0 - F26K24.14 PROTEIN-RELATED (1 of 2)Phvul.001G198800not assigned.annotated
Protein of unknown function, DUF593 Phvul.001G198800PTHR31422:SF0 - F26K24.14 PROTEIN-RELATED (1 of 2)Phvul.001G198800not assigned.annotated
Protein of unknown function, DUF593 Phvul.001G198800PTHR31422:SF0 - F26K24.14 PROTEIN-RELATED (1 of 2)Phvul.001G198800not assigned.annotated
Protein of unknown function, DUF593 Phvul.001G198800PTHR31422:SF0 - F26K24.14 PROTEIN-RELATED (1 of 2)Phvul.001G198800not assigned.annotated
Protein of unknown function, DUF593 Phvul.001G198800PTHR31422:SF0 - F26K24.14 PROTEIN-RELATED (1 of 2)Phvul.001G198800not assigned.annotated
Protein of unknown function, DUF593 Phvul.001G198800PTHR31422:SF0 - F26K24.14 PROTEIN-RELATED (1 of 2)Phvul.001G198800not assigned.annotated
Protein of unknown function, DUF593 Phvul.001G198800PTHR31422:SF0 - F26K24.14 PROTEIN-RELATED (1 of 2)Phvul.001G198800not assigned.annotated
Protein of unknown function, DUF593 Phvul.001G198800PTHR31422:SF0 - F26K24.14 PROTEIN-RELATED (1 of 2)Phvul.001G198800not assigned.annotated
FAR1-related sequence 5 Phvul.002G119401PTHR31669:SF54 - PROTEIN FAR1-RELATED SEQUENCE 5 (1 of 2)Phvul.002G119401RNA biosynthesis.transcriptional regulation.transcription factor (FAR1)
FAR1-related sequence 5 Phvul.002G119401PTHR31669:SF54 - PROTEIN FAR1-RELATED SEQUENCE 5 (1 of 2)Phvul.002G119401RNA biosynthesis.transcriptional regulation.transcription factor (FAR1)
FAR1-related sequence 5 Phvul.002G119401PTHR31669:SF54 - PROTEIN FAR1-RELATED SEQUENCE 5 (1 of 2)Phvul.002G119401RNA biosynthesis.transcriptional regulation.transcription factor (FAR1)
FAR1-related sequence 5 Phvul.002G119401PTHR31669:SF54 - PROTEIN FAR1-RELATED SEQUENCE 5 (1 of 2)Phvul.002G119401RNA biosynthesis.transcriptional regulation.transcription factor (FAR1)
FAR1-related sequence 5 Phvul.002G119401PTHR31669:SF54 - PROTEIN FAR1-RELATED SEQUENCE 5 (1 of 2)Phvul.002G119401RNA biosynthesis.transcriptional regulation.transcription factor (FAR1)
FAR1-related sequence 5 Phvul.002G119401PTHR31669:SF54 - PROTEIN FAR1-RELATED SEQUENCE 5 (1 of 2)Phvul.002G119401RNA biosynthesis.transcriptional regulation.transcription factor (FAR1)
FAR1-related sequence 5 Phvul.002G119401PTHR31669:SF54 - PROTEIN FAR1-RELATED SEQUENCE 5 (1 of 2)Phvul.002G119401RNA biosynthesis.transcriptional regulation.transcription factor (FAR1)
FAR1-related sequence 5 Phvul.002G119401PTHR31669:SF54 - PROTEIN FAR1-RELATED SEQUENCE 5 (1 of 2)Phvul.002G119401RNA biosynthesis.transcriptional regulation.transcription factor (FAR1)
FAR1-related sequence 5 Phvul.002G119401PTHR31669:SF54 - PROTEIN FAR1-RELATED SEQUENCE 5 (1 of 2)Phvul.002G119401RNA biosynthesis.transcriptional regulation.transcription factor (FAR1)
FAR1-related sequence 5 Phvul.002G119401PTHR31669:SF54 - PROTEIN FAR1-RELATED SEQUENCE 5 (1 of 2)Phvul.002G119401RNA biosynthesis.transcriptional regulation.transcription factor (FAR1)
FAR1-related sequence 5 Phvul.002G119401PTHR31669:SF54 - PROTEIN FAR1-RELATED SEQUENCE 5 (1 of 2)Phvul.002G119401RNA biosynthesis.transcriptional regulation.transcription factor (FAR1)
FAR1-related sequence 5 Phvul.002G119401PTHR31669:SF54 - PROTEIN FAR1-RELATED SEQUENCE 5 (1 of 2)Phvul.002G119401RNA biosynthesis.transcriptional regulation.transcription factor (FAR1)
RHO guanyl-nucleotide exchange factor 14Phvul.002G123300PTHR33101:SF2 - ROP GUANINE NUCLEOTIDE EXCHANGE FACTOR 14 (1 of 2)Phvul.002G123300Multi-process regulation.Rop-GTPase regulatory system.RopGEF guanine nucleotide exchange factor activities.exchange factor (PRONE)
RHO guanyl-nucleotide exchange factor 14Phvul.002G123300PTHR33101:SF2 - ROP GUANINE NUCLEOTIDE EXCHANGE FACTOR 14 (1 of 2)Phvul.002G123300Multi-process regulation.Rop-GTPase regulatory system.RopGEF guanine nucleotide exchange factor activities.exchange factor (PRONE)
Glutaredoxin family protein Phvul.002G327900PTHR10168:SF44 - GLUTAREDOXIN DOMAIN-CONTAINING CYSTEINE-RICH PROTEIN CG12206-RELATED (1 of 1)Phvul.002G327900not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
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CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
CRS1 / YhbY (CRM) domain-containing proteinPhvul.003G136300PTHR31846:SF7 - CRS1 / YHBY (CRM) DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.003G136300not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400not assigned.annotated
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400not assigned.annotated

0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated
0 0 0 Phvul.003G195900not assigned.not annotated

S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.003G2559002.1.1.274 - Salicylate carboxymethyltransferase / Salicylate O-methyltransferase (1 of 6)Phvul.003G255900Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.003G292800PF01535//PF13812//PF14432 - PPR repeat (PPR)  // Pentatricopeptide repeat domain (PPR_3)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 2)Phvul.003G292800RNA processing.organelle machinery.RNA editing.mitochondrial RNA editing factor activities (PPR-type).RNA editing factor (BLX)
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
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SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
SPFH/Band 7/PHB domain-containing membrane-associated protein familyPhvul.004G026100PTHR10264//PTHR10264:SF93 - BAND 7 PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 3)Phvul.004G026100not assigned.annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
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UDP-Glycosyltransferase superfamily proteinPhvul.005G172300PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G172300not assigned.not annotated
multidrug resistance-associated protein 3Phvul.006G052200PTHR24223:SF181 - ABC TRANSPORTER C FAMILY MEMBER 3-RELATED (1 of 2)Phvul.006G052200Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 3Phvul.006G052200PTHR24223:SF181 - ABC TRANSPORTER C FAMILY MEMBER 3-RELATED (1 of 2)Phvul.006G052200Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 3Phvul.006G052200PTHR24223:SF181 - ABC TRANSPORTER C FAMILY MEMBER 3-RELATED (1 of 2)Phvul.006G052200Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 3Phvul.006G052200PTHR24223:SF181 - ABC TRANSPORTER C FAMILY MEMBER 3-RELATED (1 of 2)Phvul.006G052200Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 3Phvul.006G052200PTHR24223:SF181 - ABC TRANSPORTER C FAMILY MEMBER 3-RELATED (1 of 2)Phvul.006G052200Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 3Phvul.006G052200PTHR24223:SF181 - ABC TRANSPORTER C FAMILY MEMBER 3-RELATED (1 of 2)Phvul.006G052200Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 3Phvul.006G052200PTHR24223:SF181 - ABC TRANSPORTER C FAMILY MEMBER 3-RELATED (1 of 2)Phvul.006G052200Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 3Phvul.006G052200PTHR24223:SF181 - ABC TRANSPORTER C FAMILY MEMBER 3-RELATED (1 of 2)Phvul.006G052200Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 3Phvul.006G052200PTHR24223:SF181 - ABC TRANSPORTER C FAMILY MEMBER 3-RELATED (1 of 2)Phvul.006G052200Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 3Phvul.006G052200PTHR24223:SF181 - ABC TRANSPORTER C FAMILY MEMBER 3-RELATED (1 of 2)Phvul.006G052200Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 3Phvul.006G052200PTHR24223:SF181 - ABC TRANSPORTER C FAMILY MEMBER 3-RELATED (1 of 2)Phvul.006G052200Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 3Phvul.006G052200PTHR24223:SF181 - ABC TRANSPORTER C FAMILY MEMBER 3-RELATED (1 of 2)Phvul.006G052200Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter

0 0 0 Phvul.006G056000not assigned.not annotated
0 0 0 Phvul.006G056000not assigned.not annotated
0 0 0 Phvul.006G056000not assigned.not annotated
0 0 0 Phvul.006G056000not assigned.not annotated
0 0 0 Phvul.006G056000not assigned.not annotated
0 0 0 Phvul.006G056000not assigned.not annotated
0 0 0 Phvul.006G056000not assigned.not annotated
0 0 0 Phvul.006G056000not assigned.not annotated
0 0 0 Phvul.006G056000not assigned.not annotated
0 0 0 Phvul.006G056000not assigned.not annotated
0 0 0 Phvul.006G056000not assigned.not annotated
0 0 0 Phvul.006G056000not assigned.not annotated

Pyruvate kinase family protein Phvul.007G244900PTHR11817//PTHR11817:SF33 - PYRUVATE KINASE // SUBFAMILY NOT NAMED (1 of 4)Phvul.007G244900Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
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Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Aldolase-type TIM barrel family protein Phvul.008G003600K00616 - transaldolase (E2.2.1.2, talA, talB)  (1 of 3)Phvul.008G003600Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.transaldolase
Auxin efflux carrier family protein Phvul.008G055200PTHR31752:SF2 - AUXIN EFFLUX CARRIER COMPONENT 8-RELATED (1 of 1)Phvul.008G055200Solute transport.carrier-mediated transport.BART superfamily.AEC family.auxin efflux transporter (PIN)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G162900PTHR10887:SF369 - DNA2/NAM7 HELICASE FAMILY PROTEIN (1 of 2)Phvul.008G162900not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G162900PTHR10887:SF369 - DNA2/NAM7 HELICASE FAMILY PROTEIN (1 of 2)Phvul.008G162900not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G162900PTHR10887:SF369 - DNA2/NAM7 HELICASE FAMILY PROTEIN (1 of 2)Phvul.008G162900not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G162900PTHR10887:SF369 - DNA2/NAM7 HELICASE FAMILY PROTEIN (1 of 2)Phvul.008G162900not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G162900PTHR10887:SF369 - DNA2/NAM7 HELICASE FAMILY PROTEIN (1 of 2)Phvul.008G162900not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G162900PTHR10887:SF369 - DNA2/NAM7 HELICASE FAMILY PROTEIN (1 of 2)Phvul.008G162900not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G162900PTHR10887:SF369 - DNA2/NAM7 HELICASE FAMILY PROTEIN (1 of 2)Phvul.008G162900not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G162900PTHR10887:SF369 - DNA2/NAM7 HELICASE FAMILY PROTEIN (1 of 2)Phvul.008G162900not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G162900PTHR10887:SF369 - DNA2/NAM7 HELICASE FAMILY PROTEIN (1 of 2)Phvul.008G162900not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G162900PTHR10887:SF369 - DNA2/NAM7 HELICASE FAMILY PROTEIN (1 of 2)Phvul.008G162900not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G162900PTHR10887:SF369 - DNA2/NAM7 HELICASE FAMILY PROTEIN (1 of 2)Phvul.008G162900not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.008G162900PTHR10887:SF369 - DNA2/NAM7 HELICASE FAMILY PROTEIN (1 of 2)Phvul.008G162900not assigned.annotated
RAD-like 6 Phvul.008G192200PTHR24078:SF177 - PROTEIN DNJ-23-RELATED (1 of 12)Phvul.008G192200RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)
RAD-like 6 Phvul.008G192200PTHR24078:SF177 - PROTEIN DNJ-23-RELATED (1 of 12)Phvul.008G192200RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)
RAD-like 6 Phvul.008G192200PTHR24078:SF177 - PROTEIN DNJ-23-RELATED (1 of 12)Phvul.008G192200RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)
RAD-like 6 Phvul.008G192200PTHR24078:SF177 - PROTEIN DNJ-23-RELATED (1 of 12)Phvul.008G192200RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)
RAD-like 6 Phvul.008G192200PTHR24078:SF177 - PROTEIN DNJ-23-RELATED (1 of 12)Phvul.008G192200RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)
RAD-like 6 Phvul.008G192200PTHR24078:SF177 - PROTEIN DNJ-23-RELATED (1 of 12)Phvul.008G192200RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)
RAD-like 6 Phvul.008G192200PTHR24078:SF177 - PROTEIN DNJ-23-RELATED (1 of 12)Phvul.008G192200RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)
RAD-like 6 Phvul.008G192200PTHR24078:SF177 - PROTEIN DNJ-23-RELATED (1 of 12)Phvul.008G192200RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)
RAD-like 6 Phvul.008G192200PTHR24078:SF177 - PROTEIN DNJ-23-RELATED (1 of 12)Phvul.008G192200RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)
RAD-like 6 Phvul.008G192200PTHR24078:SF177 - PROTEIN DNJ-23-RELATED (1 of 12)Phvul.008G192200RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)
RAD-like 6 Phvul.008G192200PTHR24078:SF177 - PROTEIN DNJ-23-RELATED (1 of 12)Phvul.008G192200RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)
RAD-like 6 Phvul.008G192200PTHR24078:SF177 - PROTEIN DNJ-23-RELATED (1 of 12)Phvul.008G192200RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)
Pectin lyase-like superfamily protein Phvul.008G277900PTHR31321:SF31 - PECTINESTERASE QRT1 (1 of 2)Phvul.008G277900Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterase
Pectin lyase-like superfamily protein Phvul.008G277900PTHR31321:SF31 - PECTINESTERASE QRT1 (1 of 2)Phvul.008G277900Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterase
Pectin lyase-like superfamily protein Phvul.008G277900PTHR31321:SF31 - PECTINESTERASE QRT1 (1 of 2)Phvul.008G277900Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterase
Pectin lyase-like superfamily protein Phvul.008G277900PTHR31321:SF31 - PECTINESTERASE QRT1 (1 of 2)Phvul.008G277900Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterase
Pectin lyase-like superfamily protein Phvul.008G277900PTHR31321:SF31 - PECTINESTERASE QRT1 (1 of 2)Phvul.008G277900Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterase
Pectin lyase-like superfamily protein Phvul.008G277900PTHR31321:SF31 - PECTINESTERASE QRT1 (1 of 2)Phvul.008G277900Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterase
Pectin lyase-like superfamily protein Phvul.008G277900PTHR31321:SF31 - PECTINESTERASE QRT1 (1 of 2)Phvul.008G277900Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterase
Pectin lyase-like superfamily protein Phvul.008G277900PTHR31321:SF31 - PECTINESTERASE QRT1 (1 of 2)Phvul.008G277900Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterase
Pectin lyase-like superfamily protein Phvul.008G277900PTHR31321:SF31 - PECTINESTERASE QRT1 (1 of 2)Phvul.008G277900Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterase
Pectin lyase-like superfamily protein Phvul.008G277900PTHR31321:SF31 - PECTINESTERASE QRT1 (1 of 2)Phvul.008G277900Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterase
Pectin lyase-like superfamily protein Phvul.008G277900PTHR31321:SF31 - PECTINESTERASE QRT1 (1 of 2)Phvul.008G277900Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterase
Pectin lyase-like superfamily protein Phvul.008G277900PTHR31321:SF31 - PECTINESTERASE QRT1 (1 of 2)Phvul.008G277900Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterase
Neutral/alkaline non-lysosomal ceramidasePhvul.008G283700K12349 - neutral ceramidase (ASAH2)  (1 of 3)Phvul.008G283700Lipid metabolism.lipid degradation.sphingolipid degradation.ceramidase activities.neutral ceramidase (NCER)
Neutral/alkaline non-lysosomal ceramidasePhvul.008G283700K12349 - neutral ceramidase (ASAH2)  (1 of 3)Phvul.008G283700Lipid metabolism.lipid degradation.sphingolipid degradation.ceramidase activities.neutral ceramidase (NCER)
Neutral/alkaline non-lysosomal ceramidasePhvul.008G283700K12349 - neutral ceramidase (ASAH2)  (1 of 3)Phvul.008G283700Lipid metabolism.lipid degradation.sphingolipid degradation.ceramidase activities.neutral ceramidase (NCER)
Neutral/alkaline non-lysosomal ceramidasePhvul.008G283700K12349 - neutral ceramidase (ASAH2)  (1 of 3)Phvul.008G283700Lipid metabolism.lipid degradation.sphingolipid degradation.ceramidase activities.neutral ceramidase (NCER)
Neutral/alkaline non-lysosomal ceramidasePhvul.008G283700K12349 - neutral ceramidase (ASAH2)  (1 of 3)Phvul.008G283700Lipid metabolism.lipid degradation.sphingolipid degradation.ceramidase activities.neutral ceramidase (NCER)
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Neutral/alkaline non-lysosomal ceramidasePhvul.008G283700K12349 - neutral ceramidase (ASAH2)  (1 of 3)Phvul.008G283700Lipid metabolism.lipid degradation.sphingolipid degradation.ceramidase activities.neutral ceramidase (NCER)
Neutral/alkaline non-lysosomal ceramidasePhvul.008G283700K12349 - neutral ceramidase (ASAH2)  (1 of 3)Phvul.008G283700Lipid metabolism.lipid degradation.sphingolipid degradation.ceramidase activities.neutral ceramidase (NCER)
Neutral/alkaline non-lysosomal ceramidasePhvul.008G283700K12349 - neutral ceramidase (ASAH2)  (1 of 3)Phvul.008G283700Lipid metabolism.lipid degradation.sphingolipid degradation.ceramidase activities.neutral ceramidase (NCER)
Neutral/alkaline non-lysosomal ceramidasePhvul.008G283700K12349 - neutral ceramidase (ASAH2)  (1 of 3)Phvul.008G283700Lipid metabolism.lipid degradation.sphingolipid degradation.ceramidase activities.neutral ceramidase (NCER)
Neutral/alkaline non-lysosomal ceramidasePhvul.008G283700K12349 - neutral ceramidase (ASAH2)  (1 of 3)Phvul.008G283700Lipid metabolism.lipid degradation.sphingolipid degradation.ceramidase activities.neutral ceramidase (NCER)
Neutral/alkaline non-lysosomal ceramidasePhvul.008G283700K12349 - neutral ceramidase (ASAH2)  (1 of 3)Phvul.008G283700Lipid metabolism.lipid degradation.sphingolipid degradation.ceramidase activities.neutral ceramidase (NCER)
Neutral/alkaline non-lysosomal ceramidasePhvul.008G283700K12349 - neutral ceramidase (ASAH2)  (1 of 3)Phvul.008G283700Lipid metabolism.lipid degradation.sphingolipid degradation.ceramidase activities.neutral ceramidase (NCER)

0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated
0 Phvul.009G086300PF12776 - Myb/SANT-like DNA-binding domain (Myb_DNA-bind_3)  (1 of 47)Phvul.009G086300not assigned.annotated

AZA-guanine resistant1 Phvul.009G140900K06901 - putative MFS transporter, AGZA family, xanthine/uracil permease (pbuG)  (1 of 3)Phvul.009G140900Solute transport.carrier-mediated transport.APC superfamily.NCS-2 family.purine transporter (AZG)
AZA-guanine resistant1 Phvul.009G140900K06901 - putative MFS transporter, AGZA family, xanthine/uracil permease (pbuG)  (1 of 3)Phvul.009G140900Solute transport.carrier-mediated transport.APC superfamily.NCS-2 family.purine transporter (AZG)
AZA-guanine resistant1 Phvul.009G140900K06901 - putative MFS transporter, AGZA family, xanthine/uracil permease (pbuG)  (1 of 3)Phvul.009G140900Solute transport.carrier-mediated transport.APC superfamily.NCS-2 family.purine transporter (AZG)
AZA-guanine resistant1 Phvul.009G140900K06901 - putative MFS transporter, AGZA family, xanthine/uracil permease (pbuG)  (1 of 3)Phvul.009G140900Solute transport.carrier-mediated transport.APC superfamily.NCS-2 family.purine transporter (AZG)
AZA-guanine resistant1 Phvul.009G140900K06901 - putative MFS transporter, AGZA family, xanthine/uracil permease (pbuG)  (1 of 3)Phvul.009G140900Solute transport.carrier-mediated transport.APC superfamily.NCS-2 family.purine transporter (AZG)
AZA-guanine resistant1 Phvul.009G140900K06901 - putative MFS transporter, AGZA family, xanthine/uracil permease (pbuG)  (1 of 3)Phvul.009G140900Solute transport.carrier-mediated transport.APC superfamily.NCS-2 family.purine transporter (AZG)
AZA-guanine resistant1 Phvul.009G140900K06901 - putative MFS transporter, AGZA family, xanthine/uracil permease (pbuG)  (1 of 3)Phvul.009G140900Solute transport.carrier-mediated transport.APC superfamily.NCS-2 family.purine transporter (AZG)
AZA-guanine resistant1 Phvul.009G140900K06901 - putative MFS transporter, AGZA family, xanthine/uracil permease (pbuG)  (1 of 3)Phvul.009G140900Solute transport.carrier-mediated transport.APC superfamily.NCS-2 family.purine transporter (AZG)
AZA-guanine resistant1 Phvul.009G140900K06901 - putative MFS transporter, AGZA family, xanthine/uracil permease (pbuG)  (1 of 3)Phvul.009G140900Solute transport.carrier-mediated transport.APC superfamily.NCS-2 family.purine transporter (AZG)
AZA-guanine resistant1 Phvul.009G140900K06901 - putative MFS transporter, AGZA family, xanthine/uracil permease (pbuG)  (1 of 3)Phvul.009G140900Solute transport.carrier-mediated transport.APC superfamily.NCS-2 family.purine transporter (AZG)
AZA-guanine resistant1 Phvul.009G140900K06901 - putative MFS transporter, AGZA family, xanthine/uracil permease (pbuG)  (1 of 3)Phvul.009G140900Solute transport.carrier-mediated transport.APC superfamily.NCS-2 family.purine transporter (AZG)
AZA-guanine resistant1 Phvul.009G140900K06901 - putative MFS transporter, AGZA family, xanthine/uracil permease (pbuG)  (1 of 3)Phvul.009G140900Solute transport.carrier-mediated transport.APC superfamily.NCS-2 family.purine transporter (AZG)
cytochrome P450, family 88, subfamily A, polypeptide 3Phvul.010G131100PTHR24286:SF67 - ENT-KAURENOIC ACID OXIDASE 1-RELATED (1 of 4)Phvul.010G131100Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen
multidrug resistance-associated protein 9Phvul.010G140600PTHR24223:SF108 - ABC TRANSPORTER C FAMILY MEMBER 8 (1 of 4)Phvul.010G140600Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 9Phvul.010G140600PTHR24223:SF108 - ABC TRANSPORTER C FAMILY MEMBER 8 (1 of 4)Phvul.010G140600Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 9Phvul.010G140600PTHR24223:SF108 - ABC TRANSPORTER C FAMILY MEMBER 8 (1 of 4)Phvul.010G140600Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 9Phvul.010G140600PTHR24223:SF108 - ABC TRANSPORTER C FAMILY MEMBER 8 (1 of 4)Phvul.010G140600Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
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multidrug resistance-associated protein 9Phvul.010G140600PTHR24223:SF108 - ABC TRANSPORTER C FAMILY MEMBER 8 (1 of 4)Phvul.010G140600Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 9Phvul.010G140600PTHR24223:SF108 - ABC TRANSPORTER C FAMILY MEMBER 8 (1 of 4)Phvul.010G140600Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 9Phvul.010G140600PTHR24223:SF108 - ABC TRANSPORTER C FAMILY MEMBER 8 (1 of 4)Phvul.010G140600Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 9Phvul.010G140600PTHR24223:SF108 - ABC TRANSPORTER C FAMILY MEMBER 8 (1 of 4)Phvul.010G140600Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 9Phvul.010G140600PTHR24223:SF108 - ABC TRANSPORTER C FAMILY MEMBER 8 (1 of 4)Phvul.010G140600Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 9Phvul.010G140600PTHR24223:SF108 - ABC TRANSPORTER C FAMILY MEMBER 8 (1 of 4)Phvul.010G140600Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 9Phvul.010G140600PTHR24223:SF108 - ABC TRANSPORTER C FAMILY MEMBER 8 (1 of 4)Phvul.010G140600Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
multidrug resistance-associated protein 9Phvul.010G140600PTHR24223:SF108 - ABC TRANSPORTER C FAMILY MEMBER 8 (1 of 4)Phvul.010G140600Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCC transporter
purple acid phosphatase 24 Phvul.011G014800PTHR22953:SF18 - METALLOPHOSPHOESTERASE DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.011G014800not assigned.annotated
purple acid phosphatase 24 Phvul.011G014800PTHR22953:SF18 - METALLOPHOSPHOESTERASE DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.011G014800not assigned.annotated
purple acid phosphatase 24 Phvul.011G014800PTHR22953:SF18 - METALLOPHOSPHOESTERASE DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.011G014800not assigned.annotated
purple acid phosphatase 24 Phvul.011G014800PTHR22953:SF18 - METALLOPHOSPHOESTERASE DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.011G014800not assigned.annotated
purple acid phosphatase 24 Phvul.011G014800PTHR22953:SF18 - METALLOPHOSPHOESTERASE DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.011G014800not assigned.annotated
purple acid phosphatase 24 Phvul.011G014800PTHR22953:SF18 - METALLOPHOSPHOESTERASE DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.011G014800not assigned.annotated
purple acid phosphatase 24 Phvul.011G014800PTHR22953:SF18 - METALLOPHOSPHOESTERASE DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.011G014800not assigned.annotated
purple acid phosphatase 24 Phvul.011G014800PTHR22953:SF18 - METALLOPHOSPHOESTERASE DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.011G014800not assigned.annotated
purple acid phosphatase 24 Phvul.011G014800PTHR22953:SF18 - METALLOPHOSPHOESTERASE DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.011G014800not assigned.annotated
purple acid phosphatase 24 Phvul.011G014800PTHR22953:SF18 - METALLOPHOSPHOESTERASE DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.011G014800not assigned.annotated
purple acid phosphatase 24 Phvul.011G014800PTHR22953:SF18 - METALLOPHOSPHOESTERASE DOMAIN-CONTAINING PROTEIN (1 of 2)Phvul.011G014800not assigned.annotated
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.011G031600PTHR10774//PTHR10774:SF82 - EXTENDED SYNAPTOTAGMIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G031600not assigned.not annotated
Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.011G031600PTHR10774//PTHR10774:SF82 - EXTENDED SYNAPTOTAGMIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G031600not assigned.not annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Subtilisin-like serine endopeptidase family proteinPhvul.011G092600PTHR10795//PTHR10795:SF427 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G092600not assigned.annotated
Regulator of chromosome condensation (RCC1) family with FYVE zinc finger domainPhvul.003G066900PTHR22870:SF219 - REGULATOR OF CHROMOSOME CONDENSATION (RCC1) FAMILY PROTEIN-RELATED (1 of 3)Phvul.003G066900not assigned.annotated
Regulator of chromosome condensation (RCC1) family with FYVE zinc finger domainPhvul.003G066900PTHR22870:SF219 - REGULATOR OF CHROMOSOME CONDENSATION (RCC1) FAMILY PROTEIN-RELATED (1 of 3)Phvul.003G066900not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G146400PTHR23070:SF17 - MITOCHONDRIAL CHAPERONE BCS1 (1 of 1)Phvul.003G146400not assigned.annotated
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Maf-like protein Phvul.003G253800K06287 - septum formation protein (maf)  (1 of 1)Phvul.003G253800not assigned.not annotated
Maf-like protein Phvul.003G253800K06287 - septum formation protein (maf)  (1 of 1)Phvul.003G253800not assigned.not annotated
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)
RING/U-box superfamily protein Phvul.005G029100PTHR21330:SF2 - E3 SUMO-PROTEIN LIGASE MMS21 (1 of 2)Phvul.005G029100Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G029100PTHR21330:SF2 - E3 SUMO-PROTEIN LIGASE MMS21 (1 of 2)Phvul.005G029100Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G029100PTHR21330:SF2 - E3 SUMO-PROTEIN LIGASE MMS21 (1 of 2)Phvul.005G029100Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G029100PTHR21330:SF2 - E3 SUMO-PROTEIN LIGASE MMS21 (1 of 2)Phvul.005G029100Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G029100PTHR21330:SF2 - E3 SUMO-PROTEIN LIGASE MMS21 (1 of 2)Phvul.005G029100Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G029100PTHR21330:SF2 - E3 SUMO-PROTEIN LIGASE MMS21 (1 of 2)Phvul.005G029100Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G029100PTHR21330:SF2 - E3 SUMO-PROTEIN LIGASE MMS21 (1 of 2)Phvul.005G029100Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G029100PTHR21330:SF2 - E3 SUMO-PROTEIN LIGASE MMS21 (1 of 2)Phvul.005G029100Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G029100PTHR21330:SF2 - E3 SUMO-PROTEIN LIGASE MMS21 (1 of 2)Phvul.005G029100Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G029100PTHR21330:SF2 - E3 SUMO-PROTEIN LIGASE MMS21 (1 of 2)Phvul.005G029100Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G029100PTHR21330:SF2 - E3 SUMO-PROTEIN LIGASE MMS21 (1 of 2)Phvul.005G029100Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G029100PTHR21330:SF2 - E3 SUMO-PROTEIN LIGASE MMS21 (1 of 2)Phvul.005G029100Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
RING/U-box superfamily protein Phvul.005G0752003.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolase (1 of 3)Phvul.005G075200Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (HPY2)
Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein familyPhvul.005G105400PF03168 - Late embryogenesis abundant protein (LEA_2)  (1 of 55)Phvul.005G105400not assigned.not annotated
Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein familyPhvul.005G105400PF03168 - Late embryogenesis abundant protein (LEA_2)  (1 of 55)Phvul.005G105400not assigned.not annotated
Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein familyPhvul.005G105400PF03168 - Late embryogenesis abundant protein (LEA_2)  (1 of 55)Phvul.005G105400not assigned.not annotated
Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein familyPhvul.005G105400PF03168 - Late embryogenesis abundant protein (LEA_2)  (1 of 55)Phvul.005G105400not assigned.not annotated
Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein familyPhvul.005G105400PF03168 - Late embryogenesis abundant protein (LEA_2)  (1 of 55)Phvul.005G105400not assigned.not annotated
Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein familyPhvul.005G105400PF03168 - Late embryogenesis abundant protein (LEA_2)  (1 of 55)Phvul.005G105400not assigned.not annotated
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Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein familyPhvul.005G105400PF03168 - Late embryogenesis abundant protein (LEA_2)  (1 of 55)Phvul.005G105400not assigned.not annotated
Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein familyPhvul.005G105400PF03168 - Late embryogenesis abundant protein (LEA_2)  (1 of 55)Phvul.005G105400not assigned.not annotated
Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein familyPhvul.005G105400PF03168 - Late embryogenesis abundant protein (LEA_2)  (1 of 55)Phvul.005G105400not assigned.not annotated
Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein familyPhvul.005G105400PF03168 - Late embryogenesis abundant protein (LEA_2)  (1 of 55)Phvul.005G105400not assigned.not annotated
Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein familyPhvul.005G105400PF03168 - Late embryogenesis abundant protein (LEA_2)  (1 of 55)Phvul.005G105400not assigned.not annotated
Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein familyPhvul.005G105400PF03168 - Late embryogenesis abundant protein (LEA_2)  (1 of 55)Phvul.005G105400not assigned.not annotated
inositol transporter 4 Phvul.006G142000K08150 - MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13 (SLC2A13, ITR)  (1 of 10)Phvul.006G142000Solute transport.carrier-mediated transport.MFS superfamily.SP family.inositol transporter (INT)
inositol transporter 4 Phvul.006G142000K08150 - MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13 (SLC2A13, ITR)  (1 of 10)Phvul.006G142000Solute transport.carrier-mediated transport.MFS superfamily.SP family.inositol transporter (INT)
inositol transporter 4 Phvul.006G142000K08150 - MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13 (SLC2A13, ITR)  (1 of 10)Phvul.006G142000Solute transport.carrier-mediated transport.MFS superfamily.SP family.inositol transporter (INT)
inositol transporter 4 Phvul.006G142000K08150 - MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13 (SLC2A13, ITR)  (1 of 10)Phvul.006G142000Solute transport.carrier-mediated transport.MFS superfamily.SP family.inositol transporter (INT)
inositol transporter 4 Phvul.006G142000K08150 - MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13 (SLC2A13, ITR)  (1 of 10)Phvul.006G142000Solute transport.carrier-mediated transport.MFS superfamily.SP family.inositol transporter (INT)
inositol transporter 4 Phvul.006G142000K08150 - MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13 (SLC2A13, ITR)  (1 of 10)Phvul.006G142000Solute transport.carrier-mediated transport.MFS superfamily.SP family.inositol transporter (INT)
inositol transporter 4 Phvul.006G142000K08150 - MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13 (SLC2A13, ITR)  (1 of 10)Phvul.006G142000Solute transport.carrier-mediated transport.MFS superfamily.SP family.inositol transporter (INT)
inositol transporter 4 Phvul.006G142000K08150 - MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13 (SLC2A13, ITR)  (1 of 10)Phvul.006G142000Solute transport.carrier-mediated transport.MFS superfamily.SP family.inositol transporter (INT)
inositol transporter 4 Phvul.006G142000K08150 - MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13 (SLC2A13, ITR)  (1 of 10)Phvul.006G142000Solute transport.carrier-mediated transport.MFS superfamily.SP family.inositol transporter (INT)
inositol transporter 4 Phvul.006G142000K08150 - MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13 (SLC2A13, ITR)  (1 of 10)Phvul.006G142000Solute transport.carrier-mediated transport.MFS superfamily.SP family.inositol transporter (INT)
inositol transporter 4 Phvul.006G142000K08150 - MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13 (SLC2A13, ITR)  (1 of 10)Phvul.006G142000Solute transport.carrier-mediated transport.MFS superfamily.SP family.inositol transporter (INT)
inositol transporter 4 Phvul.006G142000K08150 - MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13 (SLC2A13, ITR)  (1 of 10)Phvul.006G142000Solute transport.carrier-mediated transport.MFS superfamily.SP family.inositol transporter (INT)
F-box/RNI-like superfamily protein Phvul.006G157700PTHR24006:SF435 - F-BOX/LRR-REPEAT PROTEIN 4 (1 of 3)Phvul.006G157700not assigned.annotated
F-box/RNI-like superfamily protein Phvul.006G157700PTHR24006:SF435 - F-BOX/LRR-REPEAT PROTEIN 4 (1 of 3)Phvul.006G157700not assigned.annotated
F-box/RNI-like superfamily protein Phvul.006G157700PTHR24006:SF435 - F-BOX/LRR-REPEAT PROTEIN 4 (1 of 3)Phvul.006G157700not assigned.annotated
F-box/RNI-like superfamily protein Phvul.006G157700PTHR24006:SF435 - F-BOX/LRR-REPEAT PROTEIN 4 (1 of 3)Phvul.006G157700not assigned.annotated
F-box/RNI-like superfamily protein Phvul.006G157700PTHR24006:SF435 - F-BOX/LRR-REPEAT PROTEIN 4 (1 of 3)Phvul.006G157700not assigned.annotated
F-box/RNI-like superfamily protein Phvul.006G157700PTHR24006:SF435 - F-BOX/LRR-REPEAT PROTEIN 4 (1 of 3)Phvul.006G157700not assigned.annotated
F-box/RNI-like superfamily protein Phvul.006G157700PTHR24006:SF435 - F-BOX/LRR-REPEAT PROTEIN 4 (1 of 3)Phvul.006G157700not assigned.annotated
F-box/RNI-like superfamily protein Phvul.006G157700PTHR24006:SF435 - F-BOX/LRR-REPEAT PROTEIN 4 (1 of 3)Phvul.006G157700not assigned.annotated
F-box/RNI-like superfamily protein Phvul.006G157700PTHR24006:SF435 - F-BOX/LRR-REPEAT PROTEIN 4 (1 of 3)Phvul.006G157700not assigned.annotated
F-box/RNI-like superfamily protein Phvul.006G157700PTHR24006:SF435 - F-BOX/LRR-REPEAT PROTEIN 4 (1 of 3)Phvul.006G157700not assigned.annotated
F-box/RNI-like superfamily protein Phvul.006G157700PTHR24006:SF435 - F-BOX/LRR-REPEAT PROTEIN 4 (1 of 3)Phvul.006G157700not assigned.annotated
F-box/RNI-like superfamily protein Phvul.006G157700PTHR24006:SF435 - F-BOX/LRR-REPEAT PROTEIN 4 (1 of 3)Phvul.006G157700not assigned.annotated
Protein of unknown function, DUF593 Phvul.006G200900PTHR31422:SF2 - T10O22.23 (1 of 1)Phvul.006G200900not assigned.not annotated
carboxypeptidase D, putative Phvul.007G0836003.4.17.22 - Metallocarboxypeptidase D / Carboxypeptidase D (1 of 1)Phvul.007G083600Protein homeostasis.proteolysis.metallopeptidase activities.carboxypeptidase activities.M14-class carboxypeptidase (SOL)
carboxypeptidase D, putative Phvul.007G0836003.4.17.22 - Metallocarboxypeptidase D / Carboxypeptidase D (1 of 1)Phvul.007G083600Protein homeostasis.proteolysis.metallopeptidase activities.carboxypeptidase activities.M14-class carboxypeptidase (SOL)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Transducin/WD40 repeat-like superfamily proteinPhvul.007G136300PTHR22849//PTHR22849:SF31 - WDSAM1 PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G136300External stimuli response.symbiont.symbiosis signalling pathway.ubiquitin E3 ligase (CERBERUS/LIN)
Beige/BEACH domain ;WD domain, G-beta repeat proteinPhvul.007G175300PTHR13743:SF84 - BEACH DOMAIN-CONTAINING PROTEIN LVSB (1 of 1)Phvul.007G175300not assigned.annotated
Beige/BEACH domain ;WD domain, G-beta repeat proteinPhvul.007G175300PTHR13743:SF84 - BEACH DOMAIN-CONTAINING PROTEIN LVSB (1 of 1)Phvul.007G175300not assigned.annotated
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Beige/BEACH domain ;WD domain, G-beta repeat proteinPhvul.007G175300PTHR13743:SF84 - BEACH DOMAIN-CONTAINING PROTEIN LVSB (1 of 1)Phvul.007G175300not assigned.annotated
WRKY DNA-binding protein 21 Phvul.007G177900PTHR31282:SF12 - WRKY TRANSCRIPTION FACTOR 39-RELATED (1 of 1)Phvul.007G177900RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)
WRKY DNA-binding protein 21 Phvul.007G177900PTHR31282:SF12 - WRKY TRANSCRIPTION FACTOR 39-RELATED (1 of 1)Phvul.007G177900RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)
WRKY DNA-binding protein 21 Phvul.007G177900PTHR31282:SF12 - WRKY TRANSCRIPTION FACTOR 39-RELATED (1 of 1)Phvul.007G177900RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)
WRKY DNA-binding protein 21 Phvul.007G177900PTHR31282:SF12 - WRKY TRANSCRIPTION FACTOR 39-RELATED (1 of 1)Phvul.007G177900RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)
WRKY DNA-binding protein 21 Phvul.007G177900PTHR31282:SF12 - WRKY TRANSCRIPTION FACTOR 39-RELATED (1 of 1)Phvul.007G177900RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)
WRKY DNA-binding protein 21 Phvul.007G177900PTHR31282:SF12 - WRKY TRANSCRIPTION FACTOR 39-RELATED (1 of 1)Phvul.007G177900RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)
WRKY DNA-binding protein 21 Phvul.007G177900PTHR31282:SF12 - WRKY TRANSCRIPTION FACTOR 39-RELATED (1 of 1)Phvul.007G177900RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)
WRKY DNA-binding protein 21 Phvul.007G177900PTHR31282:SF12 - WRKY TRANSCRIPTION FACTOR 39-RELATED (1 of 1)Phvul.007G177900RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)
WRKY DNA-binding protein 21 Phvul.007G177900PTHR31282:SF12 - WRKY TRANSCRIPTION FACTOR 39-RELATED (1 of 1)Phvul.007G177900RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)
WRKY DNA-binding protein 21 Phvul.007G177900PTHR31282:SF12 - WRKY TRANSCRIPTION FACTOR 39-RELATED (1 of 1)Phvul.007G177900RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)
WRKY DNA-binding protein 21 Phvul.007G177900PTHR31282:SF12 - WRKY TRANSCRIPTION FACTOR 39-RELATED (1 of 1)Phvul.007G177900RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)
WRKY DNA-binding protein 21 Phvul.007G177900PTHR31282:SF12 - WRKY TRANSCRIPTION FACTOR 39-RELATED (1 of 1)Phvul.007G177900RNA biosynthesis.transcriptional regulation.transcription factor (WRKY)

0 Phvul.008G106100PF03140 - Plant protein of unknown function (DUF247)  (1 of 36)Phvul.008G106100not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.010G112800PTHR24031:SF265 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 25-RELATED (1 of 1)Phvul.010G112800not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.010G112800PTHR24031:SF265 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 25-RELATED (1 of 1)Phvul.010G112800not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.010G112800PTHR24031:SF265 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 25-RELATED (1 of 1)Phvul.010G112800not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.010G112800PTHR24031:SF265 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 25-RELATED (1 of 1)Phvul.010G112800not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.010G112800PTHR24031:SF265 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 25-RELATED (1 of 1)Phvul.010G112800not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.010G112800PTHR24031:SF265 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 25-RELATED (1 of 1)Phvul.010G112800not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.010G112800PTHR24031:SF265 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 25-RELATED (1 of 1)Phvul.010G112800not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.010G112800PTHR24031:SF265 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 25-RELATED (1 of 1)Phvul.010G112800not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.010G112800PTHR24031:SF265 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 25-RELATED (1 of 1)Phvul.010G112800not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.010G112800PTHR24031:SF265 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 25-RELATED (1 of 1)Phvul.010G112800not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.010G112800PTHR24031:SF265 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 25-RELATED (1 of 1)Phvul.010G112800not assigned.annotated
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.010G112800PTHR24031:SF265 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 25-RELATED (1 of 1)Phvul.010G112800not assigned.annotated
ARID/BRIGHT DNA-binding domain-containing proteinPhvul.010G123900PF01388 - ARID/BRIGHT DNA binding domain (ARID)  (1 of 13)Phvul.010G123900RNA biosynthesis.transcriptional regulation.transcription factor (ARID)
ARID/BRIGHT DNA-binding domain-containing proteinPhvul.010G123900PF01388 - ARID/BRIGHT DNA binding domain (ARID)  (1 of 13)Phvul.010G123900RNA biosynthesis.transcriptional regulation.transcription factor (ARID)
ARID/BRIGHT DNA-binding domain-containing proteinPhvul.010G123900PF01388 - ARID/BRIGHT DNA binding domain (ARID)  (1 of 13)Phvul.010G123900RNA biosynthesis.transcriptional regulation.transcription factor (ARID)
ARID/BRIGHT DNA-binding domain-containing proteinPhvul.010G123900PF01388 - ARID/BRIGHT DNA binding domain (ARID)  (1 of 13)Phvul.010G123900RNA biosynthesis.transcriptional regulation.transcription factor (ARID)
ARID/BRIGHT DNA-binding domain-containing proteinPhvul.010G123900PF01388 - ARID/BRIGHT DNA binding domain (ARID)  (1 of 13)Phvul.010G123900RNA biosynthesis.transcriptional regulation.transcription factor (ARID)
ARID/BRIGHT DNA-binding domain-containing proteinPhvul.010G123900PF01388 - ARID/BRIGHT DNA binding domain (ARID)  (1 of 13)Phvul.010G123900RNA biosynthesis.transcriptional regulation.transcription factor (ARID)
ARID/BRIGHT DNA-binding domain-containing proteinPhvul.010G123900PF01388 - ARID/BRIGHT DNA binding domain (ARID)  (1 of 13)Phvul.010G123900RNA biosynthesis.transcriptional regulation.transcription factor (ARID)
ARID/BRIGHT DNA-binding domain-containing proteinPhvul.010G123900PF01388 - ARID/BRIGHT DNA binding domain (ARID)  (1 of 13)Phvul.010G123900RNA biosynthesis.transcriptional regulation.transcription factor (ARID)
ARID/BRIGHT DNA-binding domain-containing proteinPhvul.010G123900PF01388 - ARID/BRIGHT DNA binding domain (ARID)  (1 of 13)Phvul.010G123900RNA biosynthesis.transcriptional regulation.transcription factor (ARID)
ARID/BRIGHT DNA-binding domain-containing proteinPhvul.010G123900PF01388 - ARID/BRIGHT DNA binding domain (ARID)  (1 of 13)Phvul.010G123900RNA biosynthesis.transcriptional regulation.transcription factor (ARID)
ARID/BRIGHT DNA-binding domain-containing proteinPhvul.010G123900PF01388 - ARID/BRIGHT DNA binding domain (ARID)  (1 of 13)Phvul.010G123900RNA biosynthesis.transcriptional regulation.transcription factor (ARID)
ARID/BRIGHT DNA-binding domain-containing proteinPhvul.010G123900PF01388 - ARID/BRIGHT DNA binding domain (ARID)  (1 of 13)Phvul.010G123900RNA biosynthesis.transcriptional regulation.transcription factor (ARID)
Insulinase (Peptidase family M16) proteinPhvul.010G1440003.4.24.64 - Mitochondrial processing peptidase / Processing enhancing peptidase (1 of 3)Phvul.010G144000Protein modification.targeting peptide maturation.mitochondrion.MPP mitochondrial signal peptidase heterodimer.subunit alpha
phosphoglycerate/bisphosphoglycerate mutase family proteinPhvul.011G090600PTHR23029:SF43 - DBJ (1 of 1)Phvul.011G090600Photosynthesis.calvin cycle.ribulose-1,5-bisphosphat carboxylase/oxygenase (RuBisCo) activity.RuBisCo regulation.carboxy-D-arabinitol-1-phosphatase (CA1PP)
phosphoglycerate/bisphosphoglycerate mutase family proteinPhvul.011G090600PTHR23029:SF43 - DBJ (1 of 1)Phvul.011G090600Photosynthesis.calvin cycle.ribulose-1,5-bisphosphat carboxylase/oxygenase (RuBisCo) activity.RuBisCo regulation.carboxy-D-arabinitol-1-phosphatase (CA1PP)
phosphoglycerate/bisphosphoglycerate mutase family proteinPhvul.011G090600PTHR23029:SF43 - DBJ (1 of 1)Phvul.011G090600Photosynthesis.calvin cycle.ribulose-1,5-bisphosphat carboxylase/oxygenase (RuBisCo) activity.RuBisCo regulation.carboxy-D-arabinitol-1-phosphatase (CA1PP)
phosphoglycerate/bisphosphoglycerate mutase family proteinPhvul.011G090600PTHR23029:SF43 - DBJ (1 of 1)Phvul.011G090600Photosynthesis.calvin cycle.ribulose-1,5-bisphosphat carboxylase/oxygenase (RuBisCo) activity.RuBisCo regulation.carboxy-D-arabinitol-1-phosphatase (CA1PP)
phosphoglycerate/bisphosphoglycerate mutase family proteinPhvul.011G090600PTHR23029:SF43 - DBJ (1 of 1)Phvul.011G090600Photosynthesis.calvin cycle.ribulose-1,5-bisphosphat carboxylase/oxygenase (RuBisCo) activity.RuBisCo regulation.carboxy-D-arabinitol-1-phosphatase (CA1PP)
phosphoglycerate/bisphosphoglycerate mutase family proteinPhvul.011G090600PTHR23029:SF43 - DBJ (1 of 1)Phvul.011G090600Photosynthesis.calvin cycle.ribulose-1,5-bisphosphat carboxylase/oxygenase (RuBisCo) activity.RuBisCo regulation.carboxy-D-arabinitol-1-phosphatase (CA1PP)
phosphoglycerate/bisphosphoglycerate mutase family proteinPhvul.011G090600PTHR23029:SF43 - DBJ (1 of 1)Phvul.011G090600Photosynthesis.calvin cycle.ribulose-1,5-bisphosphat carboxylase/oxygenase (RuBisCo) activity.RuBisCo regulation.carboxy-D-arabinitol-1-phosphatase (CA1PP)
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phosphoglycerate/bisphosphoglycerate mutase family proteinPhvul.011G090600PTHR23029:SF43 - DBJ (1 of 1)Phvul.011G090600Photosynthesis.calvin cycle.ribulose-1,5-bisphosphat carboxylase/oxygenase (RuBisCo) activity.RuBisCo regulation.carboxy-D-arabinitol-1-phosphatase (CA1PP)
phosphoglycerate/bisphosphoglycerate mutase family proteinPhvul.011G090600PTHR23029:SF43 - DBJ (1 of 1)Phvul.011G090600Photosynthesis.calvin cycle.ribulose-1,5-bisphosphat carboxylase/oxygenase (RuBisCo) activity.RuBisCo regulation.carboxy-D-arabinitol-1-phosphatase (CA1PP)
phosphoglycerate/bisphosphoglycerate mutase family proteinPhvul.011G090600PTHR23029:SF43 - DBJ (1 of 1)Phvul.011G090600Photosynthesis.calvin cycle.ribulose-1,5-bisphosphat carboxylase/oxygenase (RuBisCo) activity.RuBisCo regulation.carboxy-D-arabinitol-1-phosphatase (CA1PP)
phosphoglycerate/bisphosphoglycerate mutase family proteinPhvul.011G090600PTHR23029:SF43 - DBJ (1 of 1)Phvul.011G090600Photosynthesis.calvin cycle.ribulose-1,5-bisphosphat carboxylase/oxygenase (RuBisCo) activity.RuBisCo regulation.carboxy-D-arabinitol-1-phosphatase (CA1PP)
RING/U-box superfamily protein with ARM repeat domainPhvul.L001616PTHR23315:SF127 - U-BOX DOMAIN-CONTAINING PROTEIN 40 (1 of 1)Phvul.L001616Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)
RING/U-box superfamily protein with ARM repeat domainPhvul.L001616PTHR23315:SF127 - U-BOX DOMAIN-CONTAINING PROTEIN 40 (1 of 1)Phvul.L001616Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)
RING/U-box superfamily protein with ARM repeat domainPhvul.L001616PTHR23315:SF127 - U-BOX DOMAIN-CONTAINING PROTEIN 40 (1 of 1)Phvul.L001616Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)
RING/U-box superfamily protein with ARM repeat domainPhvul.L001616PTHR23315:SF127 - U-BOX DOMAIN-CONTAINING PROTEIN 40 (1 of 1)Phvul.L001616Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)
RING/U-box superfamily protein with ARM repeat domainPhvul.L001616PTHR23315:SF127 - U-BOX DOMAIN-CONTAINING PROTEIN 40 (1 of 1)Phvul.L001616Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)
RING/U-box superfamily protein with ARM repeat domainPhvul.L001616PTHR23315:SF127 - U-BOX DOMAIN-CONTAINING PROTEIN 40 (1 of 1)Phvul.L001616Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)
RING/U-box superfamily protein with ARM repeat domainPhvul.L001616PTHR23315:SF127 - U-BOX DOMAIN-CONTAINING PROTEIN 40 (1 of 1)Phvul.L001616Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)
RING/U-box superfamily protein with ARM repeat domainPhvul.L001616PTHR23315:SF127 - U-BOX DOMAIN-CONTAINING PROTEIN 40 (1 of 1)Phvul.L001616Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)
RING/U-box superfamily protein with ARM repeat domainPhvul.L001616PTHR23315:SF127 - U-BOX DOMAIN-CONTAINING PROTEIN 40 (1 of 1)Phvul.L001616Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)
RING/U-box superfamily protein with ARM repeat domainPhvul.L001616PTHR23315:SF127 - U-BOX DOMAIN-CONTAINING PROTEIN 40 (1 of 1)Phvul.L001616Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)
RING/U-box superfamily protein with ARM repeat domainPhvul.L001616PTHR23315:SF127 - U-BOX DOMAIN-CONTAINING PROTEIN 40 (1 of 1)Phvul.L001616Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)
RING/U-box superfamily protein with ARM repeat domainPhvul.L001616PTHR23315:SF127 - U-BOX DOMAIN-CONTAINING PROTEIN 40 (1 of 1)Phvul.L001616Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.U-Box E3 ligase activities.E3 ubiquitin ligase (PUB)
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DESCRIPTION
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
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P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
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transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
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component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
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chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
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Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
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component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
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C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
component HRD3 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37177108 transcript=Phvul.002G330600.1 locus=Phvul.002G330600 ID=Phvul.002G330600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
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P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
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SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
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Do not distribute

 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
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transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
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 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 1091.2) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 958.0) (original description: pacid=37143239 transcript=Phvul.010G135101.1 locus=Phvul.010G135101 ID=Phvul.010G135101.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 1091.2) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 958.0) (original description: pacid=37144193 transcript=Phvul.010G135151.1 locus=Phvul.010G135151 ID=Phvul.010G135151.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
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glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
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 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
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associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
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1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
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anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM3) (original description: pacid=37148322 transcript=Phvul.003G225400.1 locus=Phvul.003G225400 ID=Phvul.003G225400.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147439 transcript=Phvul.003G248700.1 locus=Phvul.003G248700 ID=Phvul.003G248700.1.v2.1 annot-version=v2.1) & Molybdenum cofactor sulfurase OS=Solanum lycopersicum (sp|q8lgm7|mocos_sollc : 93.2)
 (original description: pacid=37145180 transcript=Phvul.003G249000.1 locus=Phvul.003G249000 ID=Phvul.003G249000.1.v2.1 annot-version=v2.1) & Molybdenum cofactor sulfurase OS=Solanum lycopersicum (sp|q8lgm7|mocos_sollc : 92.8)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
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 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
scaffold component VCS of mRNA decapping complex (original description: pacid=37171969 transcript=Phvul.006G060500.3 locus=Phvul.006G060500 ID=Phvul.006G060500.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
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protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
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protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
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RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)

Page 2162 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
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subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
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Do not distribute

 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
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Do not distribute

 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
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non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
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 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
PRONE-type RopGEF guanine nucleotide exchange factor (original description: pacid=37178719 transcript=Phvul.002G123300.2 locus=Phvul.002G123300 ID=Phvul.002G123300.2.v2.1 annot-version=v2.1) &
PRONE-type RopGEF guanine nucleotide exchange factor (original description: pacid=37178719 transcript=Phvul.002G123300.2 locus=Phvul.002G123300 ID=Phvul.002G123300.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37178228 transcript=Phvul.002G327900.1 locus=Phvul.002G327900 ID=Phvul.002G327900.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g39865 OS=Arabidopsis thaliana (sp|q9fle8|y5986_arath : 127.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
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Do not distribute

 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
Salicylate carboxymethyltransferase OS=Clarkia breweri (sp|q9spv4|samt_clabr : 444.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 196.9) (original description: pacid=37147951 transcript=Phvul.003G255900.1 locus=Phvul.003G255900 ID=Phvul.003G255900.1.v2.1 annot-version=v2.1) &
RNA editing factor (BLX) (original description: pacid=37144867 transcript=Phvul.003G292800.1 locus=Phvul.003G292800 ID=Phvul.003G292800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
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Do not distribute

 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
Pyruvate kinase 1, cytosolic OS=Oryza sativa subsp. japonica (sp|q2rak2|kpyc1_orysj : 915.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 376.0) (original description: pacid=37167361 transcript=Phvul.007G244900.1 locus=Phvul.007G244900 ID=Phvul.007G244900.1.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
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transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
auxin efflux transporter (PIN) (original description: pacid=37158823 transcript=Phvul.008G055200.1 locus=Phvul.008G055200 ID=Phvul.008G055200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
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neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 154.0) & Ent-kaurenoic acid oxidase 1 OS=Arabidopsis thaliana (sp|o23051|kao1_arath : 137.0) (original description: pacid=37142514 transcript=Phvul.010G131100.2 locus=Phvul.010G131100 ID=Phvul.010G131100.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
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subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 no hits & (original description: pacid=37156634 transcript=Phvul.011G031600.2 locus=Phvul.011G031600 ID=Phvul.011G031600.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156634 transcript=Phvul.011G031600.2 locus=Phvul.011G031600 ID=Phvul.011G031600.2.v2.1 annot-version=v2.1)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37147536 transcript=Phvul.003G066900.3 locus=Phvul.003G066900 ID=Phvul.003G066900.3.v2.1 annot-version=v2.1) & PH, RCC1 and FYVE domains-containing protein 1 OS=Arabidopsis thaliana (sp|q947d2|praf1_arath : 772.0)
 (original description: pacid=37147536 transcript=Phvul.003G066900.3 locus=Phvul.003G066900 ID=Phvul.003G066900.3.v2.1 annot-version=v2.1) & PH, RCC1 and FYVE domains-containing protein 1 OS=Arabidopsis thaliana (sp|q947d2|praf1_arath : 772.0)
 (original description: pacid=37145487 transcript=Phvul.003G146400.1 locus=Phvul.003G146400 ID=Phvul.003G146400.1.v2.1 annot-version=v2.1) & AAA-ATPase At5g57480 OS=Arabidopsis thaliana (sp|q9fkm3|aatpk_arath : 775.0)
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Do not distribute

 no hits & (original description: pacid=37147729 transcript=Phvul.003G253800.2 locus=Phvul.003G253800 ID=Phvul.003G253800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147729 transcript=Phvul.003G253800.2 locus=Phvul.003G253800 ID=Phvul.003G253800.2.v2.1 annot-version=v2.1)
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 no hits & (original description: pacid=37171352 transcript=Phvul.006G200900.1 locus=Phvul.006G200900 ID=Phvul.006G200900.1.v2.1 annot-version=v2.1)
carboxypeptidase (SOL) (original description: pacid=37164353 transcript=Phvul.007G083600.2 locus=Phvul.007G083600 ID=Phvul.007G083600.2.v2.1 annot-version=v2.1) &
carboxypeptidase (SOL) (original description: pacid=37164353 transcript=Phvul.007G083600.2 locus=Phvul.007G083600 ID=Phvul.007G083600.2.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165648 transcript=Phvul.007G175300.3 locus=Phvul.007G175300 ID=Phvul.007G175300.3.v2.1 annot-version=v2.1) & Protein SPIRRIG OS=Arabidopsis thaliana (sp|f4hzb2|bcha1_arath : 4995.0)
 (original description: pacid=37165648 transcript=Phvul.007G175300.3 locus=Phvul.007G175300 ID=Phvul.007G175300.3.v2.1 annot-version=v2.1) & Protein SPIRRIG OS=Arabidopsis thaliana (sp|f4hzb2|bcha1_arath : 4995.0)
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 (original description: pacid=37165648 transcript=Phvul.007G175300.3 locus=Phvul.007G175300 ID=Phvul.007G175300.3.v2.1 annot-version=v2.1) & Protein SPIRRIG OS=Arabidopsis thaliana (sp|f4hzb2|bcha1_arath : 4995.0)
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37159930 transcript=Phvul.008G106100.1 locus=Phvul.008G106100 ID=Phvul.008G106100.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 87.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
subunit alpha of MPP mitochondrial signal peptidase heterodimer (original description: pacid=37142881 transcript=Phvul.010G144000.1 locus=Phvul.010G144000 ID=Phvul.010G144000.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
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carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
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 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147189 transcript=Phvul.003G168301.2 locus=Phvul.003G168301 ID=Phvul.003G168301.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159909 transcript=Phvul.008G204300.1 locus=Phvul.008G204300 ID=Phvul.008G204300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145544 transcript=Phvul.003G168400.1 locus=Phvul.003G168400 ID=Phvul.003G168400.1.v2.1 annot-version=v2.1)
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
SIM-type cyclin-dependent kinase inhibitor (original description: pacid=37166609 transcript=Phvul.007G253900.1 locus=Phvul.007G253900 ID=Phvul.007G253900.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
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P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156213 transcript=Phvul.011G215800.1 locus=Phvul.011G215800 ID=Phvul.011G215800.1.v2.1 annot-version=v2.1)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
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transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
transcription factor (BSD) (original description: pacid=37170641 transcript=Phvul.001G147700.1 locus=Phvul.001G147700 ID=Phvul.001G147700.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37175201 transcript=Phvul.002G061900.1 locus=Phvul.002G061900 ID=Phvul.002G061900.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37175850 transcript=Phvul.002G147600.1 locus=Phvul.002G147600 ID=Phvul.002G147600.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
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component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
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chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
chaperone (Hsp70) (original description: pacid=37146952 transcript=Phvul.003G154800.1 locus=Phvul.003G154800 ID=Phvul.003G154800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
SYP1-group Qa-type SNARE component (original description: pacid=37172442 transcript=Phvul.006G191600.1 locus=Phvul.006G191600 ID=Phvul.006G191600.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159388 transcript=Phvul.008G203800.1 locus=Phvul.008G203800 ID=Phvul.008G203800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157848 transcript=Phvul.008G204100.1 locus=Phvul.008G204100 ID=Phvul.008G204100.1.v2.1 annot-version=v2.1)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)

Page 2188 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149870 transcript=Phvul.009G212100.1 locus=Phvul.009G212100 ID=Phvul.009G212100.1.v2.1 annot-version=v2.1)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
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Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37167887 transcript=Phvul.001G220500.1 locus=Phvul.001G220500 ID=Phvul.001G220500.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
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component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
ubiquitin carboxyl-terminal hydrolase (UCH3) (original description: pacid=37177355 transcript=Phvul.002G000300.3 locus=Phvul.002G000300 ID=Phvul.002G000300.3.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
rRNA adenosine dimethylase (DIM1B) (original description: pacid=37174776 transcript=Phvul.002G167300.1 locus=Phvul.002G167300 ID=Phvul.002G167300.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
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C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37177717 transcript=Phvul.002G248200.1 locus=Phvul.002G248200 ID=Phvul.002G248200.1.v2.1 annot-version=v2.1) &
component HRD3 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37177108 transcript=Phvul.002G330600.1 locus=Phvul.002G330600 ID=Phvul.002G330600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
isoleucine-tRNA ligase (original description: pacid=37144600 transcript=Phvul.003G105600.1 locus=Phvul.003G105600 ID=Phvul.003G105600.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-7) (original description: pacid=37144937 transcript=Phvul.003G127400.1 locus=Phvul.003G127400 ID=Phvul.003G127400.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
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P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
EF-Tu translation elongation factor (original description: pacid=37145509 transcript=Phvul.003G205600.1 locus=Phvul.003G205600 ID=Phvul.003G205600.1.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
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SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
SSU processome assembly factor (UTP18) (original description: pacid=37171330 transcript=Phvul.006G200700.1 locus=Phvul.006G200700 ID=Phvul.006G200700.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
RNA editing factor (MEF10) (original description: pacid=37166777 transcript=Phvul.007G188900.1 locus=Phvul.007G188900 ID=Phvul.007G188900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37167103 transcript=Phvul.007G225200.2 locus=Phvul.007G225200 ID=Phvul.007G225200.2.v2.1 annot-version=v2.1)
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
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Do not distribute

 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158241 transcript=Phvul.008G118100.3 locus=Phvul.008G118100 ID=Phvul.008G118100.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157862 transcript=Phvul.008G143300.2 locus=Phvul.008G143300 ID=Phvul.008G143300.2.v2.1 annot-version=v2.1)
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
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transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
transcription factor (MADS/AGL) (original description: pacid=37149266 transcript=Phvul.009G037300.1 locus=Phvul.009G037300 ID=Phvul.009G037300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
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 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 1091.2) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 958.0) (original description: pacid=37143239 transcript=Phvul.010G135101.1 locus=Phvul.010G135101 ID=Phvul.010G135101.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 1091.2) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 958.0) (original description: pacid=37144193 transcript=Phvul.010G135151.1 locus=Phvul.010G135151 ID=Phvul.010G135151.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
cytokinin dehydrogenase (original description: pacid=37157315 transcript=Phvul.011G014000.1 locus=Phvul.011G014000 ID=Phvul.011G014000.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
histone (H2B) (original description: pacid=37156241 transcript=Phvul.011G087500.1 locus=Phvul.011G087500 ID=Phvul.011G087500.1.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
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glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
glucuronosyltransferase (GUX) (original description: pacid=37170322 transcript=Phvul.001G021800.2 locus=Phvul.001G021800 ID=Phvul.001G021800.2.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
gibberellin 3-oxidase (original description: pacid=37170806 transcript=Phvul.001G055000.1 locus=Phvul.001G055000 ID=Phvul.001G055000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
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 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37170712 transcript=Phvul.001G229200.1 locus=Phvul.001G229200 ID=Phvul.001G229200.1.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
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associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
associated factor (LDAP) (original description: pacid=37169889 transcript=Phvul.001G261800.2 locus=Phvul.001G261800 ID=Phvul.001G261800.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
integrin-like protein (AT14a) (original description: pacid=37177034 transcript=Phvul.002G026300.2 locus=Phvul.002G026300 ID=Phvul.002G026300.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
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1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145185 transcript=Phvul.003G146200.1 locus=Phvul.003G146200 ID=Phvul.003G146200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
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anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37146390 transcript=Phvul.003G218500.3 locus=Phvul.003G218500 ID=Phvul.003G218500.3.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM3) (original description: pacid=37148322 transcript=Phvul.003G225400.1 locus=Phvul.003G225400 ID=Phvul.003G225400.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147439 transcript=Phvul.003G248700.1 locus=Phvul.003G248700 ID=Phvul.003G248700.1.v2.1 annot-version=v2.1) & Molybdenum cofactor sulfurase OS=Solanum lycopersicum (sp|q8lgm7|mocos_sollc : 93.2)
 (original description: pacid=37145180 transcript=Phvul.003G249000.1 locus=Phvul.003G249000 ID=Phvul.003G249000.1.v2.1 annot-version=v2.1) & Molybdenum cofactor sulfurase OS=Solanum lycopersicum (sp|q8lgm7|mocos_sollc : 92.8)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
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 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
scaffold component VCS of mRNA decapping complex (original description: pacid=37171969 transcript=Phvul.006G060500.3 locus=Phvul.006G060500 ID=Phvul.006G060500.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
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protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37173747 transcript=Phvul.006G174400.2 locus=Phvul.006G174400 ID=Phvul.006G174400.2.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
TerC protein involved in PS-II assembly (original description: pacid=37164706 transcript=Phvul.007G161800.2 locus=Phvul.007G161800 ID=Phvul.007G161800.2.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
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protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
protease (Deg) (original description: pacid=37164223 transcript=Phvul.007G166500.6 locus=Phvul.007G166500 ID=Phvul.007G166500.6.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37164423 transcript=Phvul.007G184400.6 locus=Phvul.007G184400 ID=Phvul.007G184400.6.v2.1 annot-version=v2.1)
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
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RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
RH3 plastidial RNA basal splicing factor (original description: pacid=37165808 transcript=Phvul.007G207200.1 locus=Phvul.007G207200 ID=Phvul.007G207200.1.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157942 transcript=Phvul.008G151600.1 locus=Phvul.008G151600 ID=Phvul.008G151600.1.v2.1 annot-version=v2.1)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
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 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37160712 transcript=Phvul.008G237800.1 locus=Phvul.008G237800 ID=Phvul.008G237800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148992 transcript=Phvul.009G010400.1 locus=Phvul.009G010400 ID=Phvul.009G010400.1.v2.1 annot-version=v2.1)
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
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subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
component CSN5 of COP9 signalosome complex (original description: pacid=37151549 transcript=Phvul.009G100700.1 locus=Phvul.009G100700 ID=Phvul.009G100700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
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Do not distribute

 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
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Do not distribute

 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
transcription factor (DPB3) (original description: pacid=37155687 transcript=Phvul.011G077500.1 locus=Phvul.011G077500 ID=Phvul.011G077500.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
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non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37156291 transcript=Phvul.011G156800.1 locus=Phvul.011G156800 ID=Phvul.011G156800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
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 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
transcription factor (FAR1) (original description: pacid=37174605 transcript=Phvul.002G119401.1 locus=Phvul.002G119401 ID=Phvul.002G119401.1.v2.1 annot-version=v2.1) &
PRONE-type RopGEF guanine nucleotide exchange factor (original description: pacid=37178719 transcript=Phvul.002G123300.2 locus=Phvul.002G123300 ID=Phvul.002G123300.2.v2.1 annot-version=v2.1) &
PRONE-type RopGEF guanine nucleotide exchange factor (original description: pacid=37178719 transcript=Phvul.002G123300.2 locus=Phvul.002G123300 ID=Phvul.002G123300.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37178228 transcript=Phvul.002G327900.1 locus=Phvul.002G327900 ID=Phvul.002G327900.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g39865 OS=Arabidopsis thaliana (sp|q9fle8|y5986_arath : 127.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
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Do not distribute

 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37144701 transcript=Phvul.003G195900.2 locus=Phvul.003G195900 ID=Phvul.003G195900.2.v2.1 annot-version=v2.1)
Salicylate carboxymethyltransferase OS=Clarkia breweri (sp|q9spv4|samt_clabr : 444.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 196.9) (original description: pacid=37147951 transcript=Phvul.003G255900.1 locus=Phvul.003G255900 ID=Phvul.003G255900.1.v2.1 annot-version=v2.1) &
RNA editing factor (BLX) (original description: pacid=37144867 transcript=Phvul.003G292800.1 locus=Phvul.003G292800 ID=Phvul.003G292800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
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Do not distribute

 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37154063 transcript=Phvul.005G172300.2 locus=Phvul.005G172300 ID=Phvul.005G172300.2.v2.1 annot-version=v2.1)
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37171478 transcript=Phvul.006G052200.1 locus=Phvul.006G052200 ID=Phvul.006G052200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172996 transcript=Phvul.006G056000.2 locus=Phvul.006G056000 ID=Phvul.006G056000.2.v2.1 annot-version=v2.1)
Pyruvate kinase 1, cytosolic OS=Oryza sativa subsp. japonica (sp|q2rak2|kpyc1_orysj : 915.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 376.0) (original description: pacid=37167361 transcript=Phvul.007G244900.1 locus=Phvul.007G244900 ID=Phvul.007G244900.1.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
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transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
transaldolase (original description: pacid=37161153 transcript=Phvul.008G003600.2 locus=Phvul.008G003600 ID=Phvul.008G003600.2.v2.1 annot-version=v2.1) &
auxin efflux transporter (PIN) (original description: pacid=37158823 transcript=Phvul.008G055200.1 locus=Phvul.008G055200 ID=Phvul.008G055200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37160449 transcript=Phvul.008G192200.1 locus=Phvul.008G192200 ID=Phvul.008G192200.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37157922 transcript=Phvul.008G277900.1 locus=Phvul.008G277900 ID=Phvul.008G277900.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
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neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
neutral ceramidase (NCER) (original description: pacid=37161532 transcript=Phvul.008G283700.1 locus=Phvul.008G283700 ID=Phvul.008G283700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
purine transporter (AZG) (original description: pacid=37150221 transcript=Phvul.009G140900.1 locus=Phvul.009G140900 ID=Phvul.009G140900.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 154.0) & Ent-kaurenoic acid oxidase 1 OS=Arabidopsis thaliana (sp|o23051|kao1_arath : 137.0) (original description: pacid=37142514 transcript=Phvul.010G131100.2 locus=Phvul.010G131100 ID=Phvul.010G131100.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
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subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
subfamily ABCC transporter (original description: pacid=37143188 transcript=Phvul.010G140600.2 locus=Phvul.010G140600 ID=Phvul.010G140600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 no hits & (original description: pacid=37156634 transcript=Phvul.011G031600.2 locus=Phvul.011G031600 ID=Phvul.011G031600.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37156634 transcript=Phvul.011G031600.2 locus=Phvul.011G031600 ID=Phvul.011G031600.2.v2.1 annot-version=v2.1)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37147536 transcript=Phvul.003G066900.3 locus=Phvul.003G066900 ID=Phvul.003G066900.3.v2.1 annot-version=v2.1) & PH, RCC1 and FYVE domains-containing protein 1 OS=Arabidopsis thaliana (sp|q947d2|praf1_arath : 772.0)
 (original description: pacid=37147536 transcript=Phvul.003G066900.3 locus=Phvul.003G066900 ID=Phvul.003G066900.3.v2.1 annot-version=v2.1) & PH, RCC1 and FYVE domains-containing protein 1 OS=Arabidopsis thaliana (sp|q947d2|praf1_arath : 772.0)
 (original description: pacid=37145487 transcript=Phvul.003G146400.1 locus=Phvul.003G146400 ID=Phvul.003G146400.1.v2.1 annot-version=v2.1) & AAA-ATPase At5g57480 OS=Arabidopsis thaliana (sp|q9fkm3|aatpk_arath : 775.0)
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Do not distribute

 no hits & (original description: pacid=37147729 transcript=Phvul.003G253800.2 locus=Phvul.003G253800 ID=Phvul.003G253800.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147729 transcript=Phvul.003G253800.2 locus=Phvul.003G253800 ID=Phvul.003G253800.2.v2.1 annot-version=v2.1)
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37152387 transcript=Phvul.005G029100.2 locus=Phvul.005G029100 ID=Phvul.005G029100.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
SUMO E3 ligase (HPY2) (original description: pacid=37153367 transcript=Phvul.005G075200.2 locus=Phvul.005G075200 ID=Phvul.005G075200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37152621 transcript=Phvul.005G105400.1 locus=Phvul.005G105400 ID=Phvul.005G105400.1.v2.1 annot-version=v2.1)
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
inositol transporter (INT) (original description: pacid=37172603 transcript=Phvul.006G142000.1 locus=Phvul.006G142000 ID=Phvul.006G142000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 no hits & (original description: pacid=37171352 transcript=Phvul.006G200900.1 locus=Phvul.006G200900 ID=Phvul.006G200900.1.v2.1 annot-version=v2.1)
carboxypeptidase (SOL) (original description: pacid=37164353 transcript=Phvul.007G083600.2 locus=Phvul.007G083600 ID=Phvul.007G083600.2.v2.1 annot-version=v2.1) &
carboxypeptidase (SOL) (original description: pacid=37164353 transcript=Phvul.007G083600.2 locus=Phvul.007G083600 ID=Phvul.007G083600.2.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
ubiquitin E3 ligase (CERBERUS/LIN) (original description: pacid=37166828 transcript=Phvul.007G136300.1 locus=Phvul.007G136300 ID=Phvul.007G136300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165648 transcript=Phvul.007G175300.3 locus=Phvul.007G175300 ID=Phvul.007G175300.3.v2.1 annot-version=v2.1) & Protein SPIRRIG OS=Arabidopsis thaliana (sp|f4hzb2|bcha1_arath : 4995.0)
 (original description: pacid=37165648 transcript=Phvul.007G175300.3 locus=Phvul.007G175300 ID=Phvul.007G175300.3.v2.1 annot-version=v2.1) & Protein SPIRRIG OS=Arabidopsis thaliana (sp|f4hzb2|bcha1_arath : 4995.0)
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 (original description: pacid=37165648 transcript=Phvul.007G175300.3 locus=Phvul.007G175300 ID=Phvul.007G175300.3.v2.1 annot-version=v2.1) & Protein SPIRRIG OS=Arabidopsis thaliana (sp|f4hzb2|bcha1_arath : 4995.0)
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
transcription factor (WRKY) (original description: pacid=37165804 transcript=Phvul.007G177900.1 locus=Phvul.007G177900 ID=Phvul.007G177900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37159930 transcript=Phvul.008G106100.1 locus=Phvul.008G106100 ID=Phvul.008G106100.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 87.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
transcription factor (ARID) (original description: pacid=37144309 transcript=Phvul.010G123900.1 locus=Phvul.010G123900 ID=Phvul.010G123900.1.v2.1 annot-version=v2.1) &
subunit alpha of MPP mitochondrial signal peptidase heterodimer (original description: pacid=37142881 transcript=Phvul.010G144000.1 locus=Phvul.010G144000 ID=Phvul.010G144000.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
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carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
carboxy-D-arabinitol-1-phosphatase (CA1PP) (original description: pacid=37156982 transcript=Phvul.011G090600.1 locus=Phvul.011G090600 ID=Phvul.011G090600.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
E3 ubiquitin ligase (PUB) (original description: pacid=37179033 transcript=Phvul.L001616.1 locus=Phvul.L001616 ID=Phvul.L001616.1.v2.1 annot-version=v2.1) &
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P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37170239 transcript=Phvul.001G155150.1 locus=Phvul.001G155150 ID=Phvul.001G155150.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
 (original description: pacid=37175225 transcript=Phvul.002G254800.1 locus=Phvul.002G254800 ID=Phvul.002G254800.1.v2.1 annot-version=v2.1) & Inactive TPR repeat-containing thioredoxin TTL3 OS=Arabidopsis thaliana (sp|q9sin1|ttl3_arath : 315.0)
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
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P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37163321 transcript=Phvul.004G046200.1 locus=Phvul.004G046200 ID=Phvul.004G046200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)
 (original description: pacid=37161099 transcript=Phvul.008G188400.4 locus=Phvul.008G188400 ID=Phvul.008G188400.4.v2.1 annot-version=v2.1) & DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana (sp|o65607|msh3_arath : 82.0)

component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
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component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component HAP6 of oligosaccharyl transferase (OST) complex (original description: pacid=37167958 transcript=Phvul.001G162000.1 locus=Phvul.001G162000 ID=Phvul.001G162000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169307 transcript=Phvul.001G187500.1 locus=Phvul.001G187500 ID=Phvul.001G187500.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178289 transcript=Phvul.002G041800.2 locus=Phvul.002G041800 ID=Phvul.002G041800.2.v2.1 annot-version=v2.1) &

component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37178073 transcript=Phvul.002G131700.1 locus=Phvul.002G131700 ID=Phvul.002G131700.1.v2.1 annot-version=v2.1) &

component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
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component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
component CRN/MAC10 of non-snRNP MOS4-associated complex (original description: pacid=37177870 transcript=Phvul.002G162900.1 locus=Phvul.002G162900 ID=Phvul.002G162900.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
 (original description: pacid=37147688 transcript=Phvul.003G014900.1 locus=Phvul.003G014900 ID=Phvul.003G014900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g31430 OS=Arabidopsis thaliana (sp|q9c866|ppr65_arath : 668.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37146410 transcript=Phvul.003G131800.1 locus=Phvul.003G131800 ID=Phvul.003G131800.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)
 (original description: pacid=37172208 transcript=Phvul.006G102400.1 locus=Phvul.006G102400 ID=Phvul.006G102400.1.v2.1 annot-version=v2.1) & Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana (sp|q9sth1|hsop3_arath : 85.1)

component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37166179 transcript=Phvul.007G222300.1 locus=Phvul.007G222300 ID=Phvul.007G222300.1.v2.1 annot-version=v2.1) &

component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37150926 transcript=Phvul.009G047000.9 locus=Phvul.009G047000 ID=Phvul.009G047000.9.v2.1 annot-version=v2.1) &
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component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37149017 transcript=Phvul.009G228000.2 locus=Phvul.009G228000 ID=Phvul.009G228000.2.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
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Do not distribute

component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37142600 transcript=Phvul.010G048400.4 locus=Phvul.010G048400 ID=Phvul.010G048400.4.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37143227 transcript=Phvul.010G130000.1 locus=Phvul.010G130000 ID=Phvul.010G130000.1.v2.1 annot-version=v2.1) &
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Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &
component GRF of GRF-GIF transcriptional complex (original description: pacid=37156208 transcript=Phvul.011G017700.1 locus=Phvul.011G017700 ID=Phvul.011G017700.1.v2.1 annot-version=v2.1) &

component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
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component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
component Tom20 of outer mitochondrion membrane TOM translocation system (original description: pacid=37170459 transcript=Phvul.001G261400.1 locus=Phvul.001G261400 ID=Phvul.001G261400.1.v2.1 annot-version=v2.1) &
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component HRD3 of ER-associated protein degradation (ERAD) machinery (original description: pacid=37177108 transcript=Phvul.002G330600.1 locus=Phvul.002G330600 ID=Phvul.002G330600.1.v2.1 annot-version=v2.1) &

P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
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P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &
P2B-type calcium cation-transporting ATPase (ACA) (original description: pacid=37145292 transcript=Phvul.003G140200.2 locus=Phvul.003G140200 ID=Phvul.003G140200.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37161879 transcript=Phvul.004G012700.2 locus=Phvul.004G012700 ID=Phvul.004G012700.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
 (original description: pacid=37154541 transcript=Phvul.005G126400.1 locus=Phvul.005G126400 ID=Phvul.005G126400.1.v2.1 annot-version=v2.1) & Stress-response A/B barrel domain-containing protein At5g22580 OS=Arabidopsis thaliana (sp|q9fk81|y5258_arath : 126.0)
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 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
 (original description: pacid=37164714 transcript=Phvul.007G189100.1 locus=Phvul.007G189100 ID=Phvul.007G189100.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At3g11460, mitochondrial OS=Arabidopsis thaliana (sp|q9cay1|pp223_arath : 163.0)
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
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Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158468 transcript=Phvul.008G020700.2 locus=Phvul.008G020700 ID=Phvul.008G020700.2.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 219.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
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 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
 (original description: pacid=37158748 transcript=Phvul.008G046300.2 locus=Phvul.008G046300 ID=Phvul.008G046300.2.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g19890 OS=Arabidopsis thaliana (sp|p0c8q3|pp326_arath : 844.0)
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dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
dual-specificity tRNA/rRNA pseudouridine synthase (RluA) (original description: pacid=37152055 transcript=Phvul.009G019500.2 locus=Phvul.009G019500 ID=Phvul.009G019500.2.v2.1 annot-version=v2.1) &
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Do not distribute
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
 (original description: pacid=37151915 transcript=Phvul.009G065100.1 locus=Phvul.009G065100 ID=Phvul.009G065100.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g04860 OS=Arabidopsis thaliana (sp|q9sj73|pp148_arath : 728.0)
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
component ADA3 of SAGA transcription co-activator complex (original description: pacid=37148621 transcript=Phvul.009G230000.2 locus=Phvul.009G230000 ID=Phvul.009G230000.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
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Do not distribute

 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
 (original description: pacid=37149947 transcript=Phvul.009G246000.2 locus=Phvul.009G246000 ID=Phvul.009G246000.2.v2.1 annot-version=v2.1) & Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana (sp|q944a6|snf4_arath : 499.0)
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 1091.2) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 958.0) (original description: pacid=37143239 transcript=Phvul.010G135101.1 locus=Phvul.010G135101 ID=Phvul.010G135101.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 1091.2) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 958.0) (original description: pacid=37144193 transcript=Phvul.010G135151.1 locus=Phvul.010G135151 ID=Phvul.010G135151.1.v2.1 annot-version=v2.1) &
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Do not distribute

 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37169457 transcript=Phvul.001G103833.1 locus=Phvul.001G103833 ID=Phvul.001G103833.1.v2.1 annot-version=v2.1) & 2-isopropylmalate synthase 1, chloroplastic OS=Arabidopsis thaliana (sp|q9lpr4|leu11_arath : 359.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
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Do not distribute

 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
 (original description: pacid=37168738 transcript=Phvul.001G109780.2 locus=Phvul.001G109780 ID=Phvul.001G109780.2.v2.1 annot-version=v2.1) & Probable 2-isopropylmalate synthase OS=Glycine max (sp|q39891|leu1_soybn : 313.0)
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Do not distribute (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
 (original description: pacid=37177466 transcript=Phvul.002G202700.1 locus=Phvul.002G202700 ID=Phvul.002G202700.1.v2.1 annot-version=v2.1) & SEC1 family transport protein SLY1 OS=Arabidopsis thaliana (sp|q9sl48|sly1_arath : 931.0)
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
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Do not distribute

1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
1-aminocyclopropane-1-carboxylate (ACC) oxidase (original description: pacid=37178097 transcript=Phvul.002G326600.2 locus=Phvul.002G326600 ID=Phvul.002G326600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
 (original description: pacid=37146357 transcript=Phvul.003G078600.1 locus=Phvul.003G078600 ID=Phvul.003G078600.1.v2.1 annot-version=v2.1) & Peroxidase 42 OS=Arabidopsis thaliana (sp|q9sb81|per42_arath : 526.0)
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Do not distribute

S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
S6K-dependent protein translation regulator (MRF) (original description: pacid=37147061 transcript=Phvul.003G207600.1 locus=Phvul.003G207600 ID=Phvul.003G207600.1.v2.1 annot-version=v2.1) &
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Do not distribute

Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147439 transcript=Phvul.003G248700.1 locus=Phvul.003G248700 ID=Phvul.003G248700.1.v2.1 annot-version=v2.1) & Molybdenum cofactor sulfurase OS=Solanum lycopersicum (sp|q8lgm7|mocos_sollc : 93.2)
 (original description: pacid=37145180 transcript=Phvul.003G249000.1 locus=Phvul.003G249000 ID=Phvul.003G249000.1.v2.1 annot-version=v2.1) & Molybdenum cofactor sulfurase OS=Solanum lycopersicum (sp|q8lgm7|mocos_sollc : 92.8)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
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 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
 (original description: pacid=37145577 transcript=Phvul.003G273400.1 locus=Phvul.003G273400 ID=Phvul.003G273400.1.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH13 OS=Arabidopsis thaliana (sp|q501h5|sfh13_arath : 610.0)
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37153004 transcript=Phvul.005G101400.3 locus=Phvul.005G101400 ID=Phvul.005G101400.3.v2.1 annot-version=v2.1) &
scaffold component VCS of mRNA decapping complex (original description: pacid=37171969 transcript=Phvul.006G060500.3 locus=Phvul.006G060500 ID=Phvul.006G060500.3.v2.1 annot-version=v2.1) &
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component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &
component TAF6 of TFIId basal transcription regulation complex (original description: pacid=37160623 transcript=Phvul.008G012100.2 locus=Phvul.008G012100 ID=Phvul.008G012100.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)

Page 2260 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37159266 transcript=Phvul.008G206200.1 locus=Phvul.008G206200 ID=Phvul.008G206200.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2A OS=Arabidopsis thaliana (sp|q9les2|uba2a_arath : 290.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)
 (original description: pacid=37157838 transcript=Phvul.008G212400.1 locus=Phvul.008G212400 ID=Phvul.008G212400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g02650, mitochondrial OS=Arabidopsis thaliana (sp|p0c896|pp209_arath : 462.0)

subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
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subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
subunit beta of TFIIf basal transcription factor complex (original description: pacid=37149786 transcript=Phvul.009G013500.1 locus=Phvul.009G013500 ID=Phvul.009G013500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)
 (original description: pacid=37150403 transcript=Phvul.009G080600.1 locus=Phvul.009G080600 ID=Phvul.009G080600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g05670, mitochondrial OS=Arabidopsis thaliana (sp|q0wvk7|ppr12_arath : 225.0)

 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37151079 transcript=Phvul.009G138700.2 locus=Phvul.009G138700 ID=Phvul.009G138700.2.v2.1 annot-version=v2.1) & protein SLOW GREEN 1, chloroplastic OS=Arabidopsis thaliana (sp|q9ls48|sg1_arath : 158.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
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 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37150486 transcript=Phvul.009G141200.3 locus=Phvul.009G141200 ID=Phvul.009G141200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79540 OS=Arabidopsis thaliana (sp|q9saj5|pp133_arath : 509.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143267 transcript=Phvul.010G066800.1 locus=Phvul.010G066800 ID=Phvul.010G066800.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 366.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37143418 transcript=Phvul.010G066900.1 locus=Phvul.010G066900 ID=Phvul.010G066900.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 327.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
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 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)
 (original description: pacid=37142364 transcript=Phvul.010G073200.3 locus=Phvul.010G073200 ID=Phvul.010G073200.3.v2.1 annot-version=v2.1) & Transcription factor bHLH140 OS=Arabidopsis thaliana (sp|q9m041|bh140_arath : 644.0)

non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
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non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &
non-core component Nhp2/Naf1 of H/ACA small nucleolar ribonucleoprotein (snoRNP) RNA pseudouridylation complex (original description: pacid=37156465 transcript=Phvul.011G112400.1 locus=Phvul.011G112400 ID=Phvul.011G112400.1.v2.1 annot-version=v2.1) &

Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
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Do not distribute

 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37171087 transcript=Phvul.001G095200.3 locus=Phvul.001G095200 ID=Phvul.001G095200.3.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g04130, mitochondrial OS=Arabidopsis thaliana (sp|q9m8w9|pp211_arath : 485.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)
 (original description: pacid=37169848 transcript=Phvul.001G198800.1 locus=Phvul.001G198800 ID=Phvul.001G198800.1.v2.1 annot-version=v2.1) & Myosin-binding protein 7 OS=Arabidopsis thaliana (sp|q9fg14|myob7_arath : 382.0)

PRONE-type RopGEF guanine nucleotide exchange factor (original description: pacid=37178719 transcript=Phvul.002G123300.2 locus=Phvul.002G123300 ID=Phvul.002G123300.2.v2.1 annot-version=v2.1) &
PRONE-type RopGEF guanine nucleotide exchange factor (original description: pacid=37178719 transcript=Phvul.002G123300.2 locus=Phvul.002G123300 ID=Phvul.002G123300.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37178228 transcript=Phvul.002G327900.1 locus=Phvul.002G327900 ID=Phvul.002G327900.1.v2.1 annot-version=v2.1) & Uncharacterized protein At5g39865 OS=Arabidopsis thaliana (sp|q9fle8|y5986_arath : 127.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
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Do not distribute

 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37144906 transcript=Phvul.003G136300.2 locus=Phvul.003G136300 ID=Phvul.003G136300.2.v2.1 annot-version=v2.1) & CRM-domain containing factor CFM3, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica (sp|q2r1u8|cfm3_orysj : 477.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)

Salicylate carboxymethyltransferase OS=Clarkia breweri (sp|q9spv4|samt_clabr : 444.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 196.9) (original description: pacid=37147951 transcript=Phvul.003G255900.1 locus=Phvul.003G255900 ID=Phvul.003G255900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
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Do not distribute

 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
 (original description: pacid=37162439 transcript=Phvul.004G026100.2 locus=Phvul.004G026100 ID=Phvul.004G026100.2.v2.1 annot-version=v2.1) & Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana (sp|q9car7|hir2_arath : 450.0)
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Do not distribute

Pyruvate kinase 1, cytosolic OS=Oryza sativa subsp. japonica (sp|q2rak2|kpyc1_orysj : 915.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 376.0) (original description: pacid=37167361 transcript=Phvul.007G244900.1 locus=Phvul.007G244900 ID=Phvul.007G244900.1.v2.1 annot-version=v2.1) &
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Do not distribute

 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
 (original description: pacid=37159342 transcript=Phvul.008G162900.1 locus=Phvul.008G162900 ID=Phvul.008G162900.1.v2.1 annot-version=v2.1) & Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana (sp|b6sfa4|maa3_arath : 916.0)
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Do not distribute
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)
 (original description: pacid=37149910 transcript=Phvul.009G086300.2 locus=Phvul.009G086300 ID=Phvul.009G086300.2.v2.1 annot-version=v2.1) & L10-interacting MYB domain-containing protein OS=Arabidopsis thaliana (sp|q9ffj8|limyb_arath : 115.0)

Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 154.0) & Ent-kaurenoic acid oxidase 1 OS=Arabidopsis thaliana (sp|o23051|kao1_arath : 137.0) (original description: pacid=37142514 transcript=Phvul.010G131100.2 locus=Phvul.010G131100 ID=Phvul.010G131100.2.v2.1 annot-version=v2.1) &
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Do not distribute
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)
 (original description: pacid=37154899 transcript=Phvul.011G014800.1 locus=Phvul.011G014800 ID=Phvul.011G014800.1.v2.1 annot-version=v2.1) & Probable inactive purple acid phosphatase 24 OS=Arabidopsis thaliana (sp|q8h1r2|ppa24_arath : 354.0)

 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37156110 transcript=Phvul.011G092600.2 locus=Phvul.011G092600 ID=Phvul.011G092600.2.v2.1 annot-version=v2.1) & Subtilisin-like protease SBT5.3 OS=Arabidopsis thaliana (sp|q9zsp5|air3_arath : 490.0)
 (original description: pacid=37147536 transcript=Phvul.003G066900.3 locus=Phvul.003G066900 ID=Phvul.003G066900.3.v2.1 annot-version=v2.1) & PH, RCC1 and FYVE domains-containing protein 1 OS=Arabidopsis thaliana (sp|q947d2|praf1_arath : 772.0)
 (original description: pacid=37147536 transcript=Phvul.003G066900.3 locus=Phvul.003G066900 ID=Phvul.003G066900.3.v2.1 annot-version=v2.1) & PH, RCC1 and FYVE domains-containing protein 1 OS=Arabidopsis thaliana (sp|q947d2|praf1_arath : 772.0)
 (original description: pacid=37145487 transcript=Phvul.003G146400.1 locus=Phvul.003G146400 ID=Phvul.003G146400.1.v2.1 annot-version=v2.1) & AAA-ATPase At5g57480 OS=Arabidopsis thaliana (sp|q9fkm3|aatpk_arath : 775.0)
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 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)
 (original description: pacid=37172241 transcript=Phvul.006G157700.1 locus=Phvul.006G157700 ID=Phvul.006G157700.1.v2.1 annot-version=v2.1) & F-box/LRR-repeat protein 4 OS=Arabidopsis thaliana (sp|q9c5d2|fbl4_arath : 781.0)

 (original description: pacid=37165648 transcript=Phvul.007G175300.3 locus=Phvul.007G175300 ID=Phvul.007G175300.3.v2.1 annot-version=v2.1) & Protein SPIRRIG OS=Arabidopsis thaliana (sp|f4hzb2|bcha1_arath : 4995.0)
 (original description: pacid=37165648 transcript=Phvul.007G175300.3 locus=Phvul.007G175300 ID=Phvul.007G175300.3.v2.1 annot-version=v2.1) & Protein SPIRRIG OS=Arabidopsis thaliana (sp|f4hzb2|bcha1_arath : 4995.0)
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 (original description: pacid=37165648 transcript=Phvul.007G175300.3 locus=Phvul.007G175300 ID=Phvul.007G175300.3.v2.1 annot-version=v2.1) & Protein SPIRRIG OS=Arabidopsis thaliana (sp|f4hzb2|bcha1_arath : 4995.0)

 (original description: pacid=37159930 transcript=Phvul.008G106100.1 locus=Phvul.008G106100 ID=Phvul.008G106100.1.v2.1 annot-version=v2.1) & UPF0481 protein At3g47200 OS=Arabidopsis thaliana (sp|q9sd53|y3720_arath : 87.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)
 (original description: pacid=37142554 transcript=Phvul.010G112800.1 locus=Phvul.010G112800 ID=Phvul.010G112800.1.v2.1 annot-version=v2.1) & DEAD-box ATP-dependent RNA helicase 31 OS=Arabidopsis thaliana (sp|q9ffq1|rh31_arath : 788.0)

subunit alpha of MPP mitochondrial signal peptidase heterodimer (original description: pacid=37142881 transcript=Phvul.010G144000.1 locus=Phvul.010G144000 ID=Phvul.010G144000.1.v2.1 annot-version=v2.1) &
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Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 933.8) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 884.0) (original description: pacid=37144293 transcript=Phvul.010G135701.1 locus=Phvul.010G135701 ID=Phvul.010G135701.1.v2.1 annot-version=v2.1) &
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Do not distributeLong chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana (sp|o22898|lacs1_arath : 926.0) & Enzyme classification.EC_6 ligases.EC_6.2 ligase forming carbon-sulfur bond(50.6.2 : 423.6) (original description: pacid=37166088 transcript=Phvul.007G212500.1 locus=Phvul.007G212500 ID=Phvul.007G212500.1.v2.1 annot-version=v2.1) &
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Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
Benzyl alcohol O-benzoyltransferase OS=Nicotiana tabacum (sp|q8gt20|bebt_tobac : 687.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.1) (original description: pacid=37164693 transcript=Phvul.007G280800.1 locus=Phvul.007G280800 ID=Phvul.007G280800.1.v2.1 annot-version=v2.1) &
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Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 1091.2) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 958.0) (original description: pacid=37143239 transcript=Phvul.010G135101.1 locus=Phvul.010G135101 ID=Phvul.010G135101.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.13 oxidoreductase acting on single donor with incorporation of molecular oxygen (oxygenase)(50.1.12 : 1091.2) & Seed linoleate 9S-lipoxygenase OS=Glycine max (sp|p24095|loxx_soybn : 958.0) (original description: pacid=37144193 transcript=Phvul.010G135151.1 locus=Phvul.010G135151 ID=Phvul.010G135151.1.v2.1 annot-version=v2.1) &

Page 2298 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

Page 2299 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

Page 2300 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

Page 2301 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

Page 2302 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

Page 2303 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 444.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 359.5) (original description: pacid=37147620 transcript=Phvul.003G240800.1 locus=Phvul.003G240800 ID=Phvul.003G240800.1.v2.1 annot-version=v2.1) &
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Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
Cysteine proteinase RD21A OS=Arabidopsis thaliana (sp|p43297|rd21a_arath : 613.0) & Enzyme classification.EC_3 hydrolases.EC_3.4 hydrolase acting on peptide bond (peptidase)(50.3.4 : 356.4) (original description: pacid=37169073 transcript=Phvul.001G024500.1 locus=Phvul.001G024500 ID=Phvul.001G024500.1.v2.1 annot-version=v2.1) &
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Salicylate carboxymethyltransferase OS=Clarkia breweri (sp|q9spv4|samt_clabr : 444.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 196.9) (original description: pacid=37147951 transcript=Phvul.003G255900.1 locus=Phvul.003G255900 ID=Phvul.003G255900.1.v2.1 annot-version=v2.1) &
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Pyruvate kinase 1, cytosolic OS=Oryza sativa subsp. japonica (sp|q2rak2|kpyc1_orysj : 915.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 376.0) (original description: pacid=37167361 transcript=Phvul.007G244900.1 locus=Phvul.007G244900 ID=Phvul.007G244900.1.v2.1 annot-version=v2.1) &
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Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 154.0) & Ent-kaurenoic acid oxidase 1 OS=Arabidopsis thaliana (sp|o23051|kao1_arath : 137.0) (original description: pacid=37142514 transcript=Phvul.010G131100.2 locus=Phvul.010G131100 ID=Phvul.010G131100.2.v2.1 annot-version=v2.1) &
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Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 154.0) & Ent-kaurenoic acid oxidase 1 OS=Arabidopsis thaliana (sp|o23051|kao1_arath : 137.0) (original description: pacid=37142514 transcript=Phvul.010G131100.2 locus=Phvul.010G131100 ID=Phvul.010G131100.2.v2.1 annot-version=v2.1) &
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miRNA_Acc. Target_Acc. Expectation UPE$ miRNA_start
ucuucccaauuccgcccauucc Phvul.004G048000.1 0.5 -1 1
ucuucccuacaccucccauacc Phvul.001G224800.1 2 -1 1
ucuucccuacaccucccauacc Phvul.001G224800.2 2 -1 1
ucuucccuacaccucccauacc Phvul.001G224800.1 2 -1 1
ucuucccuacaccucccauacc Phvul.001G224800.2 2 -1 1
ucuucccuacaccucccauacc Phvul.007G201700.1 2 -1 1
ucuucccuacaccucccauacc Phvul.007G201700.1 2 -1 1
ucuucccuacaccucccauacc Phvul.008G061300.2 2 -1 1
ucuucccuacaccucccauacc Phvul.008G061300.1 2 -1 1
ucuucccuacaccucccauacc Phvul.008G061300.2 2 -1 1
ucuucccuacaccucccauacc Phvul.008G061300.1 2 -1 1
ucuucccaauuccgcccauucc Phvul.002G079200.1 2.5 -1 1
ucuucccaauuccgcccauucc Phvul.001G217600.1 3 -1 1
ucuucccuacaccucccauacc Phvul.002G001500.1 3 -1 1
ucuucccuacaccucccauacc Phvul.002G001500.1 3 -1 1
ucuucccaauuccgcccauucc Phvul.003G072500.1 3 -1 1
ucuucccaauuccgcccauucc Phvul.003G244225.3 3 -1 1
ucuucccaauuccgcccauucc Phvul.003G244225.2 3 -1 1
ucuucccaauuccgcccauucc Phvul.003G244225.1 3 -1 1
ucuucccaauuccgcccauucc Phvul.004G137300.1 3 -1 1
ucuucccaauuccgcccauucc Phvul.005G029400.1 3 -1 1
ucuucccaauuccgcccauucc Phvul.005G029400.3 3 -1 1
ucuucccaauuccgcccauucc Phvul.005G029400.2 3 -1 1
ucuucccuacaccucccauacc Phvul.007G210600.1 3 -1 1
ucuucccuacaccucccauacc Phvul.007G210600.1 3 -1 1
ucuucccaauuccgcccauucc Phvul.008G055500.1 3 -1 1
ucuucccuacaccucccauacc Phvul.008G280900.1 3 -1 1
ucuucccuacaccucccauacc Phvul.008G280900.1 3 -1 1
ucuucccaauuccgcccauucc Phvul.010G064700.1 3 -1 1
ucuucccaauuccgcccauucc Phvul.010G136700.1 3 -1 1
ucuucccaauuccgcccauucc Phvul.011G149100.7 3 -1 1
ucuucccaauuccgcccauucc Phvul.011G149100.6 3 -1 1
ucuucccaauuccgcccauucc Phvul.011G149100.5 3 -1 1
ucuucccaauuccgcccauucc Phvul.011G149100.2 3 -1 1
ucuucccaauuccgcccauucc Phvul.011G149100.1 3 -1 1
ucuucccaauuccgcccauucc Phvul.011G149100.4 3 -1 1
ucuucccaauuccgcccauucc Phvul.011G149100.3 3 -1 1
ucuucccaauuccgcccauucc Phvul.011G166100.1 3 -1 1
ucuucccaauuccgcccauucc Phvul.001G128200.2 3.5 -1 1
ucuucccuacaccucccauacc Phvul.001G134000.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.001G134000.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.001G243900.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.001G243900.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.002G057300.2 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.002G057300.1 3.5 -1 1
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ucuucccaauuccgcccauucc Phvul.002G122200.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.002G187600.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.002G261500.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.002G261500.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.003G101200.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.003G101200.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.003G202900.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.003G202900.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.004G026200.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.004G140400.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.004G140400.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.005G038200.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.005G038200.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.005G087100.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.005G087100.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.006G102700.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.008G072300.2 3.5 -1 1
ucuucccuacaccucccauacc Phvul.008G072300.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.008G072300.2 3.5 -1 1
ucuucccuacaccucccauacc Phvul.008G072300.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.008G202300.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.008G259600.2 3.5 -1 1
ucuucccuacaccucccauacc Phvul.008G259600.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.008G259600.2 3.5 -1 1
ucuucccuacaccucccauacc Phvul.008G259600.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.010G131650.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.010G132333.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.010G136800.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.010G151400.6 3.5 -1 1
ucuucccuacaccucccauacc Phvul.010G151400.4 3.5 -1 1
ucuucccuacaccucccauacc Phvul.010G151400.6 3.5 -1 1
ucuucccuacaccucccauacc Phvul.010G151400.4 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G140300.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G140400.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G151300.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.011G181700.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.011G181700.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G192400.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G192600.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G193100.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G193500.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G193600.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G194800.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G194900.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G195000.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G195200.1 3.5 -1 1
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ucuucccaauuccgcccauucc Phvul.011G195400.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G195500.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G196000.1 3.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G196066.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.011G200820.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.011G200820.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.011G202100.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.011G202100.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.011G202300.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.011G202300.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.011G203100.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.011G203100.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.L002337.2 3.5 -1 1
ucuucccuacaccucccauacc Phvul.L002337.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.L002337.2 3.5 -1 1
ucuucccuacaccucccauacc Phvul.L002337.1 3.5 -1 1
ucuucccuacaccucccauacc Phvul.001G015600.1 4 -1 1
ucuucccuacaccucccauacc Phvul.001G015600.2 4 -1 1
ucuucccuacaccucccauacc Phvul.001G015600.1 4 -1 1
ucuucccuacaccucccauacc Phvul.001G015600.2 4 -1 1
ucuucccaauuccgcccauucc Phvul.001G085500.2 4 -1 1
ucuucccaauuccgcccauucc Phvul.001G085500.1 4 -1 1
ucuucccuacaccucccauacc Phvul.001G232600.1 4 -1 1
ucuucccuacaccucccauacc Phvul.001G232600.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.002G041400.4 4 -1 1
ucuucccaauuccgcccauucc Phvul.002G041400.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.002G041400.2 4 -1 1
ucuucccaauuccgcccauucc Phvul.002G041400.3 4 -1 1
ucuucccaauuccgcccauucc Phvul.002G298800.1 4 -1 1
ucuucccuacaccucccauacc Phvul.003G010900.1 4 -1 1
ucuucccuacaccucccauacc Phvul.003G010900.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.003G195800.2 4 -1 1
ucuucccaauuccgcccauucc Phvul.003G195800.1 4 -1 1
ucuucccuacaccucccauacc Phvul.003G252400.1 4 -1 1
ucuucccuacaccucccauacc Phvul.003G252400.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.003G295800.4 4 -1 1
ucuucccaauuccgcccauucc Phvul.003G295800.3 4 -1 1
ucuucccaauuccgcccauucc Phvul.003G295800.2 4 -1 1
ucuucccuacaccucccauacc Phvul.004G032300.4 4 -1 1
ucuucccuacaccucccauacc Phvul.004G032300.2 4 -1 1
ucuucccuacaccucccauacc Phvul.004G032300.3 4 -1 1
ucuucccuacaccucccauacc Phvul.004G032300.1 4 -1 1
ucuucccuacaccucccauacc Phvul.004G032300.4 4 -1 1
ucuucccuacaccucccauacc Phvul.004G032300.2 4 -1 1
ucuucccuacaccucccauacc Phvul.004G032300.3 4 -1 1
ucuucccuacaccucccauacc Phvul.004G032300.1 4 -1 1
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ucuucccuacaccucccauacc Phvul.004G048000.1 4 -1 1
ucuucccuacaccucccauacc Phvul.004G048000.1 4 -1 1
ucuucccuacaccucccauacc Phvul.004G106800.2 4 -1 1
ucuucccuacaccucccauacc Phvul.004G106800.2 4 -1 1
ucuucccaauuccgcccauucc Phvul.004G133100.1 4 -1 1
ucuucccuacaccucccauacc Phvul.005G165800.1 4 -1 1
ucuucccuacaccucccauacc Phvul.005G165800.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.006G066800.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.006G086800.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.006G148800.1 4 -1 1
ucuucccuacaccucccauacc Phvul.006G180900.1 4 -1 1
ucuucccuacaccucccauacc Phvul.006G180900.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.007G027400.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.007G096800.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.008G158100.1 4 -1 1
ucuucccuacaccucccauacc Phvul.009G020000.1 4 -1 1
ucuucccuacaccucccauacc Phvul.009G020000.1 4 -1 1
ucuucccuacaccucccauacc Phvul.009G065500.1 4 -1 1
ucuucccuacaccucccauacc Phvul.009G065500.2 4 -1 1
ucuucccuacaccucccauacc Phvul.009G065500.1 4 -1 1
ucuucccuacaccucccauacc Phvul.009G065500.2 4 -1 1
ucuucccaauuccgcccauucc Phvul.009G213300.1 4 -1 1
ucuucccuacaccucccauacc Phvul.009G226300.2 4 -1 1
ucuucccuacaccucccauacc Phvul.009G226300.1 4 -1 1
ucuucccuacaccucccauacc Phvul.009G226300.2 4 -1 1
ucuucccuacaccucccauacc Phvul.009G226300.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.009G233700.1 4 -1 1
ucuucccuacaccucccauacc Phvul.009G233700.1 4 -1 1
ucuucccuacaccucccauacc Phvul.009G233700.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.010G008700.2 4 -1 1
ucuucccaauuccgcccauucc Phvul.010G008700.1 4 -1 1
ucuucccuacaccucccauacc Phvul.010G056500.1 4 -1 1
ucuucccuacaccucccauacc Phvul.010G056500.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.010G063100.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.010G070584.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.010G146900.6 4 -1 1
ucuucccaauuccgcccauucc Phvul.010G146900.2 4 -1 1
ucuucccaauuccgcccauucc Phvul.010G146900.3 4 -1 1
ucuucccaauuccgcccauucc Phvul.010G146900.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.010G146900.4 4 -1 1
ucuucccaauuccgcccauucc Phvul.010G146900.5 4 -1 1
ucuucccaauuccgcccauucc Phvul.011G014500.2 4 -1 1
ucuucccuacaccucccauacc Phvul.011G014500.2 4 -1 1
ucuucccuacaccucccauacc Phvul.011G014500.2 4 -1 1
ucuucccaauuccgcccauucc Phvul.011G082700.3 4 -1 1
ucuucccaauuccgcccauucc Phvul.011G082700.2 4 -1 1
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Do not distribute

ucuucccaauuccgcccauucc Phvul.011G082700.1 4 -1 1
ucuucccuacaccucccauacc Phvul.011G149400.1 4 -1 1
ucuucccuacaccucccauacc Phvul.011G149400.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.011G181500.1 4 -1 1
ucuucccuacaccucccauacc Phvul.011G182900.1 4 -1 1
ucuucccuacaccucccauacc Phvul.011G182900.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.011G191600.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.011G191800.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.011G192200.1 4 -1 1
ucuucccuacaccucccauacc Phvul.011G192900.1 4 -1 1
ucuucccuacaccucccauacc Phvul.011G192900.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.011G195751.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.011G198400.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.011G201000.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.011G201101.1 4 -1 1
ucuucccaauuccgcccauucc Phvul.001G027100.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.001G123000.2 4.5 -1 1
ucuucccuacaccucccauacc Phvul.001G132516.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.001G132516.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.001G132701.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.001G132701.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.001G132800.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.001G132800.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.001G132864.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.001G132864.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.001G133100.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.001G133100.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.001G133101.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.001G133101.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.001G185400.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.001G185400.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.001G217800.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.002G063500.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.002G063500.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.002G104200.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.002G104200.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.002G279500.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.003G050200.2 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.003G050200.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.003G076900.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.003G076900.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.003G104900.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.003G104900.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.003G157600.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.003G158700.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.003G158700.1 4.5 -1 1
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ucuucccaauuccgcccauucc Phvul.003G162300.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.003G209600.2 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.003G209600.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.003G288300.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.003G288300.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.004G011400.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.004G064300.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.004G064300.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.004G131300.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.004G131300.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.005G031200.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.005G071300.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.005G071300.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.006G057000.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.006G057100.5 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.006G057100.4 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.006G057700.2 4.5 -1 1
ucuucccuacaccucccauacc Phvul.006G066800.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.006G066800.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.007G086300.2 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.007G086300.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.008G014700.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.008G014700.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.008G072032.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.008G072032.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.008G168300.2 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.008G168300.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.009G039200.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.009G079700.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.009G079700.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.009G180800.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.009G180800.2 4.5 -1 1
ucuucccuacaccucccauacc Phvul.009G180800.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.009G180800.2 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.009G249500.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.010G025000.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.010G025700.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.010G063700.2 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.010G101700.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.010G141400.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.010G149500.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.010G149500.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G015000.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.011G181500.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.011G181500.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.011G198000.1 4.5 -1 1
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ucuucccuacaccucccauacc Phvul.011G198000.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G200880.2 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.011G200880.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.011G201000.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.011G201000.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.011G201101.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.011G201101.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.011G202366.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.011G202366.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.L004500.1 4.5 -1 1
ucuucccuacaccucccauacc Phvul.L004500.1 4.5 -1 1
ucuucccaauuccgcccauucc Phvul.001G183400.2 5 -1 1
ucuucccaauuccgcccauucc Phvul.001G183400.3 5 -1 1
ucuucccaauuccgcccauucc Phvul.001G183400.4 5 -1 1
ucuucccaauuccgcccauucc Phvul.001G183400.1 5 -1 1
ucuucccuacaccucccauacc Phvul.002G089800.1 5 -1 1
ucuucccuacaccucccauacc Phvul.002G089800.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.002G171400.1 5 -1 1
ucuucccuacaccucccauacc Phvul.002G244900.1 5 -1 1
ucuucccuacaccucccauacc Phvul.002G244900.1 5 -1 1
ucuucccuacaccucccauacc Phvul.002G245000.5 5 -1 1
ucuucccuacaccucccauacc Phvul.002G245000.4 5 -1 1
ucuucccuacaccucccauacc Phvul.002G245000.3 5 -1 1
ucuucccuacaccucccauacc Phvul.002G245000.1 5 -1 1
ucuucccuacaccucccauacc Phvul.002G245000.2 5 -1 1
ucuucccuacaccucccauacc Phvul.002G245000.5 5 -1 1
ucuucccuacaccucccauacc Phvul.002G245000.4 5 -1 1
ucuucccuacaccucccauacc Phvul.002G245000.3 5 -1 1
ucuucccuacaccucccauacc Phvul.002G245000.1 5 -1 1
ucuucccuacaccucccauacc Phvul.002G245000.2 5 -1 1
ucuucccuacaccucccauacc Phvul.003G002200.5 5 -1 1
ucuucccuacaccucccauacc Phvul.003G002200.4 5 -1 1
ucuucccuacaccucccauacc Phvul.003G002200.3 5 -1 1
ucuucccuacaccucccauacc Phvul.003G002200.5 5 -1 1
ucuucccuacaccucccauacc Phvul.003G002200.4 5 -1 1
ucuucccuacaccucccauacc Phvul.003G002200.3 5 -1 1
ucuucccaauuccgcccauucc Phvul.003G050200.2 5 -1 1
ucuucccaauuccgcccauucc Phvul.003G050200.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.003G244225.3 5 -1 1
ucuucccaauuccgcccauucc Phvul.003G244225.2 5 -1 1
ucuucccaauuccgcccauucc Phvul.003G244225.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.003G282200.3 5 -1 1
ucuucccaauuccgcccauucc Phvul.003G282200.2 5 -1 1
ucuucccaauuccgcccauucc Phvul.003G282250.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.004G011100.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.004G086300.2 5 -1 1
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Do not distribute

ucuucccaauuccgcccauucc Phvul.004G086300.1 5 -1 1
ucuucccuacaccucccauacc Phvul.005G041300.1 5 -1 1
ucuucccuacaccucccauacc Phvul.005G041300.1 5 -1 1
ucuucccuacaccucccauacc Phvul.005G069700.1 5 -1 1
ucuucccuacaccucccauacc Phvul.005G069700.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.005G072000.1 5 -1 1
ucuucccuacaccucccauacc Phvul.006G027500.1 5 -1 1
ucuucccuacaccucccauacc Phvul.006G027500.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.006G100600.1 5 -1 1
ucuucccuacaccucccauacc Phvul.006G126400.1 5 -1 1
ucuucccuacaccucccauacc Phvul.006G126400.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.006G170700.1 5 -1 1
ucuucccuacaccucccauacc Phvul.008G107400.1 5 -1 1
ucuucccuacaccucccauacc Phvul.008G107400.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.008G206300.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.009G103100.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.010G008500.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.010G013500.1 5 -1 1
ucuucccuacaccucccauacc Phvul.010G044000.3 5 -1 1
ucuucccuacaccucccauacc Phvul.010G044000.3 5 -1 1
ucuucccuacaccucccauacc Phvul.010G044000.2 5 -1 1
ucuucccuacaccucccauacc Phvul.010G044000.2 5 -1 1
ucuucccuacaccucccauacc Phvul.010G044000.3 5 -1 1
ucuucccuacaccucccauacc Phvul.010G044000.3 5 -1 1
ucuucccuacaccucccauacc Phvul.010G044000.2 5 -1 1
ucuucccuacaccucccauacc Phvul.010G044000.2 5 -1 1
ucuucccaauuccgcccauucc Phvul.010G145600.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.011G181700.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.011G200820.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.011G202100.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.011G202300.1 5 -1 1
ucuucccaauuccgcccauucc Phvul.011G203100.1 5 -1 1
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miRNA_end Target_start Target_end miRNA_aligned_fragmentalignment Target_aligned_fragmentInhibition
22 667 688 UCUUCCCAAUUCCGCCCAUUCC::::::::::::.:::::::::GGAAUGGGCGGAGUUGGGAAGACleavage
22 1158 1179 UCUUCCCUACACCUCCCAUACC  ::::: .:::::.:::::::UAUAUGGCGGGUGUGGGGAAGACleavage
22 993 1014 UCUUCCCUACACCUCCCAUACC  ::::: .:::::.:::::::UAUAUGGCGGGUGUGGGGAAGACleavage
22 1158 1179 UCUUCCCUACACCUCCCAUACC  ::::: .:::::.:::::::UAUAUGGCGGGUGUGGGGAAGACleavage
22 993 1014 UCUUCCCUACACCUCCCAUACC  ::::: .:::::.:::::::UAUAUGGCGGGUGUGGGGAAGACleavage
22 1110 1131 UCUUCCCUACACCUCCCAUACC  ::::: .:::::.:::::::UAUAUGGCGGGUGUGGGGAAGACleavage
22 1110 1131 UCUUCCCUACACCUCCCAUACC  ::::: .:::::.:::::::UAUAUGGCGGGUGUGGGGAAGACleavage
22 1023 1044 UCUUCCCUACACCUCCCAUACC::::::::.:::::::: ::::GGUAUGGGGGGUGUAGGAAAGACleavage
22 1520 1541 UCUUCCCUACACCUCCCAUACC::::::::.:::::::: ::::GGUAUGGGGGGUGUAGGAAAGACleavage
22 1023 1044 UCUUCCCUACACCUCCCAUACC::::::::.:::::::: ::::GGUAUGGGGGGUGUAGGAAAGACleavage
22 1520 1541 UCUUCCCUACACCUCCCAUACC::::::::.:::::::: ::::GGUAUGGGGGGUGUAGGAAAGACleavage
22 863 884 UCUUCCCAAUUCCGCCCAUUCC::::::::.:::.:::: ::::GGAAUGGGUGGAGUUGGUAAGACleavage
22 104 125 UCUUCCCAAUUCCGCCCAUUCC : .::: .:::.::::::.::UGUGUGGUUGGAGUUGGGAGGACleavage
22 2120 2141 UCUUCCCUACACCUCCCAUACC  :.::::::::::. :::.::AUUGUGGGAGGUGUGUGGAGGACleavage
22 2120 2141 UCUUCCCUACACCUCCCAUACC  :.::::::::::. :::.::AUUGUGGGAGGUGUGUGGAGGACleavage
22 782 803 UCUUCCCAAUUCCGCCCAUUCC::.:::::.::..:::: ::::GGGAUGGGUGGGGUUGGCAAGACleavage
22 2213 2234 UCUUCCCAAUUCCGCCCAUUCC  .::::: : .::::::::::CAGAUGGGGGUGAUUGGGAAGACleavage
22 2213 2234 UCUUCCCAAUUCCGCCCAUUCC  .::::: : .::::::::::CAGAUGGGGGUGAUUGGGAAGACleavage
22 2209 2230 UCUUCCCAAUUCCGCCCAUUCC  .::::: : .::::::::::CAGAUGGGGGUGAUUGGGAAGACleavage
22 763 784 UCUUCCCAAUUCCGCCCAUUCC::::: ::.::::: :::::::GGAAUAGGUGGAAUGGGGAAGACleavage
22 986 1007 UCUUCCCAAUUCCGCCCAUUCC: ..::::.:::: :::::.::GAGGUGGGUGGAAAUGGGAGGACleavage
22 1081 1102 UCUUCCCAAUUCCGCCCAUUCC: ..::::.:::: :::::.::GAGGUGGGUGGAAAUGGGAGGACleavage
22 1155 1176 UCUUCCCAAUUCCGCCCAUUCC: ..::::.:::: :::::.::GAGGUGGGUGGAAAUGGGAGGACleavage
22 516 537 UCUUCCCUACACCUCCCAUACC: : :: :.:::::.:::::::GAUUUGAGGGGUGUGGGGAAGACleavage
22 516 537 UCUUCCCUACACCUCCCAUACC: : :: :.:::::.:::::::GAUUUGAGGGGUGUGGGGAAGACleavage
22 78 99 UCUUCCCAAUUCCGCCCAUUCC : .:: :.::::::::::.:.UGCGUGUGUGGAAUUGGGAGGGCleavage
22 864 885 UCUUCCCUACACCUCCCAUACC   :: ::::::: :::::::.AAGAUUGGAGGUGAAGGGAAGGCleavage
22 864 885 UCUUCCCUACACCUCCCAUACC   :: ::::::: :::::::.AAGAUUGGAGGUGAAGGGAAGGCleavage
22 571 592 UCUUCCCAAUUCCGCCCAUUCC:: :::::.::..::::::: :GGCAUGGGUGGGGUUGGGAAAACleavage
22 811 832 UCUUCCCAAUUCCGCCCAUUCC:: :::::.:::::::: ::: GGUAUGGGUGGAAUUGGUAAGUCleavage
22 781 802 UCUUCCCAAUUCCGCCCAUUCC: .. :::.:::::::::.::.GAGGAGGGUGGAAUUGGGGAGGCleavage
22 781 802 UCUUCCCAAUUCCGCCCAUUCC: .. :::.:::::::::.::.GAGGAGGGUGGAAUUGGGGAGGCleavage
22 781 802 UCUUCCCAAUUCCGCCCAUUCC: .. :::.:::::::::.::.GAGGAGGGUGGAAUUGGGGAGGCleavage
22 781 802 UCUUCCCAAUUCCGCCCAUUCC: .. :::.:::::::::.::.GAGGAGGGUGGAAUUGGGGAGGCleavage
22 781 802 UCUUCCCAAUUCCGCCCAUUCC: .. :::.:::::::::.::.GAGGAGGGUGGAAUUGGGGAGGCleavage
22 781 802 UCUUCCCAAUUCCGCCCAUUCC: .. :::.:::::::::.::.GAGGAGGGUGGAAUUGGGGAGGCleavage
22 781 802 UCUUCCCAAUUCCGCCCAUUCC: .. :::.:::::::::.::.GAGGAGGGUGGAAUUGGGGAGGCleavage
22 517 538 UCUUCCCAAUUCCGCCCAUUCC:: ::::::::::: :: ::::GGUAUGGGCGGAAUGGGUAAGACleavage
22 746 767 UCUUCCCAAUUCCGCCCAUUCC:: :::::.:: ::::: ::::GGCAUGGGUGGUAUUGGAAAGATranslation
22 709 730 UCUUCCCUACACCUCCCAUACC:: ::::::::: :.:: ::::GGGAUGGGAGGUUUGGGAAAGATranslation
22 709 730 UCUUCCCUACACCUCCCAUACC:: ::::::::: :.:: ::::GGGAUGGGAGGUUUGGGAAAGATranslation
22 1008 1029 UCUUCCCUACACCUCCCAUACC   .::: .:::::.:::::: GACGUGGAGGGUGUGGGGAAGCCleavage
22 1008 1029 UCUUCCCUACACCUCCCAUACC   .::: .:::::.:::::: GACGUGGAGGGUGUGGGGAAGCCleavage
22 513 534 UCUUCCCAAUUCCGCCCAUUCC :.:::::.: .::::::::: AGGAUGGGUGCGAUUGGGAAGUCleavage
22 613 634 UCUUCCCAAUUCCGCCCAUUCC :.:::::.: .::::::::: AGGAUGGGUGCGAUUGGGAAGUCleavage
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22 1221 1242 UCUUCCCAAUUCCGCCCAUUCC  :: :: : ::::::::::::AUAAGGGUCUGAAUUGGGAAGACleavage
22 493 514 UCUUCCCAAUUCCGCCCAUUCC      ::.:::::::::::::CCUACUGGUGGAAUUGGGAAGACleavage
22 138 159 UCUUCCCUACACCUCCCAUACC     ::::::::::::: :::UGGCAGGGAGGUGUAGGGUAGACleavage
22 138 159 UCUUCCCUACACCUCCCAUACC     ::::::::::::: :::UGGCAGGGAGGUGUAGGGUAGACleavage
22 126 147 UCUUCCCUACACCUCCCAUACC   .::: :::::::: ::.::GAGGUGGAAGGUGUAGAGAGGACleavage
22 126 147 UCUUCCCUACACCUCCCAUACC   .::: :::::::: ::.::GAGGUGGAAGGUGUAGAGAGGACleavage
22 2611 2632 UCUUCCCUACACCUCCCAUACC: ::::  : ::::::::::::GCUAUGUCAUGUGUAGGGAAGACleavage
22 2611 2632 UCUUCCCUACACCUCCCAUACC: ::::  : ::::::::::::GCUAUGUCAUGUGUAGGGAAGACleavage
22 487 508 UCUUCCCAAUUCCGCCCAUUCC  :. ::::: :::::::.:::UUAGCGGGCGUAAUUGGGGAGACleavage
22 661 682 UCUUCCCUACACCUCCCAUACC:: ::::: :::::::::::  GGAAUGGGCGGUGUAGGGAAAUCleavage
22 661 682 UCUUCCCUACACCUCCCAUACC:: ::::: :::::::::::  GGAAUGGGCGGUGUAGGGAAAUCleavage
22 844 865 UCUUCCCUACACCUCCCAUACC :: ::::::: ::.::::.::UGUUUGGGAGGGGUGGGGAGGATranslation
22 844 865 UCUUCCCUACACCUCCCAUACC :: ::::::: ::.::::.::UGUUUGGGAGGGGUGGGGAGGATranslation
22 508 529 UCUUCCCUACACCUCCCAUACC:: :::::::: ::.::::: :GGCAUGGGAGGAGUGGGGAAAATranslation
22 508 529 UCUUCCCUACACCUCCCAUACC:: :::::::: ::.::::: :GGCAUGGGAGGAGUGGGGAAAATranslation
22 2091 2112 UCUUCCCAAUUCCGCCCAUUCC::..: :::::: ::::::::.GGGGUUGGCGGAUUUGGGAAGGTranslation
22 550 571 UCUUCCCUACACCUCCCAUACC:: .: ::::::::.:: ::::GGGGUUGGAGGUGUGGGAAAGACleavage
22 550 571 UCUUCCCUACACCUCCCAUACC:: .: ::::::::.:: ::::GGGGUUGGAGGUGUGGGAAAGACleavage
22 550 571 UCUUCCCUACACCUCCCAUACC:: .: ::::::::.:: ::::GGGGUUGGAGGUGUGGGAAAGACleavage
22 550 571 UCUUCCCUACACCUCCCAUACC:: .: ::::::::.:: ::::GGGGUUGGAGGUGUGGGAAAGACleavage
22 1939 1960 UCUUCCCAAUUCCGCCCAUUCC  :.: ::::::.:: ::::::AUAGUAGGCGGAGUUUGGAAGACleavage
22 113 134 UCUUCCCUACACCUCCCAUACC  : :: :.:::::.::::::.AUUUUGAGGGGUGUGGGGAAGGCleavage
22 113 134 UCUUCCCUACACCUCCCAUACC  : :: :.:::::.::::::.AUUUUGAGGGGUGUGGGGAAGGCleavage
22 113 134 UCUUCCCUACACCUCCCAUACC  : :: :.:::::.::::::.AUUUUGAGGGGUGUGGGGAAGGCleavage
22 113 134 UCUUCCCUACACCUCCCAUACC  : :: :.:::::.::::::.AUUUUGAGGGGUGUGGGGAAGGCleavage
22 750 771 UCUUCCCAAUUCCGCCCAUUCC:: :::::.:: ::::: ::::GGCAUGGGUGGUAUUGGUAAGATranslation
22 747 768 UCUUCCCAAUUCCGCCCAUUCC:: :::::.:: ::::: ::::GGCAUGGGUGGUAUUGGUAAGATranslation
22 802 823 UCUUCCCAAUUCCGCCCAUUCC:: ::::: :::::::: ::: GGUAUGGGGGGAAUUGGUAAGUCleavage
22 59 80 UCUUCCCUACACCUCCCAUACC  ::::: ::::::.:: .:::UAUAUGGUAGGUGUGGGAGAGACleavage
22 59 80 UCUUCCCUACACCUCCCAUACC  ::::: ::::::.:: .:::UAUAUGGUAGGUGUGGGAGAGACleavage
22 59 80 UCUUCCCUACACCUCCCAUACC  ::::: ::::::.:: .:::UAUAUGGUAGGUGUGGGAGAGACleavage
22 59 80 UCUUCCCUACACCUCCCAUACC  ::::: ::::::.:: .:::UAUAUGGUAGGUGUGGGAGAGACleavage
22 680 701 UCUUCCCAAUUCCGCCCAUUCC::.:::::.::::: :: ::::GGGAUGGGUGGAAUAGGAAAGACleavage
22 720 741 UCUUCCCAAUUCCGCCCAUUCC::.:::::.::::: :: ::::GGGAUGGGUGGAAUAGGAAAGACleavage
22 586 607 UCUUCCCAAUUCCGCCCAUUCC:: ::::::::.:: :: ::::GGUAUGGGCGGGAUGGGUAAGACleavage
22 658 679 UCUUCCCUACACCUCCCAUACC:: :::::::: ::.:: ::::GGAAUGGGAGGGGUGGGUAAGATranslation
22 658 679 UCUUCCCUACACCUCCCAUACC:: :::::::: ::.:: ::::GGAAUGGGAGGGGUGGGUAAGATranslation
22 793 814 UCUUCCCAAUUCCGCCCAUUCC:: ::::::::.:: :: ::::GGUAUGGGCGGGAUGGGUAAGACleavage
22 589 610 UCUUCCCAAUUCCGCCCAUUCC:: ::::::::.:: :: ::::GGUAUGGGCGGGAUGGGUAAGACleavage
22 703 724 UCUUCCCAAUUCCGCCCAUUCC:: ::::::::.:: :: ::::GGUAUGGGCGGGAUGGGUAAGACleavage
22 798 819 UCUUCCCAAUUCCGCCCAUUCC:: ::::::::.:: :: ::::GGUAUGGGCGGGAUGGGUAAGACleavage
22 723 744 UCUUCCCAAUUCCGCCCAUUCC:: ::::::::.:: :: ::::GGUAUGGGCGGGAUGGGUAAGACleavage
22 532 553 UCUUCCCAAUUCCGCCCAUUCC:: ::::::::.:: :: ::::GGUAUGGGCGGGAUGGGUAAGACleavage
22 589 610 UCUUCCCAAUUCCGCCCAUUCC:: ::::::::.:: :: ::::GGUAUGGGCGGGAUGGGUAAGACleavage
22 656 677 UCUUCCCAAUUCCGCCCAUUCC:: ::::::::.:: :: ::::GGUAUGGGCGGGAUGGGUAAGACleavage
22 636 657 UCUUCCCAAUUCCGCCCAUUCC:: ::::::::.:: :: ::::GGCAUGGGCGGGAUGGGUAAGACleavage
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22 589 610 UCUUCCCAAUUCCGCCCAUUCC:: ::::::::.:: :: ::::GGUAUGGGCGGGAUGGGUAAGACleavage
22 589 610 UCUUCCCAAUUCCGCCCAUUCC   ::::::::.:: :: ::::GCUAUGGGCGGGAUGGGUAAGACleavage
22 842 863 UCUUCCCAAUUCCGCCCAUUCC:: ::::::::.:: :: ::::GGUAUGGGCGGGAUGGGUAAGACleavage
22 39 60 UCUUCCCAAUUCCGCCCAUUCC::.::::::::.:: :: ::::GGGAUGGGCGGGAUGGGUAAGACleavage
22 716 737 UCUUCCCUACACCUCCCAUACC:: :::::::: ::.:: ::::GGAAUGGGAGGGGUGGGUAAGATranslation
22 716 737 UCUUCCCUACACCUCCCAUACC:: :::::::: ::.:: ::::GGAAUGGGAGGGGUGGGUAAGATranslation
22 601 622 UCUUCCCUACACCUCCCAUACC:: :::::::: ::.:: ::::GGAAUGGGAGGGGUGGGUAAGATranslation
22 601 622 UCUUCCCUACACCUCCCAUACC:: :::::::: ::.:: ::::GGAAUGGGAGGGGUGGGUAAGATranslation
22 604 625 UCUUCCCUACACCUCCCAUACC:: :::::::: ::.:: ::::GGAAUGGGAGGGGUGGGUAAGATranslation
22 604 625 UCUUCCCUACACCUCCCAUACC:: :::::::: ::.:: ::::GGAAUGGGAGGGGUGGGUAAGATranslation
22 752 773 UCUUCCCUACACCUCCCAUACC:: :::::::: ::.:: ::::GGAAUGGGAGGGGUGGGUAAGATranslation
22 752 773 UCUUCCCUACACCUCCCAUACC:: :::::::: ::.:: ::::GGAAUGGGAGGGGUGGGUAAGATranslation
22 211 232 UCUUCCCUACACCUCCCAUACC: :.::: : :::::::::::.GUUGUGGAAAGUGUAGGGAAGGCleavage
22 516 537 UCUUCCCUACACCUCCCAUACC: :.::: : :::::::::::.GUUGUGGAAAGUGUAGGGAAGGCleavage
22 211 232 UCUUCCCUACACCUCCCAUACC: :.::: : :::::::::::.GUUGUGGAAAGUGUAGGGAAGGCleavage
22 516 537 UCUUCCCUACACCUCCCAUACC: :.::: : :::::::::::.GUUGUGGAAAGUGUAGGGAAGGCleavage
22 1599 1620 UCUUCCCUACACCUCCCAUACC:: ::  :.:::: ::::::::GGAAUUAGGGGUGCAGGGAAGACleavage
22 1681 1702 UCUUCCCUACACCUCCCAUACC:: ::  :.:::: ::::::::GGAAUUAGGGGUGCAGGGAAGACleavage
22 1599 1620 UCUUCCCUACACCUCCCAUACC:: ::  :.:::: ::::::::GGAAUUAGGGGUGCAGGGAAGACleavage
22 1681 1702 UCUUCCCUACACCUCCCAUACC:: ::  :.:::: ::::::::GGAAUUAGGGGUGCAGGGAAGACleavage
22 757 778 UCUUCCCAAUUCCGCCCAUUCC:::: ::: :::: :::::.::GGAAGGGGAGGAAGUGGGAGGACleavage
22 757 778 UCUUCCCAAUUCCGCCCAUUCC:::: ::: :::: :::::.::GGAAGGGGAGGAAGUGGGAGGACleavage
22 647 668 UCUUCCCUACACCUCCCAUACC   .::::::::: ::::.: :AACGUGGGAGGUGCAGGGGAUACleavage
22 647 668 UCUUCCCUACACCUCCCAUACC   .::::::::: ::::.: :AACGUGGGAGGUGCAGGGGAUACleavage
22 414 435 UCUUCCCAAUUCCGCCCAUUCC  .:::::. :.:::: :::::CAGAUGGGUCGGAUUGUGAAGACleavage
22 724 745 UCUUCCCAAUUCCGCCCAUUCC  .:::::. :.:::: :::::CAGAUGGGUCGGAUUGUGAAGACleavage
22 720 741 UCUUCCCAAUUCCGCCCAUUCC  .:::::. :.:::: :::::CAGAUGGGUCGGAUUGUGAAGACleavage
22 801 822 UCUUCCCAAUUCCGCCCAUUCC  .:::::. :.:::: :::::CAGAUGGGUCGGAUUGUGAAGACleavage
22 1183 1204 UCUUCCCAAUUCCGCCCAUUCC  .:::::.: : ::::::::.UUGAUGGGUGCAUUUGGGAAGGTranslation
22 2066 2087 UCUUCCCUACACCUCCCAUACC  :.::: ::::::. :::::.CUUGUGGAAGGUGUGUGGAAGGCleavage
22 2066 2087 UCUUCCCUACACCUCCCAUACC  :.::: ::::::. :::::.CUUGUGGAAGGUGUGUGGAAGGCleavage
22 804 825 UCUUCCCAAUUCCGCCCAUUCC::..::::. :.:::::::.:.GGGGUGGGUUGGAUUGGGAGGGCleavage
22 804 825 UCUUCCCAAUUCCGCCCAUUCC::..::::. :.:::::::.:.GGGGUGGGUUGGAUUGGGAGGGCleavage
22 505 526 UCUUCCCUACACCUCCCAUACC  ::: ::::::::::: :.: AUUAUUGGAGGUGUAGGUAGGUCleavage
22 505 526 UCUUCCCUACACCUCCCAUACC  ::: ::::::::::: :.: AUUAUUGGAGGUGUAGGUAGGUCleavage
22 83 104 UCUUCCCAAUUCCGCCCAUUCC  :::::: :::::  ::::::AAAAUGGGAGGAAUAAGGAAGACleavage
22 83 104 UCUUCCCAAUUCCGCCCAUUCC  :::::: :::::  ::::::AAAAUGGGAGGAAUAAGGAAGACleavage
22 83 104 UCUUCCCAAUUCCGCCCAUUCC  :::::: :::::  ::::::AAAAUGGGAGGAAUAAGGAAGACleavage
22 1325 1346 UCUUCCCUACACCUCCCAUACC   :::::: : ::.::::::.CCGAUGGGAUGGGUGGGGAAGGTranslation
22 1325 1346 UCUUCCCUACACCUCCCAUACC   :::::: : ::.::::::.CCGAUGGGAUGGGUGGGGAAGGTranslation
22 1325 1346 UCUUCCCUACACCUCCCAUACC   :::::: : ::.::::::.CCGAUGGGAUGGGUGGGGAAGGTranslation
22 1325 1346 UCUUCCCUACACCUCCCAUACC   :::::: : ::.::::::.CCGAUGGGAUGGGUGGGGAAGGTranslation
22 1325 1346 UCUUCCCUACACCUCCCAUACC   :::::: : ::.::::::.CCGAUGGGAUGGGUGGGGAAGGTranslation
22 1325 1346 UCUUCCCUACACCUCCCAUACC   :::::: : ::.::::::.CCGAUGGGAUGGGUGGGGAAGGTranslation
22 1325 1346 UCUUCCCUACACCUCCCAUACC   :::::: : ::.::::::.CCGAUGGGAUGGGUGGGGAAGGTranslation
22 1325 1346 UCUUCCCUACACCUCCCAUACC   :::::: : ::.::::::.CCGAUGGGAUGGGUGGGGAAGGTranslation
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22 667 688 UCUUCCCUACACCUCCCAUACC:: ::::: :: :: :::::::GGAAUGGGCGGAGUUGGGAAGATranslation
22 667 688 UCUUCCCUACACCUCCCAUACC:: ::::: :: :: :::::::GGAAUGGGCGGAGUUGGGAAGATranslation
22 326 347 UCUUCCCUACACCUCCCAUACC:: : ::: :::::.:: ::::GGCAAGGGCGGUGUGGGAAAGACleavage
22 326 347 UCUUCCCUACACCUCCCAUACC:: : ::: :::::.:: ::::GGCAAGGGCGGUGUGGGAAAGACleavage
22 791 812 UCUUCCCAAUUCCGCCCAUUCC ::.::::: ::::: :::.::UGAGUGGGCCGAAUUCGGAGGACleavage
22 837 858 UCUUCCCUACACCUCCCAUACC ::::::  :::::: :::::.UGUAUGGUUGGUGUAAGGAAGGCleavage
22 837 858 UCUUCCCUACACCUCCCAUACC ::::::  :::::: :::::.UGUAUGGUUGGUGUAAGGAAGGCleavage
22 634 655 UCUUCCCAAUUCCGCCCAUUCC::::::::.:::.: :: ::::GGAAUGGGUGGAGUGGGUAAGACleavage
22 666 687 UCUUCCCAAUUCCGCCCAUUCC   .::::.::::: ::::: :AAUGUGGGUGGAAUGGGGAACACleavage
22 1615 1636 UCUUCCCAAUUCCGCCCAUUCC:: :::::.::::: :: .:::GGCAUGGGUGGAAUGGGAGAGACleavage
22 619 640 UCUUCCCUACACCUCCCAUACC:: :  ::::::::::: :.::GGCAAAGGAGGUGUAGGUAGGACleavage
22 619 640 UCUUCCCUACACCUCCCAUACC:: :  ::::::::::: :.::GGCAAAGGAGGUGUAGGUAGGACleavage
22 265 287 UCUUCCCAAUUCC-GCCCAUUCC: .:::::. ::::::::::.::GUGAUGGGUUGGAAUUGGGAGGACleavage
22 312 333 UCUUCCCAAUUCCGCCCAUUCC::.:  :: ::..:::::::::GGGAAAGGAGGGGUUGGGAAGACleavage
22 1781 1802 UCUUCCCAAUUCCGCCCAUUCC::::: ::.::.::::: .:::GGAAUAGGUGGGAUUGGAGAGACleavage
22 1891 1912 UCUUCCCUACACCUCCCAUACC ::.::::: :::::::: ::.CGUGUGGGAAGUGUAGGGUAGGCleavage
22 1891 1912 UCUUCCCUACACCUCCCAUACC ::.::::: :::::::: ::.CGUGUGGGAAGUGUAGGGUAGGCleavage
22 404 425 UCUUCCCUACACCUCCCAUACC   :::::::::  .::::::.ACCAUGGGAGGUUCGGGGAAGGTranslation
22 479 500 UCUUCCCUACACCUCCCAUACC   :::::::::  .::::::.ACCAUGGGAGGUUCGGGGAAGGTranslation
22 404 425 UCUUCCCUACACCUCCCAUACC   :::::::::  .::::::.ACCAUGGGAGGUUCGGGGAAGGTranslation
22 479 500 UCUUCCCUACACCUCCCAUACC   :::::::::  .::::::.ACCAUGGGAGGUUCGGGGAAGGTranslation
22 1415 1436 UCUUCCCAAUUCCGCCCAUUCC     :::.::.:::::::.:.AAGCAGGGUGGGAUUGGGAGGGCleavage
22 715 736 UCUUCCCUACACCUCCCAUACC: :.::: :: :::.::::::.GAUGUGGAAGAUGUGGGGAAGGCleavage
22 728 749 UCUUCCCUACACCUCCCAUACC: :.::: :: :::.::::::.GAUGUGGAAGAUGUGGGGAAGGCleavage
22 715 736 UCUUCCCUACACCUCCCAUACC: :.::: :: :::.::::::.GAUGUGGAAGAUGUGGGGAAGGCleavage
22 728 749 UCUUCCCUACACCUCCCAUACC: :.::: :: :::.::::::.GAUGUGGAAGAUGUGGGGAAGGCleavage
22 811 832 UCUUCCCAAUUCCGCCCAUUCC::.::::: ::: : :::::::GGGAUGGGGGGAUUGGGGAAGATranslation
22 811 832 UCUUCCCUACACCUCCCAUACC:: :::::.::  :.:::::::GGGAUGGGGGGAUUGGGGAAGATranslation
22 811 832 UCUUCCCUACACCUCCCAUACC:: :::::.::  :.:::::::GGGAUGGGGGGAUUGGGGAAGATranslation
22 1673 1694 UCUUCCCAAUUCCGCCCAUUCC::.::::: :::::::: :: :GGGAUGGGAGGAAUUGGUAAAACleavage
22 1698 1719 UCUUCCCAAUUCCGCCCAUUCC::.::::: :::::::: :: :GGGAUGGGAGGAAUUGGUAAAACleavage
22 1135 1156 UCUUCCCUACACCUCCCAUACC : :::::: ::::::: :.:.UGAAUGGGAUGUGUAGGAAGGGCleavage
22 1135 1156 UCUUCCCUACACCUCCCAUACC : :::::: ::::::: :.:.UGAAUGGGAUGUGUAGGAAGGGCleavage
22 596 617 UCUUCCCAAUUCCGCCCAUUCC:: ::::::::..:::: :: :GGCAUGGGCGGGGUUGGAAAAACleavage
22 2364 2385 UCUUCCCAAUUCCGCCCAUUCC  ::::::  ::.:::::::: AAAAUGGGAUGAGUUGGGAAGCCleavage
22 409 430 UCUUCCCAAUUCCGCCCAUUCC: ::::: . :.:::::::::.GCAAUGGCUUGGAUUGGGAAGGCleavage
22 719 740 UCUUCCCAAUUCCGCCCAUUCC: ::::: . :.:::::::::.GCAAUGGCUUGGAUUGGGAAGGCleavage
22 722 743 UCUUCCCAAUUCCGCCCAUUCC: ::::: . :.:::::::::.GCAAUGGCUUGGAUUGGGAAGGCleavage
22 722 743 UCUUCCCAAUUCCGCCCAUUCC: ::::: . :.:::::::::.GCAAUGGCUUGGAUUGGGAAGGCleavage
22 719 740 UCUUCCCAAUUCCGCCCAUUCC: ::::: . :.:::::::::.GCAAUGGCUUGGAUUGGGAAGGCleavage
22 770 791 UCUUCCCAAUUCCGCCCAUUCC: ::::: . :.:::::::::.GCAAUGGCUUGGAUUGGGAAGGCleavage
22 568 589 UCUUCCCAAUUCCGCCCAUUCC:: ::::: ::: : :::::::GGCAUGGGGGGAUUGGGGAAGATranslation
22 568 589 UCUUCCCUACACCUCCCAUACC:: :::::.::  :.:::::::GGCAUGGGGGGAUUGGGGAAGATranslation
22 568 589 UCUUCCCUACACCUCCCAUACC:: :::::.::  :.:::::::GGCAUGGGGGGAUUGGGGAAGATranslation
22 180 201 UCUUCCCAAUUCCGCCCAUUCC: .::::::: ..: :::::::GCGAUGGGCGAGGUGGGGAAGACleavage
22 159 180 UCUUCCCAAUUCCGCCCAUUCC: .::::::: ..: :::::::GCGAUGGGCGAGGUGGGGAAGACleavage
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22 180 201 UCUUCCCAAUUCCGCCCAUUCC: .::::::: ..: :::::::GCGAUGGGCGAGGUGGGGAAGACleavage
22 618 639 UCUUCCCUACACCUCCCAUACC:: ::::  :::::.::::: :GGAAUGGCCGGUGUGGGGAAAACleavage
22 618 639 UCUUCCCUACACCUCCCAUACC:: ::::  :::::.::::: :GGAAUGGCCGGUGUGGGGAAAACleavage
22 817 838 UCUUCCCAAUUCCGCCCAUUCC::::::::.:::.: :: ::::GGAAUGGGUGGAGUGGGUAAGACleavage
22 444 465 UCUUCCCUACACCUCCCAUACC  :::: ::::  :::::::::AAUAUGAGAGGGUUAGGGAAGATranslation
22 444 465 UCUUCCCUACACCUCCCAUACC  :::: ::::  :::::::::AAUAUGAGAGGGUUAGGGAAGATranslation
22 592 613 UCUUCCCAAUUCCGCCCAUUCC:: :::::.::.:: :: ::::GGUAUGGGUGGGAUGGGUAAGACleavage
22 640 661 UCUUCCCAAUUCCGCCCAUUCC:: :::::.::.:: :: ::::GGUAUGGGUGGGAUGGGUAAGACleavage
22 529 550 UCUUCCCAAUUCCGCCCAUUCC:: :::::.::.:: :: ::::GGUAUGGGUGGGAUGGGUAAGACleavage
22 667 688 UCUUCCCUACACCUCCCAUACC:::::::: ::: :::: ::::GGUAUGGGCGGUAUAGGUAAGATranslation
22 667 688 UCUUCCCUACACCUCCCAUACC:::::::: ::: :::: ::::GGUAUGGGCGGUAUAGGUAAGATranslation
22 589 610 UCUUCCCAAUUCCGCCCAUUCC:: :::::.::.:: :: ::::GGUAUGGGUGGGAUGGGUAAGACleavage
22 779 800 UCUUCCCAAUUCCGCCCAUUCC:: :::::.::.:: :: ::::GGUAUGGGUGGGAUGGGUAAGACleavage
22 634 655 UCUUCCCAAUUCCGCCCAUUCC::::::::.:::.: :: ::::GGAAUGGGUGGAGUGGGCAAGACleavage
22 640 661 UCUUCCCAAUUCCGCCCAUUCC:: :::::.:::.: :: ::::GGCAUGGGUGGAGUGGGUAAGACleavage
22 823 844 UCUUCCCAAUUCCGCCCAUUCC  ..: ::.::..::::::: :AUGGUUGGUGGGGUUGGGAACACleavage
22 1538 1559 UCUUCCCAAUUCCGCCCAUUCC      ::.:::::::::::: AGCUCUGGUGGAAUUGGGAAGUCleavage
22 651 672 UCUUCCCUACACCUCCCAUACC::::: :::::  :.:::::::GGUAUUGGAGGGUUGGGGAAGATranslation
22 651 672 UCUUCCCUACACCUCCCAUACC::::: :::::  :.:::::::GGUAUUGGAGGGUUGGGGAAGATranslation
22 64 85 UCUUCCCUACACCUCCCAUACC::::: :::::  :.:::::::GGUAUUGGAGGGUUGGGGAAGATranslation
22 64 85 UCUUCCCUACACCUCCCAUACC::::: :::::  :.:::::::GGUAUUGGAGGGUUGGGGAAGATranslation
22 615 636 UCUUCCCUACACCUCCCAUACC::::: :::::  :.:::::::GGUAUUGGAGGGUUGGGGAAGATranslation
22 615 636 UCUUCCCUACACCUCCCAUACC::::: :::::  :.:::::::GGUAUUGGAGGGUUGGGGAAGATranslation
22 916 937 UCUUCCCUACACCUCCCAUACC::::: :::::  :.:::::::GGUAUUGGAGGGUUGGGGAAGATranslation
22 916 937 UCUUCCCUACACCUCCCAUACC::::: :::::  :.:::::::GGUAUUGGAGGGUUGGGGAAGATranslation
22 651 672 UCUUCCCUACACCUCCCAUACC::::: :::::  :.:::::::GGUAUUGGAGGGUUGGGGAAGATranslation
22 651 672 UCUUCCCUACACCUCCCAUACC::::: :::::  :.:::::::GGUAUUGGAGGGUUGGGGAAGATranslation
22 635 656 UCUUCCCUACACCUCCCAUACC::::: :::::  :.:::::::GGUAUUGGAGGGUUGGGGAAGATranslation
22 635 656 UCUUCCCUACACCUCCCAUACC::::: :::::  :.:::::::GGUAUUGGAGGGUUGGGGAAGATranslation
22 1429 1450 UCUUCCCUACACCUCCCAUACC   ::::  : :::::::::: UACAUGGACGUUGUAGGGAAGCCleavage
22 1429 1450 UCUUCCCUACACCUCCCAUACC   ::::  : :::::::::: UACAUGGACGUUGUAGGGAAGCCleavage
22 653 674 UCUUCCCAAUUCCGCCCAUUCC  ::::::.: :: :::::.:.CAAAUGGGUGCAACUGGGAGGGCleavage
22 963 984 UCUUCCCUACACCUCCCAUACC :: :::::::  ::::::::.AGUUUGGGAGGAUUAGGGAAGGTranslation
22 963 984 UCUUCCCUACACCUCCCAUACC :: :::::::  ::::::::.AGUUUGGGAGGAUUAGGGAAGGTranslation
22 932 953 UCUUCCCUACACCUCCCAUACC:: : :::: :::: ::::.::GGCACGGGAAGUGUUGGGAGGACleavage
22 932 953 UCUUCCCUACACCUCCCAUACC:: : :::: :::: ::::.::GGCACGGGAAGUGUUGGGAGGACleavage
22 591 612 UCUUCCCAAUUCCGCCCAUUCC : :::::.:::::::: ::  AGCAUGGGUGGAAUUGGCAAUCCleavage
22 1313 1334 UCUUCCCAAUUCCGCCCAUUCC   ::: : ::.: :::::.::UUCAUGAGAGGGAAUGGGAGGACleavage
22 1335 1356 UCUUCCCAAUUCCGCCCAUUCC   ::: : ::.: :::::.::UUCAUGAGAGGGAAUGGGAGGACleavage
22 1014 1035 UCUUCCCUACACCUCCCAUACC  :.::: . ::::.::::::.AUUGUGGAGUGUGUGGGGAAGGCleavage
22 1014 1035 UCUUCCCUACACCUCCCAUACC  :.::: . ::::.::::::.AUUGUGGAGUGUGUGGGGAAGGCleavage
22 29 50 UCUUCCCUACACCUCCCAUACC ::.:: :::::: .::::.:.UGUGUGUGAGGUGAGGGGAGGGCleavage
22 29 50 UCUUCCCUACACCUCCCAUACC ::.:: :::::: .::::.:.UGUGUGUGAGGUGAGGGGAGGGCleavage
22 2018 2039 UCUUCCCAAUUCCGCCCAUUCC::.::::  : .:::::::.::GGGAUGGAAGUGAUUGGGAGGACleavage
22 2000 2021 UCUUCCCUACACCUCCCAUACC  ::::::  ::: :::::::.CAUAUGGGUUGUGGAGGGAAGGCleavage
22 2000 2021 UCUUCCCUACACCUCCCAUACC  ::::::  ::: :::::::.CAUAUGGGUUGUGGAGGGAAGGCleavage
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22 816 837 UCUUCCCAAUUCCGCCCAUUCC::.:: : .:::.::::::: :GGGAUCGCUGGAGUUGGGAAAACleavage
22 449 470 UCUUCCCAAUUCCGCCCAUUCC::. ::::.: :::::::: ::GGGUUGGGUGAAAUUGGGAUGACleavage
22 449 470 UCUUCCCAAUUCCGCCCAUUCC::. ::::.: :::::::: ::GGGUUGGGUGAAAUUGGGAUGACleavage
22 1711 1732 UCUUCCCUACACCUCCCAUACC  :::::: :::::. ::.:: UUUAUGGGUGGUGUGUGGGAGCCleavage
22 1711 1732 UCUUCCCUACACCUCCCAUACC  :::::: :::::. ::.:: UUUAUGGGUGGUGUGUGGGAGCCleavage
22 529 550 UCUUCCCAAUUCCGCCCAUUCC     :::: ::::::::::: CUACAGGGCAGAAUUGGGAAGCCleavage
22 525 546 UCUUCCCUACACCUCCCAUACC  ::::::  ::::.: :::::AAUAUGGGCAGUGUGGUGAAGACleavage
22 525 546 UCUUCCCUACACCUCCCAUACC  ::::::  ::::.: :::::AAUAUGGGCAGUGUGGUGAAGACleavage
22 843 864 UCUUCCCUACACCUCCCAUACC::: ::: .:::: :::::::.GGUUUGGUGGGUGGAGGGAAGGCleavage
22 843 864 UCUUCCCUACACCUCCCAUACC::: ::: .:::: :::::::.GGUUUGGUGGGUGGAGGGAAGGCleavage
22 822 843 UCUUCCCAAUUCCGCCCAUUCC:::::::: ::.:: :: ::::GGAAUGGGAGGGAUGGGUAAGACleavage
22 248 269 UCUUCCCUACACCUCCCAUACC:: .::: ::::: ::::: ::GGAGUGGCAGGUGCAGGGAUGACleavage
22 248 269 UCUUCCCUACACCUCCCAUACC:: .::: ::::: ::::: ::GGAGUGGCAGGUGCAGGGAUGACleavage
22 1667 1688 UCUUCCCAAUUCCGCCCAUUCC :..::: .::..: :::::::UGGGUGGAUGGGGUGGGGAAGACleavage
22 1756 1777 UCUUCCCAAUUCCGCCCAUUCC :..::: .::..: :::::::UGGGUGGAUGGGGUGGGGAAGACleavage
22 1759 1780 UCUUCCCAAUUCCGCCCAUUCC :..::: .::..: :::::::UGGGUGGAUGGGGUGGGGAAGACleavage
22 181 202 UCUUCCCAAUUCCGCCCAUUCC: ::::: .:::::: :::.: GAAAUGGAUGGAAUUUGGAGGUCleavage
22 634 655 UCUUCCCUACACCUCCCAUACC:: ::::: :: ::.:: ::::GGAAUGGGUGGAGUGGGUAAGATranslation
22 634 655 UCUUCCCUACACCUCCCAUACC:: ::::: :: ::.:: ::::GGAAUGGGUGGAGUGGGUAAGATranslation
22 704 725 UCUUCCCAAUUCCGCCCAUUCC:: :::::.::..:::: :: :GGCAUGGGUGGGGUUGGAAAAACleavage
22 704 725 UCUUCCCAAUUCCGCCCAUUCC:: :::::.::..:::: :: :GGCAUGGGUGGGGUUGGAAAAACleavage
22 732 753 UCUUCCCUACACCUCCCAUACC:::::::: ::: :.::::: :GGUAUGGGUGGUUUGGGGAAAATranslation
22 732 753 UCUUCCCUACACCUCCCAUACC:::::::: ::: :.::::: :GGUAUGGGUGGUUUGGGGAAAATranslation
22 544 565 UCUUCCCUACACCUCCCAUACC:::.: :: :::::.:: ::::GGUGUUGGUGGUGUGGGUAAGACleavage
22 544 565 UCUUCCCUACACCUCCCAUACC:::.: :: :::::.:: ::::GGUGUUGGUGGUGUGGGUAAGACleavage
22 494 516 UCUUC-CCAAUUCCGCCCAUUCC   .::::.:::.:::: :::::CUUGUGGGUGGAGUUGGUGAAGACleavage
22 750 772 UCUUC-CCAAUUCCGCCCAUUCC   .::::.:::.:::: :::::CUUGUGGGUGGAGUUGGUGAAGACleavage
22 620 641 UCUUCCCAAUUCCGCCCAUUCC:::. :::.::..:: ::::::GGAGAGGGUGGGGUUUGGAAGACleavage
22 271 292 UCUUCCCUACACCUCCCAUACC     :::::::::. :::.::GGAUGGGGAGGUGUGCGGAGGACleavage
22 271 292 UCUUCCCUACACCUCCCAUACC     :::::::::. :::.::GGAUGGGGAGGUGUGCGGAGGACleavage
22 226 247 UCUUCCCUACACCUCCCAUACC      :::: :::::::::::GGGGACGGAGCUGUAGGGAAGACleavage
22 226 247 UCUUCCCUACACCUCCCAUACC      :::: :::::::::::GGGGACGGAGCUGUAGGGAAGACleavage
22 226 247 UCUUCCCUACACCUCCCAUACC      :::: :::::::::::GGGGACGGAGCUGUAGGGAAGACleavage
22 226 247 UCUUCCCUACACCUCCCAUACC      :::: :::::::::::GGGGACGGAGCUGUAGGGAAGACleavage
22 244 265 UCUUCCCAAUUCCGCCCAUUCC:: ::: ::::::: : ::::.GGUAUGAGCGGAAUAGAGAAGGCleavage
22 673 694 UCUUCCCAAUUCCGCCCAUUCC:::::::: ::.::::: :: :GGAAUGGGAGGGAUUGGCAAAACleavage
22 646 667 UCUUCCCAAUUCCGCCCAUUCC:::::::: ::.::::: :: :GGAAUGGGAGGGAUUGGUAAAACleavage
22 566 587 UCUUCCCAAUUCCGCCCAUUCC:: :::::.::..:::: :: :GGCAUGGGUGGGGUUGGAAAAACleavage
22 286 306 UCUUCCCAAUUCCGCCCAUUCC: ::::::.:::.: ::::::.GAAAUGGGUGGAGU-GGGAAGGCleavage
22 1001 1022 UCUUCCCAAUUCCGCCCAUUCC  ::::::.: : :::::.::.AAAAUGGGUGAAUUUGGGGAGGTranslation
22 468 489 UCUUCCCUACACCUCCCAUACC: :::::: :::: :: :.:::GUUAUGGGUGGUGGAGAGGAGACleavage
22 468 489 UCUUCCCUACACCUCCCAUACC: :::::: :::: :: :.:::GUUAUGGGUGGUGGAGAGGAGACleavage
22 1083 1104 UCUUCCCAAUUCCGCCCAUUCC :::: ::: :.::: ::::::UGAAUUGGCUGGAUUUGGAAGACleavage
22 817 838 UCUUCCCUACACCUCCCAUACC:: ::::: :: ::.:: ::::GGAAUGGGUGGAGUGGGUAAGATranslation
22 817 838 UCUUCCCUACACCUCCCAUACC:: ::::: :: ::.:: ::::GGAAUGGGUGGAGUGGGUAAGATranslation
22 716 737 UCUUCCCUACACCUCCCAUACC:: ::::: ::: :.:: ::::GGGAUGGGCGGUUUGGGUAAGATranslation
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22 716 737 UCUUCCCUACACCUCCCAUACC:: ::::: ::: :.:: ::::GGGAUGGGCGGUUUGGGUAAGATranslation
22 1231 1252 UCUUCCCAAUUCCGCCCAUUCC:::::::: ::.:: :: ::::GGAAUGGGAGGGAUGGGUAAGACleavage
22 1231 1252 UCUUCCCAAUUCCGCCCAUUCC:::::::: ::.:: :: ::::GGAAUGGGAGGGAUGGGUAAGACleavage
22 634 655 UCUUCCCUACACCUCCCAUACC:: ::::: :: ::.:: ::::GGAAUGGGUGGAGUGGGCAAGATranslation
22 634 655 UCUUCCCUACACCUCCCAUACC:: ::::: :: ::.:: ::::GGAAUGGGUGGAGUGGGCAAGATranslation
22 640 661 UCUUCCCUACACCUCCCAUACC:: ::::: :: ::.:: ::::GGCAUGGGUGGAGUGGGUAAGATranslation
22 640 661 UCUUCCCUACACCUCCCAUACC:: ::::: :: ::.:: ::::GGCAUGGGUGGAGUGGGUAAGATranslation
22 238 259 UCUUCCCUACACCUCCCAUACC:: ::: :::: ::.:: ::::GGAAUGCGAGGGGUGGGUAAGATranslation
22 238 259 UCUUCCCUACACCUCCCAUACC:: ::: :::: ::.:: ::::GGAAUGCGAGGGGUGGGUAAGATranslation
22 1714 1735 UCUUCCCUACACCUCCCAUACC:: ::: :: ::::::: :.::GGGAUGAGAUGUGUAGGAAGGACleavage
22 1714 1735 UCUUCCCUACACCUCCCAUACC:: ::: :: ::::::: :.::GGGAUGAGAUGUGUAGGAAGGACleavage
22 318 339 UCUUCCCAAUUCCGCCCAUUCC :..::::.: ::::: ::.:.AGGGUGGGUGAAAUUGAGAGGGCleavage
22 394 415 UCUUCCCAAUUCCGCCCAUUCC :..::::.: ::::: ::.:.AGGGUGGGUGAAAUUGAGAGGGCleavage
22 394 415 UCUUCCCAAUUCCGCCCAUUCC :..::::.: ::::: ::.:.AGGGUGGGUGAAAUUGAGAGGGCleavage
22 394 415 UCUUCCCAAUUCCGCCCAUUCC :..::::.: ::::: ::.:.AGGGUGGGUGAAAUUGAGAGGGCleavage
22 334 355 UCUUCCCUACACCUCCCAUACC :: ::::. :: ::::::::.CGUUUGGGGUGUCUAGGGAAGGTranslation
22 334 355 UCUUCCCUACACCUCCCAUACC :: ::::. :: ::::::::.CGUUUGGGGUGUCUAGGGAAGGTranslation
22 838 859 UCUUCCCAAUUCCGCCCAUUCC::::: :: ::::: :: ::::GGAAUCGGGGGAAUAGGUAAGACleavage
22 321 342 UCUUCCCUACACCUCCCAUACC  :.:::::::::: :: ..:.ACUGUGGGAGGUGUUGGUGGGGCleavage
22 321 342 UCUUCCCUACACCUCCCAUACC  :.:::::::::: :: ..:.ACUGUGGGAGGUGUUGGUGGGGCleavage
22 383 404 UCUUCCCUACACCUCCCAUACC  :.:::::::::: :: ..:.ACUGUGGGAGGUGUUGGUGGGGCleavage
22 434 455 UCUUCCCUACACCUCCCAUACC  :.:::::::::: :: ..:.ACUGUGGGAGGUGUUGGUGGGGCleavage
22 434 455 UCUUCCCUACACCUCCCAUACC  :.:::::::::: :: ..:.ACUGUGGGAGGUGUUGGUGGGGCleavage
22 434 455 UCUUCCCUACACCUCCCAUACC  :.:::::::::: :: ..:.ACUGUGGGAGGUGUUGGUGGGGCleavage
22 434 455 UCUUCCCUACACCUCCCAUACC  :.:::::::::: :: ..:.ACUGUGGGAGGUGUUGGUGGGGCleavage
22 383 404 UCUUCCCUACACCUCCCAUACC  :.:::::::::: :: ..:.ACUGUGGGAGGUGUUGGUGGGGCleavage
22 434 455 UCUUCCCUACACCUCCCAUACC  :.:::::::::: :: ..:.ACUGUGGGAGGUGUUGGUGGGGCleavage
22 434 455 UCUUCCCUACACCUCCCAUACC  :.:::::::::: :: ..:.ACUGUGGGAGGUGUUGGUGGGGCleavage
22 434 455 UCUUCCCUACACCUCCCAUACC  :.:::::::::: :: ..:.ACUGUGGGAGGUGUUGGUGGGGCleavage
22 434 455 UCUUCCCUACACCUCCCAUACC  :.:::::::::: :: ..:.ACUGUGGGAGGUGUUGGUGGGGCleavage
22 1054 1075 UCUUCCCUACACCUCCCAUACC:::. : : :::: ::::::::GGUGAGAGUGGUGCAGGGAAGACleavage
22 1360 1381 UCUUCCCUACACCUCCCAUACC:::. : : :::: ::::::::GGUGAGAGUGGUGCAGGGAAGACleavage
22 1452 1473 UCUUCCCUACACCUCCCAUACC:::. : : :::: ::::::::GGUGAGAGUGGUGCAGGGAAGACleavage
22 1054 1075 UCUUCCCUACACCUCCCAUACC:::. : : :::: ::::::::GGUGAGAGUGGUGCAGGGAAGACleavage
22 1360 1381 UCUUCCCUACACCUCCCAUACC:::. : : :::: ::::::::GGUGAGAGUGGUGCAGGGAAGACleavage
22 1452 1473 UCUUCCCUACACCUCCCAUACC:::. : : :::: ::::::::GGUGAGAGUGGUGCAGGGAAGACleavage
22 923 944 UCUUCCCAAUUCCGCCCAUUCC:::.::: :::.:  :::::::GGAGUGGUCGGGAGAGGGAAGACleavage
22 945 966 UCUUCCCAAUUCCGCCCAUUCC:::.::: :::.:  :::::::GGAGUGGUCGGGAGAGGGAAGACleavage
22 5224 5245 UCUUCCCAAUUCCGCCCAUUCC: :.:: :.::::: : :::::GAAGUGCGUGGAAUGGCGAAGACleavage
22 5224 5245 UCUUCCCAAUUCCGCCCAUUCC: :.:: :.::::: : :::::GAAGUGCGUGGAAUGGCGAAGACleavage
22 5220 5241 UCUUCCCAAUUCCGCCCAUUCC: :.:: :.::::: : :::::GAAGUGCGUGGAAUGGCGAAGACleavage
22 1887 1908 UCUUCCCAAUUCCGCCCAUUCC  .::::::::::: :::..  AAGAUGGGCGGAAUGGGGGGAUCleavage
22 1887 1908 UCUUCCCAAUUCCGCCCAUUCC  .::::::::::: :::..  AAGAUGGGCGGAAUGGGGGGAUCleavage
22 3331 3352 UCUUCCCAAUUCCGCCCAUUCC  .::::::::::: :::..  AAGAUGGGCGGAAUGGGGGGAUCleavage
22 623 644 UCUUCCCAAUUCCGCCCAUUCC::::::: . ::::::: :.::GGAAUGGUUCGAAUUGGUAGGACleavage
22 733 754 UCUUCCCAAUUCCGCCCAUUCC:::: :::.::: :::: :::.GGAAGGGGUGGAUUUGGUAAGGTranslation
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22 1265 1286 UCUUCCCAAUUCCGCCCAUUCC:::: :::.::: :::: :::.GGAAGGGGUGGAUUUGGUAAGGTranslation
22 1508 1528 UCUUCCCUACACCUCCCAUACC ::::: ::: :::.::::.::UGUAUGCGAG-UGUGGGGAGGACleavage
22 1508 1528 UCUUCCCUACACCUCCCAUACC ::::: ::: :::.::::.::UGUAUGCGAG-UGUGGGGAGGACleavage
22 11 30 UCUUCCCUACACCUCCCAUACC::::::: ::::::::: ::::GGUAUGG-AGGUGUAGG-AAGACleavage
22 11 30 UCUUCCCUACACCUCCCAUACC::::::: ::::::::: ::::GGUAUGG-AGGUGUAGG-AAGACleavage
22 519 540 UCUUCCCAAUUCCGCCCAUUCC::..: :: :::::::::::  GGGGUUGGGGGAAUUGGGAAAUCleavage
22 525 546 UCUUCCCUACACCUCCCAUACC   :::::::::::.: :.:  UUCAUGGGAGGUGUGGAGGAUGCleavage
22 525 546 UCUUCCCUACACCUCCCAUACC   :::::::::::.: :.:  UUCAUGGGAGGUGUGGAGGAUGCleavage
22 81 102 UCUUCCCAAUUCCGCCCAUUCC ::::::: : ..:::: ::::UGAAUGGGGGAGGUUGGAAAGACleavage
22 46 67 UCUUCCCUACACCUCCCAUACC   .::::::::::::::.   CUAGUGGGAGGUGUAGGGGCUACleavage
22 46 67 UCUUCCCUACACCUCCCAUACC   .::::::::::::::.   CUAGUGGGAGGUGUAGGGGCUACleavage
22 81 102 UCUUCCCAAUUCCGCCCAUUCC ::.:::: :::: ::: .:::UGAGUGGGGGGAAGUGGUGAGACleavage
22 845 866 UCUUCCCUACACCUCCCAUACC ::.:::::::: :.: ::.:.AGUGUGGGAGGUUUGGUGAGGGTranslation
22 845 866 UCUUCCCUACACCUCCCAUACC ::.:::::::: :.: ::.:.AGUGUGGGAGGUUUGGUGAGGGTranslation
22 419 440 UCUUCCCAAUUCCGCCCAUUCC:::.: :: ::.::::: .:::GGAGUUGGGGGGAUUGGUGAGACleavage
22 1622 1643 UCUUCCCAAUUCCGCCCAUUCC::.: :::.:::.: ::::.: GGGAAGGGUGGAGUGGGGAGGUCleavage
22 1951 1974 UCUUCCCAAUUCCG--CCCAUUCC::::::::  .::.: ::::::::GGAAUGGGAAUGGGAAUGGGAAGACleavage
22 716 737 UCUUCCCAAUUCCGCCCAUUCC  :.:::: :::.:::::.:  CCAGUGGGAGGAGUUGGGGACUCleavage
22 1608 1629 UCUUCCCUACACCUCCCAUACC :::: ::.:::: : ::.:::AGUAUUGGGGGUGAAAGGGAGACleavage
22 643 664 UCUUCCCUACACCUCCCAUACC : .:::::::: :. ::..::UGAGUGGGAGGUAUGAGGGGGATranslation
22 1537 1558 UCUUCCCUACACCUCCCAUACC :::: ::.:::: : ::.:::AGUAUUGGGGGUGAAAGGGAGACleavage
22 688 709 UCUUCCCUACACCUCCCAUACC : .:::::::: :. ::..::UGAGUGGGAGGUAUGAGGGGGATranslation
22 1608 1629 UCUUCCCUACACCUCCCAUACC :::: ::.:::: : ::.:::AGUAUUGGGGGUGAAAGGGAGACleavage
22 643 664 UCUUCCCUACACCUCCCAUACC : .:::::::: :. ::..::UGAGUGGGAGGUAUGAGGGGGATranslation
22 1537 1558 UCUUCCCUACACCUCCCAUACC :::: ::.:::: : ::.:::AGUAUUGGGGGUGAAAGGGAGACleavage
22 688 709 UCUUCCCUACACCUCCCAUACC : .:::::::: :. ::..::UGAGUGGGAGGUAUGAGGGGGATranslation
22 3093 3114 UCUUCCCAAUUCCGCCCAUUCC:::.:  :.:::. ::::::::GGAGUUAGUGGAGCUGGGAAGACleavage
22 658 679 UCUUCCCAAUUCCGCCCAUUCC:::::::: ::..: :: ::::GGAAUGGGAGGGGUGGGUAAGACleavage
22 716 737 UCUUCCCAAUUCCGCCCAUUCC:::::::: ::..: :: ::::GGAAUGGGAGGGGUGGGUAAGACleavage
22 601 622 UCUUCCCAAUUCCGCCCAUUCC:::::::: ::..: :: ::::GGAAUGGGAGGGGUGGGUAAGACleavage
22 604 625 UCUUCCCAAUUCCGCCCAUUCC:::::::: ::..: :: ::::GGAAUGGGAGGGGUGGGUAAGACleavage
22 752 773 UCUUCCCAAUUCCGCCCAUUCC:::::::: ::..: :: ::::GGAAUGGGAGGGGUGGGUAAGACleavage
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Target_Desc. Multiplicity Target_Acc. ID locusName Pfam
pacid=37163660 locus=Phvul.004G048000 ID=Phvul.004G048000.1.v2.1 annot-version=v2.11 Phvul.004G048000.1 Phvul.004G048000 Phvul.004G048000PF00931
pacid=37168995 locus=Phvul.001G224800 ID=Phvul.001G224800.1.v2.1 annot-version=v2.11 Phvul.001G224800.1 Phvul.001G224800 Phvul.001G224800PF01344,PF13415
pacid=37168996 locus=Phvul.001G224800 ID=Phvul.001G224800.2.v2.1 annot-version=v2.11 Phvul.001G224800.2 Phvul.001G224800 Phvul.001G224800PF01344,PF13415
pacid=37168995 locus=Phvul.001G224800 ID=Phvul.001G224800.1.v2.1 annot-version=v2.11 Phvul.001G224800.1 Phvul.001G224800 Phvul.001G224800PF01344,PF13415
pacid=37168996 locus=Phvul.001G224800 ID=Phvul.001G224800.2.v2.1 annot-version=v2.11 Phvul.001G224800.2 Phvul.001G224800 Phvul.001G224800PF01344,PF13415
pacid=37165645 locus=Phvul.007G201700 ID=Phvul.007G201700.1.v2.1 annot-version=v2.11 Phvul.007G201700.1 Phvul.007G201700 Phvul.007G201700PF01344,PF13415
pacid=37165645 locus=Phvul.007G201700 ID=Phvul.007G201700.1.v2.1 annot-version=v2.11 Phvul.007G201700.1 Phvul.007G201700 Phvul.007G201700PF01344,PF13415
pacid=37160667 locus=Phvul.008G061300 ID=Phvul.008G061300.2.v2.1 annot-version=v2.11 Phvul.008G061300.2 Phvul.008G061300 Phvul.008G061300PF13855,PF00931
pacid=37160666 locus=Phvul.008G061300 ID=Phvul.008G061300.1.v2.1 annot-version=v2.11 Phvul.008G061300.1 Phvul.008G061300 Phvul.008G061300PF13855,PF00931
pacid=37160667 locus=Phvul.008G061300 ID=Phvul.008G061300.2.v2.1 annot-version=v2.11 Phvul.008G061300.2 Phvul.008G061300 Phvul.008G061300PF13855,PF00931
pacid=37160666 locus=Phvul.008G061300 ID=Phvul.008G061300.1.v2.1 annot-version=v2.11 Phvul.008G061300.1 Phvul.008G061300 Phvul.008G061300PF13855,PF00931
pacid=37177951 locus=Phvul.002G079200 ID=Phvul.002G079200.1.v2.1 annot-version=v2.11 Phvul.002G079200.1 Phvul.002G079200 Phvul.002G079200PF05729,PF13676
pacid=37168368 locus=Phvul.001G217600 ID=Phvul.001G217600.1.v2.1 annot-version=v2.11 Phvul.001G217600.1 Phvul.001G217600 Phvul.001G217600 0
pacid=37177588 locus=Phvul.002G001500 ID=Phvul.002G001500.1.v2.1 annot-version=v2.11 Phvul.002G001500.1 Phvul.002G001500 Phvul.002G001500PF13919,PF00320
pacid=37177588 locus=Phvul.002G001500 ID=Phvul.002G001500.1.v2.1 annot-version=v2.11 Phvul.002G001500.1 Phvul.002G001500 Phvul.002G001500PF13919,PF00320
pacid=37146968 locus=Phvul.003G072500 ID=Phvul.003G072500.1.v2.1 annot-version=v2.11 Phvul.003G072500.1 Phvul.003G072500 Phvul.003G072500PF13676,PF00931
pacid=37145696 locus=Phvul.003G244225 ID=Phvul.003G244225.3.v2.1 annot-version=v2.12 Phvul.003G244225.3 Phvul.003G244225 Phvul.003G244225 0
pacid=37145695 locus=Phvul.003G244225 ID=Phvul.003G244225.2.v2.1 annot-version=v2.12 Phvul.003G244225.2 Phvul.003G244225 Phvul.003G244225 0
pacid=37145694 locus=Phvul.003G244225 ID=Phvul.003G244225.1.v2.1 annot-version=v2.12 Phvul.003G244225.1 Phvul.003G244225 Phvul.003G244225 0
pacid=37163438 locus=Phvul.004G137300 ID=Phvul.004G137300.1.v2.1 annot-version=v2.11 Phvul.004G137300.1 Phvul.004G137300 Phvul.004G137300PF13676,PF00931
pacid=37154354 locus=Phvul.005G029400 ID=Phvul.005G029400.1.v2.1 annot-version=v2.11 Phvul.005G029400.1 Phvul.005G029400 Phvul.005G029400PF03145
pacid=37154353 locus=Phvul.005G029400 ID=Phvul.005G029400.3.v2.1 annot-version=v2.11 Phvul.005G029400.3 Phvul.005G029400 Phvul.005G029400PF03145
pacid=37154352 locus=Phvul.005G029400 ID=Phvul.005G029400.2.v2.1 annot-version=v2.11 Phvul.005G029400.2 Phvul.005G029400 Phvul.005G029400PF03145
pacid=37166230 locus=Phvul.007G210600 ID=Phvul.007G210600.1.v2.1 annot-version=v2.11 Phvul.007G210600.1 Phvul.007G210600 Phvul.007G210600PF03110
pacid=37166230 locus=Phvul.007G210600 ID=Phvul.007G210600.1.v2.1 annot-version=v2.11 Phvul.007G210600.1 Phvul.007G210600 Phvul.007G210600PF03110
pacid=37160544 locus=Phvul.008G055500 ID=Phvul.008G055500.1.v2.1 annot-version=v2.11 Phvul.008G055500.1 Phvul.008G055500 Phvul.008G055500PF00005
pacid=37157769 locus=Phvul.008G280900 ID=Phvul.008G280900.1.v2.1 annot-version=v2.11 Phvul.008G280900.1 Phvul.008G280900 Phvul.008G280900PF01594
pacid=37157769 locus=Phvul.008G280900 ID=Phvul.008G280900.1.v2.1 annot-version=v2.11 Phvul.008G280900.1 Phvul.008G280900 Phvul.008G280900PF01594
pacid=37142899 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.11 Phvul.010G064700.1 Phvul.010G064700 Phvul.010G064700PF00931
pacid=37142699 locus=Phvul.010G136700 ID=Phvul.010G136700.1.v2.1 annot-version=v2.11 Phvul.010G136700.1 Phvul.010G136700 Phvul.010G136700PF07725,PF13676,PF00931
pacid=37154984 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.11 Phvul.011G149100.7 Phvul.011G149100 Phvul.011G149100 0
pacid=37154983 locus=Phvul.011G149100 ID=Phvul.011G149100.6.v2.1 annot-version=v2.11 Phvul.011G149100.6 Phvul.011G149100 Phvul.011G149100 0
pacid=37154982 locus=Phvul.011G149100 ID=Phvul.011G149100.5.v2.1 annot-version=v2.11 Phvul.011G149100.5 Phvul.011G149100 Phvul.011G149100 0
pacid=37154979 locus=Phvul.011G149100 ID=Phvul.011G149100.2.v2.1 annot-version=v2.11 Phvul.011G149100.2 Phvul.011G149100 Phvul.011G149100 0
pacid=37154978 locus=Phvul.011G149100 ID=Phvul.011G149100.1.v2.1 annot-version=v2.11 Phvul.011G149100.1 Phvul.011G149100 Phvul.011G149100 0
pacid=37154981 locus=Phvul.011G149100 ID=Phvul.011G149100.4.v2.1 annot-version=v2.11 Phvul.011G149100.4 Phvul.011G149100 Phvul.011G149100 0
pacid=37154980 locus=Phvul.011G149100 ID=Phvul.011G149100.3.v2.1 annot-version=v2.11 Phvul.011G149100.3 Phvul.011G149100 Phvul.011G149100 0
pacid=37156909 locus=Phvul.011G166100 ID=Phvul.011G166100.1.v2.1 annot-version=v2.11 Phvul.011G166100.1 Phvul.011G166100 Phvul.011G166100PF00931
pacid=37171124 locus=Phvul.001G128200 ID=Phvul.001G128200.2.v2.1 annot-version=v2.11 Phvul.001G128200.2 Phvul.001G128200 Phvul.001G128200PF07725,PF13456
pacid=37169603 locus=Phvul.001G134000 ID=Phvul.001G134000.1.v2.1 annot-version=v2.11 Phvul.001G134000.1 Phvul.001G134000 Phvul.001G134000PF13855,PF00931
pacid=37169603 locus=Phvul.001G134000 ID=Phvul.001G134000.1.v2.1 annot-version=v2.11 Phvul.001G134000.1 Phvul.001G134000 Phvul.001G134000PF13855,PF00931
pacid=37170890 locus=Phvul.001G243900 ID=Phvul.001G243900.1.v2.1 annot-version=v2.11 Phvul.001G243900.1 Phvul.001G243900 Phvul.001G243900PF02861,PF07724
pacid=37170890 locus=Phvul.001G243900 ID=Phvul.001G243900.1.v2.1 annot-version=v2.11 Phvul.001G243900.1 Phvul.001G243900 Phvul.001G243900PF02861,PF07724
pacid=37177208 locus=Phvul.002G057300 ID=Phvul.002G057300.2.v2.1 annot-version=v2.11 Phvul.002G057300.2 Phvul.002G057300 Phvul.002G057300PF08458,PF05703
pacid=37177207 locus=Phvul.002G057300 ID=Phvul.002G057300.1.v2.1 annot-version=v2.11 Phvul.002G057300.1 Phvul.002G057300 Phvul.002G057300PF08458,PF05703
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pacid=37176949 locus=Phvul.002G122200 ID=Phvul.002G122200.1.v2.1 annot-version=v2.11 Phvul.002G122200.1 Phvul.002G122200 Phvul.002G122200PF00067
pacid=37175068 locus=Phvul.002G187600 ID=Phvul.002G187600.1.v2.1 annot-version=v2.11 Phvul.002G187600.1 Phvul.002G187600 Phvul.002G187600 0
pacid=37177379 locus=Phvul.002G261500 ID=Phvul.002G261500.1.v2.1 annot-version=v2.11 Phvul.002G261500.1 Phvul.002G261500 Phvul.002G261500PF00076
pacid=37177379 locus=Phvul.002G261500 ID=Phvul.002G261500.1.v2.1 annot-version=v2.11 Phvul.002G261500.1 Phvul.002G261500 Phvul.002G261500PF00076
pacid=37147525 locus=Phvul.003G101200 ID=Phvul.003G101200.1.v2.1 annot-version=v2.11 Phvul.003G101200.1 Phvul.003G101200 Phvul.003G101200PF04535
pacid=37147525 locus=Phvul.003G101200 ID=Phvul.003G101200.1.v2.1 annot-version=v2.11 Phvul.003G101200.1 Phvul.003G101200 Phvul.003G101200PF04535
pacid=37146060 locus=Phvul.003G202900 ID=Phvul.003G202900.1.v2.1 annot-version=v2.11 Phvul.003G202900.1 Phvul.003G202900 Phvul.003G202900PF02657,PF02445
pacid=37146060 locus=Phvul.003G202900 ID=Phvul.003G202900.1.v2.1 annot-version=v2.11 Phvul.003G202900.1 Phvul.003G202900 Phvul.003G202900PF02657,PF02445
pacid=37162776 locus=Phvul.004G026200 ID=Phvul.004G026200.1.v2.1 annot-version=v2.11 Phvul.004G026200.1 Phvul.004G026200 Phvul.004G026200PF00505,PF08512,PF03531
pacid=37163195 locus=Phvul.004G140400 ID=Phvul.004G140400.1.v2.1 annot-version=v2.11 Phvul.004G140400.1 Phvul.004G140400 Phvul.004G140400PF05729,PF13676
pacid=37163195 locus=Phvul.004G140400 ID=Phvul.004G140400.1.v2.1 annot-version=v2.11 Phvul.004G140400.1 Phvul.004G140400 Phvul.004G140400PF05729,PF13676
pacid=37152438 locus=Phvul.005G038200 ID=Phvul.005G038200.1.v2.1 annot-version=v2.11 Phvul.005G038200.1 Phvul.005G038200 Phvul.005G038200PF00590
pacid=37152438 locus=Phvul.005G038200 ID=Phvul.005G038200.1.v2.1 annot-version=v2.11 Phvul.005G038200.1 Phvul.005G038200 Phvul.005G038200PF00590
pacid=37153472 locus=Phvul.005G087100 ID=Phvul.005G087100.1.v2.1 annot-version=v2.11 Phvul.005G087100.1 Phvul.005G087100 Phvul.005G087100PF13855,PF00931
pacid=37153472 locus=Phvul.005G087100 ID=Phvul.005G087100.1.v2.1 annot-version=v2.11 Phvul.005G087100.1 Phvul.005G087100 Phvul.005G087100PF13855,PF00931
pacid=37173044 locus=Phvul.006G102700 ID=Phvul.006G102700.1.v2.1 annot-version=v2.11 Phvul.006G102700.1 Phvul.006G102700 Phvul.006G102700PF11721,PF00069
pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.11 Phvul.008G072300.2 Phvul.008G072300 Phvul.008G072300PF00931
pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.11 Phvul.008G072300.1 Phvul.008G072300 Phvul.008G072300PF00931
pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.11 Phvul.008G072300.2 Phvul.008G072300 Phvul.008G072300PF00931
pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.11 Phvul.008G072300.1 Phvul.008G072300 Phvul.008G072300PF00931
pacid=37157997 locus=Phvul.008G202300 ID=Phvul.008G202300.1.v2.1 annot-version=v2.11 Phvul.008G202300.1 Phvul.008G202300 Phvul.008G202300PF04031
pacid=37159589 locus=Phvul.008G259600 ID=Phvul.008G259600.2.v2.1 annot-version=v2.11 Phvul.008G259600.2 Phvul.008G259600 Phvul.008G259600PF02705
pacid=37159588 locus=Phvul.008G259600 ID=Phvul.008G259600.1.v2.1 annot-version=v2.11 Phvul.008G259600.1 Phvul.008G259600 Phvul.008G259600PF02705
pacid=37159589 locus=Phvul.008G259600 ID=Phvul.008G259600.2.v2.1 annot-version=v2.11 Phvul.008G259600.2 Phvul.008G259600 Phvul.008G259600PF02705
pacid=37159588 locus=Phvul.008G259600 ID=Phvul.008G259600.1.v2.1 annot-version=v2.11 Phvul.008G259600.1 Phvul.008G259600 Phvul.008G259600PF02705
pacid=37142428 locus=Phvul.010G131650 ID=Phvul.010G131650.1.v2.1 annot-version=v2.11 Phvul.010G131650.1 Phvul.010G131650 Phvul.010G131650PF07725,PF13676,PF00931
pacid=37143311 locus=Phvul.010G132333 ID=Phvul.010G132333.1.v2.1 annot-version=v2.11 Phvul.010G132333.1 Phvul.010G132333 Phvul.010G132333PF07725
pacid=37143628 locus=Phvul.010G136800 ID=Phvul.010G136800.1.v2.1 annot-version=v2.11 Phvul.010G136800.1 Phvul.010G136800 Phvul.010G136800PF07725,PF13676,PF00931
pacid=37142610 locus=Phvul.010G151400 ID=Phvul.010G151400.6.v2.1 annot-version=v2.11 Phvul.010G151400.6 Phvul.010G151400 Phvul.010G151400PF16994
pacid=37142607 locus=Phvul.010G151400 ID=Phvul.010G151400.4.v2.1 annot-version=v2.11 Phvul.010G151400.4 Phvul.010G151400 Phvul.010G151400PF16994
pacid=37142610 locus=Phvul.010G151400 ID=Phvul.010G151400.6.v2.1 annot-version=v2.11 Phvul.010G151400.6 Phvul.010G151400 Phvul.010G151400PF16994
pacid=37142607 locus=Phvul.010G151400 ID=Phvul.010G151400.4.v2.1 annot-version=v2.11 Phvul.010G151400.4 Phvul.010G151400 Phvul.010G151400PF16994
pacid=37154763 locus=Phvul.011G140300 ID=Phvul.011G140300.1.v2.1 annot-version=v2.11 Phvul.011G140300.1 Phvul.011G140300 Phvul.011G140300PF07725,PF13676,PF13855,PF00931
pacid=37156164 locus=Phvul.011G140400 ID=Phvul.011G140400.1.v2.1 annot-version=v2.11 Phvul.011G140400.1 Phvul.011G140400 Phvul.011G140400PF13676,PF13855,PF00931
pacid=37157447 locus=Phvul.011G151300 ID=Phvul.011G151300.1.v2.1 annot-version=v2.11 Phvul.011G151300.1 Phvul.011G151300 Phvul.011G151300PF00931
pacid=37156104 locus=Phvul.011G181700 ID=Phvul.011G181700.1.v2.1 annot-version=v2.11 Phvul.011G181700.1 Phvul.011G181700 Phvul.011G181700PF00931
pacid=37156104 locus=Phvul.011G181700 ID=Phvul.011G181700.1.v2.1 annot-version=v2.11 Phvul.011G181700.1 Phvul.011G181700 Phvul.011G181700PF00931
pacid=37157092 locus=Phvul.011G192400 ID=Phvul.011G192400.1.v2.1 annot-version=v2.11 Phvul.011G192400.1 Phvul.011G192400 Phvul.011G192400PF00931
pacid=37155577 locus=Phvul.011G192600 ID=Phvul.011G192600.1.v2.1 annot-version=v2.11 Phvul.011G192600.1 Phvul.011G192600 Phvul.011G192600PF13855,PF00931
pacid=37155824 locus=Phvul.011G193100 ID=Phvul.011G193100.1.v2.1 annot-version=v2.11 Phvul.011G193100.1 Phvul.011G193100 Phvul.011G193100PF00931
pacid=37155134 locus=Phvul.011G193500 ID=Phvul.011G193500.1.v2.1 annot-version=v2.11 Phvul.011G193500.1 Phvul.011G193500 Phvul.011G193500PF13855,PF00931
pacid=37155823 locus=Phvul.011G193600 ID=Phvul.011G193600.1.v2.1 annot-version=v2.11 Phvul.011G193600.1 Phvul.011G193600 Phvul.011G193600PF13855,PF00931
pacid=37155090 locus=Phvul.011G194800 ID=Phvul.011G194800.1.v2.1 annot-version=v2.11 Phvul.011G194800.1 Phvul.011G194800 Phvul.011G194800PF00931
pacid=37154689 locus=Phvul.011G194900 ID=Phvul.011G194900.1.v2.1 annot-version=v2.11 Phvul.011G194900.1 Phvul.011G194900 Phvul.011G194900PF00931
pacid=37157033 locus=Phvul.011G195000 ID=Phvul.011G195000.1.v2.1 annot-version=v2.11 Phvul.011G195000.1 Phvul.011G195000 Phvul.011G195000PF00931
pacid=37156343 locus=Phvul.011G195200 ID=Phvul.011G195200.1.v2.1 annot-version=v2.11 Phvul.011G195200.1 Phvul.011G195200 Phvul.011G195200PF00931
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pacid=37157210 locus=Phvul.011G195400 ID=Phvul.011G195400.1.v2.1 annot-version=v2.11 Phvul.011G195400.1 Phvul.011G195400 Phvul.011G195400PF00931
pacid=37155487 locus=Phvul.011G195500 ID=Phvul.011G195500.1.v2.1 annot-version=v2.11 Phvul.011G195500.1 Phvul.011G195500 Phvul.011G195500PF00931
pacid=37156565 locus=Phvul.011G196000 ID=Phvul.011G196000.1.v2.1 annot-version=v2.11 Phvul.011G196000.1 Phvul.011G196000 Phvul.011G196000PF13855,PF00931
pacid=37157155 locus=Phvul.011G196066 ID=Phvul.011G196066.1.v2.1 annot-version=v2.11 Phvul.011G196066.1 Phvul.011G196066 Phvul.011G196066PF00931
pacid=37157395 locus=Phvul.011G200820 ID=Phvul.011G200820.1.v2.1 annot-version=v2.11 Phvul.011G200820.1 Phvul.011G200820 Phvul.011G200820PF00931
pacid=37157395 locus=Phvul.011G200820 ID=Phvul.011G200820.1.v2.1 annot-version=v2.11 Phvul.011G200820.1 Phvul.011G200820 Phvul.011G200820PF00931
pacid=37156073 locus=Phvul.011G202100 ID=Phvul.011G202100.1.v2.1 annot-version=v2.11 Phvul.011G202100.1 Phvul.011G202100 Phvul.011G202100PF00931
pacid=37156073 locus=Phvul.011G202100 ID=Phvul.011G202100.1.v2.1 annot-version=v2.11 Phvul.011G202100.1 Phvul.011G202100 Phvul.011G202100PF00931
pacid=37155566 locus=Phvul.011G202300 ID=Phvul.011G202300.1.v2.1 annot-version=v2.11 Phvul.011G202300.1 Phvul.011G202300 Phvul.011G202300PF00931
pacid=37155566 locus=Phvul.011G202300 ID=Phvul.011G202300.1.v2.1 annot-version=v2.11 Phvul.011G202300.1 Phvul.011G202300 Phvul.011G202300PF00931
pacid=37156337 locus=Phvul.011G203100 ID=Phvul.011G203100.1.v2.1 annot-version=v2.11 Phvul.011G203100.1 Phvul.011G203100 Phvul.011G203100PF00931
pacid=37156337 locus=Phvul.011G203100 ID=Phvul.011G203100.1.v2.1 annot-version=v2.11 Phvul.011G203100.1 Phvul.011G203100 Phvul.011G203100PF00931
pacid=37157542 locus=Phvul.L002337 ID=Phvul.L002337.2.v2.1 annot-version=v2.11 Phvul.L002337.2 Phvul.L002337 Phvul.L002337PF00107,PF08240
pacid=37157541 locus=Phvul.L002337 ID=Phvul.L002337.1.v2.1 annot-version=v2.11 Phvul.L002337.1 Phvul.L002337 Phvul.L002337PF00107,PF08240
pacid=37157542 locus=Phvul.L002337 ID=Phvul.L002337.2.v2.1 annot-version=v2.11 Phvul.L002337.2 Phvul.L002337 Phvul.L002337PF00107,PF08240
pacid=37157541 locus=Phvul.L002337 ID=Phvul.L002337.1.v2.1 annot-version=v2.11 Phvul.L002337.1 Phvul.L002337 Phvul.L002337PF00107,PF08240
pacid=37169908 locus=Phvul.001G015600 ID=Phvul.001G015600.1.v2.1 annot-version=v2.11 Phvul.001G015600.1 Phvul.001G015600 Phvul.001G015600PF01553
pacid=37169909 locus=Phvul.001G015600 ID=Phvul.001G015600.2.v2.1 annot-version=v2.11 Phvul.001G015600.2 Phvul.001G015600 Phvul.001G015600PF01553
pacid=37169908 locus=Phvul.001G015600 ID=Phvul.001G015600.1.v2.1 annot-version=v2.11 Phvul.001G015600.1 Phvul.001G015600 Phvul.001G015600PF01553
pacid=37169909 locus=Phvul.001G015600 ID=Phvul.001G015600.2.v2.1 annot-version=v2.11 Phvul.001G015600.2 Phvul.001G015600 Phvul.001G015600PF01553
pacid=37167713 locus=Phvul.001G085500 ID=Phvul.001G085500.2.v2.1 annot-version=v2.11 Phvul.001G085500.2 Phvul.001G085500 Phvul.001G085500PF00010
pacid=37167712 locus=Phvul.001G085500 ID=Phvul.001G085500.1.v2.1 annot-version=v2.11 Phvul.001G085500.1 Phvul.001G085500 Phvul.001G085500PF00010
pacid=37168526 locus=Phvul.001G232600 ID=Phvul.001G232600.1.v2.1 annot-version=v2.11 Phvul.001G232600.1 Phvul.001G232600 Phvul.001G232600PF03330,PF01357
pacid=37168526 locus=Phvul.001G232600 ID=Phvul.001G232600.1.v2.1 annot-version=v2.11 Phvul.001G232600.1 Phvul.001G232600 Phvul.001G232600PF03330,PF01357
pacid=37175648 locus=Phvul.002G041400 ID=Phvul.002G041400.4.v2.1 annot-version=v2.11 Phvul.002G041400.4 Phvul.002G041400 Phvul.002G041400PF04640
pacid=37175645 locus=Phvul.002G041400 ID=Phvul.002G041400.1.v2.1 annot-version=v2.11 Phvul.002G041400.1 Phvul.002G041400 Phvul.002G041400PF04640
pacid=37175646 locus=Phvul.002G041400 ID=Phvul.002G041400.2.v2.1 annot-version=v2.11 Phvul.002G041400.2 Phvul.002G041400 Phvul.002G041400PF04640
pacid=37175647 locus=Phvul.002G041400 ID=Phvul.002G041400.3.v2.1 annot-version=v2.11 Phvul.002G041400.3 Phvul.002G041400 Phvul.002G041400PF04640
pacid=37177875 locus=Phvul.002G298800 ID=Phvul.002G298800.1.v2.1 annot-version=v2.11 Phvul.002G298800.1 Phvul.002G298800 Phvul.002G298800PF01764
pacid=37145098 locus=Phvul.003G010900 ID=Phvul.003G010900.1.v2.1 annot-version=v2.11 Phvul.003G010900.1 Phvul.003G010900 Phvul.003G010900PF00503
pacid=37145098 locus=Phvul.003G010900 ID=Phvul.003G010900.1.v2.1 annot-version=v2.11 Phvul.003G010900.1 Phvul.003G010900 Phvul.003G010900PF00503
pacid=37145330 locus=Phvul.003G195800 ID=Phvul.003G195800.2.v2.1 annot-version=v2.11 Phvul.003G195800.2 Phvul.003G195800 Phvul.003G195800PF01535,PF13041
pacid=37145329 locus=Phvul.003G195800 ID=Phvul.003G195800.1.v2.1 annot-version=v2.11 Phvul.003G195800.1 Phvul.003G195800 Phvul.003G195800PF01535,PF13041
pacid=37145501 locus=Phvul.003G252400 ID=Phvul.003G252400.1.v2.1 annot-version=v2.11 Phvul.003G252400.1 Phvul.003G252400 Phvul.003G252400PF12171
pacid=37145501 locus=Phvul.003G252400 ID=Phvul.003G252400.1.v2.1 annot-version=v2.11 Phvul.003G252400.1 Phvul.003G252400 Phvul.003G252400PF12171
pacid=37146502 locus=Phvul.003G295800 ID=Phvul.003G295800.4.v2.1 annot-version=v2.11 Phvul.003G295800.4 Phvul.003G295800 Phvul.003G295800PF12624,PF09333
pacid=37146501 locus=Phvul.003G295800 ID=Phvul.003G295800.3.v2.1 annot-version=v2.11 Phvul.003G295800.3 Phvul.003G295800 Phvul.003G295800PF12624,PF09333
pacid=37146500 locus=Phvul.003G295800 ID=Phvul.003G295800.2.v2.1 annot-version=v2.11 Phvul.003G295800.2 Phvul.003G295800 Phvul.003G295800PF12624,PF09333
pacid=37163670 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.11 Phvul.004G032300.4 Phvul.004G032300 Phvul.004G032300PF14008,PF16656,PF00149
pacid=37163671 locus=Phvul.004G032300 ID=Phvul.004G032300.2.v2.1 annot-version=v2.11 Phvul.004G032300.2 Phvul.004G032300 Phvul.004G032300PF14008,PF16656,PF00149
pacid=37163669 locus=Phvul.004G032300 ID=Phvul.004G032300.3.v2.1 annot-version=v2.11 Phvul.004G032300.3 Phvul.004G032300 Phvul.004G032300PF14008,PF16656,PF00149
pacid=37163668 locus=Phvul.004G032300 ID=Phvul.004G032300.1.v2.1 annot-version=v2.11 Phvul.004G032300.1 Phvul.004G032300 Phvul.004G032300PF14008,PF16656,PF00149
pacid=37163670 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.11 Phvul.004G032300.4 Phvul.004G032300 Phvul.004G032300PF14008,PF16656,PF00149
pacid=37163671 locus=Phvul.004G032300 ID=Phvul.004G032300.2.v2.1 annot-version=v2.11 Phvul.004G032300.2 Phvul.004G032300 Phvul.004G032300PF14008,PF16656,PF00149
pacid=37163669 locus=Phvul.004G032300 ID=Phvul.004G032300.3.v2.1 annot-version=v2.11 Phvul.004G032300.3 Phvul.004G032300 Phvul.004G032300PF14008,PF16656,PF00149
pacid=37163668 locus=Phvul.004G032300 ID=Phvul.004G032300.1.v2.1 annot-version=v2.11 Phvul.004G032300.1 Phvul.004G032300 Phvul.004G032300PF14008,PF16656,PF00149
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pacid=37163660 locus=Phvul.004G048000 ID=Phvul.004G048000.1.v2.1 annot-version=v2.11 Phvul.004G048000.1 Phvul.004G048000 Phvul.004G048000PF00931
pacid=37163660 locus=Phvul.004G048000 ID=Phvul.004G048000.1.v2.1 annot-version=v2.11 Phvul.004G048000.1 Phvul.004G048000 Phvul.004G048000PF00931
pacid=37162532 locus=Phvul.004G106800 ID=Phvul.004G106800.2.v2.1 annot-version=v2.11 Phvul.004G106800.2 Phvul.004G106800 Phvul.004G106800PF01656
pacid=37162532 locus=Phvul.004G106800 ID=Phvul.004G106800.2.v2.1 annot-version=v2.11 Phvul.004G106800.2 Phvul.004G106800 Phvul.004G106800PF01656
pacid=37162837 locus=Phvul.004G133100 ID=Phvul.004G133100.1.v2.1 annot-version=v2.11 Phvul.004G133100.1 Phvul.004G133100 Phvul.004G133100PF12695
pacid=37154568 locus=Phvul.005G165800 ID=Phvul.005G165800.1.v2.1 annot-version=v2.11 Phvul.005G165800.1 Phvul.005G165800 Phvul.005G165800PF01535,PF12854,PF13041
pacid=37154568 locus=Phvul.005G165800 ID=Phvul.005G165800.1.v2.1 annot-version=v2.11 Phvul.005G165800.1 Phvul.005G165800 Phvul.005G165800PF01535,PF12854,PF13041
pacid=37171447 locus=Phvul.006G066800 ID=Phvul.006G066800.1.v2.1 annot-version=v2.11 Phvul.006G066800.1 Phvul.006G066800 Phvul.006G066800PF00931
pacid=37173891 locus=Phvul.006G086800 ID=Phvul.006G086800.1.v2.1 annot-version=v2.11 Phvul.006G086800.1 Phvul.006G086800 Phvul.006G086800PF03330,PF01357
pacid=37172393 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.11 Phvul.006G148800.1 Phvul.006G148800 Phvul.006G148800 0
pacid=37173441 locus=Phvul.006G180900 ID=Phvul.006G180900.1.v2.1 annot-version=v2.11 Phvul.006G180900.1 Phvul.006G180900 Phvul.006G180900PF08100,PF00891
pacid=37173441 locus=Phvul.006G180900 ID=Phvul.006G180900.1.v2.1 annot-version=v2.11 Phvul.006G180900.1 Phvul.006G180900 Phvul.006G180900PF08100,PF00891
pacid=37167355 locus=Phvul.007G027400 ID=Phvul.007G027400.1.v2.1 annot-version=v2.11 Phvul.007G027400.1 Phvul.007G027400 Phvul.007G027400 0
pacid=37166954 locus=Phvul.007G096800 ID=Phvul.007G096800.1.v2.1 annot-version=v2.11 Phvul.007G096800.1 Phvul.007G096800 Phvul.007G096800PF01656
pacid=37159143 locus=Phvul.008G158100 ID=Phvul.008G158100.1.v2.1 annot-version=v2.11 Phvul.008G158100.1 Phvul.008G158100 Phvul.008G158100PF08263,PF13855,PF07714
pacid=37149363 locus=Phvul.009G020000 ID=Phvul.009G020000.1.v2.1 annot-version=v2.11 Phvul.009G020000.1 Phvul.009G020000 Phvul.009G020000PF08241,PF08498
pacid=37149363 locus=Phvul.009G020000 ID=Phvul.009G020000.1.v2.1 annot-version=v2.11 Phvul.009G020000.1 Phvul.009G020000 Phvul.009G020000PF08241,PF08498
pacid=37149874 locus=Phvul.009G065500 ID=Phvul.009G065500.1.v2.1 annot-version=v2.11 Phvul.009G065500.1 Phvul.009G065500 Phvul.009G065500PF00170
pacid=37149873 locus=Phvul.009G065500 ID=Phvul.009G065500.2.v2.1 annot-version=v2.11 Phvul.009G065500.2 Phvul.009G065500 Phvul.009G065500PF00170
pacid=37149874 locus=Phvul.009G065500 ID=Phvul.009G065500.1.v2.1 annot-version=v2.11 Phvul.009G065500.1 Phvul.009G065500 Phvul.009G065500PF00170
pacid=37149873 locus=Phvul.009G065500 ID=Phvul.009G065500.2.v2.1 annot-version=v2.11 Phvul.009G065500.2 Phvul.009G065500 Phvul.009G065500PF00170
pacid=37148715 locus=Phvul.009G213300 ID=Phvul.009G213300.1.v2.1 annot-version=v2.11 Phvul.009G213300.1 Phvul.009G213300 Phvul.009G213300PF13812,PF01535,PF12854,PF13041
pacid=37149744 locus=Phvul.009G226300 ID=Phvul.009G226300.2.v2.1 annot-version=v2.11 Phvul.009G226300.2 Phvul.009G226300 Phvul.009G226300PF14416,PF13839
pacid=37149743 locus=Phvul.009G226300 ID=Phvul.009G226300.1.v2.1 annot-version=v2.11 Phvul.009G226300.1 Phvul.009G226300 Phvul.009G226300PF14416,PF13839
pacid=37149744 locus=Phvul.009G226300 ID=Phvul.009G226300.2.v2.1 annot-version=v2.11 Phvul.009G226300.2 Phvul.009G226300 Phvul.009G226300PF14416,PF13839
pacid=37149743 locus=Phvul.009G226300 ID=Phvul.009G226300.1.v2.1 annot-version=v2.11 Phvul.009G226300.1 Phvul.009G226300 Phvul.009G226300PF14416,PF13839
pacid=37151719 locus=Phvul.009G233700 ID=Phvul.009G233700.1.v2.1 annot-version=v2.11 Phvul.009G233700.1 Phvul.009G233700 Phvul.009G233700PF00931
pacid=37151719 locus=Phvul.009G233700 ID=Phvul.009G233700.1.v2.1 annot-version=v2.11 Phvul.009G233700.1 Phvul.009G233700 Phvul.009G233700PF00931
pacid=37151719 locus=Phvul.009G233700 ID=Phvul.009G233700.1.v2.1 annot-version=v2.11 Phvul.009G233700.1 Phvul.009G233700 Phvul.009G233700PF00931
pacid=37143979 locus=Phvul.010G008700 ID=Phvul.010G008700.2.v2.1 annot-version=v2.11 Phvul.010G008700.2 Phvul.010G008700 Phvul.010G008700PF00931
pacid=37143978 locus=Phvul.010G008700 ID=Phvul.010G008700.1.v2.1 annot-version=v2.11 Phvul.010G008700.1 Phvul.010G008700 Phvul.010G008700PF00931
pacid=37142864 locus=Phvul.010G056500 ID=Phvul.010G056500.1.v2.1 annot-version=v2.11 Phvul.010G056500.1 Phvul.010G056500 Phvul.010G056500PF13041
pacid=37142864 locus=Phvul.010G056500 ID=Phvul.010G056500.1.v2.1 annot-version=v2.11 Phvul.010G056500.1 Phvul.010G056500 Phvul.010G056500PF13041
pacid=37142368 locus=Phvul.010G063100 ID=Phvul.010G063100.1.v2.1 annot-version=v2.11 Phvul.010G063100.1 Phvul.010G063100 Phvul.010G063100PF00931
pacid=37142879 locus=Phvul.010G070584 ID=Phvul.010G070584.1.v2.1 annot-version=v2.11 Phvul.010G070584.1 Phvul.010G070584 Phvul.010G070584PF00890,PF05199
pacid=37143903 locus=Phvul.010G146900 ID=Phvul.010G146900.6.v2.1 annot-version=v2.11 Phvul.010G146900.6 Phvul.010G146900 Phvul.010G146900PF07766
pacid=37143901 locus=Phvul.010G146900 ID=Phvul.010G146900.2.v2.1 annot-version=v2.11 Phvul.010G146900.2 Phvul.010G146900 Phvul.010G146900PF07766
pacid=37143902 locus=Phvul.010G146900 ID=Phvul.010G146900.3.v2.1 annot-version=v2.11 Phvul.010G146900.3 Phvul.010G146900 Phvul.010G146900PF07766
pacid=37143898 locus=Phvul.010G146900 ID=Phvul.010G146900.1.v2.1 annot-version=v2.11 Phvul.010G146900.1 Phvul.010G146900 Phvul.010G146900PF07766
pacid=37143899 locus=Phvul.010G146900 ID=Phvul.010G146900.4.v2.1 annot-version=v2.11 Phvul.010G146900.4 Phvul.010G146900 Phvul.010G146900PF07766
pacid=37143900 locus=Phvul.010G146900 ID=Phvul.010G146900.5.v2.1 annot-version=v2.11 Phvul.010G146900.5 Phvul.010G146900 Phvul.010G146900PF07766
pacid=37156367 locus=Phvul.011G014500 ID=Phvul.011G014500.2.v2.1 annot-version=v2.11 Phvul.011G014500.2 Phvul.011G014500 Phvul.011G014500PF00931
pacid=37156367 locus=Phvul.011G014500 ID=Phvul.011G014500.2.v2.1 annot-version=v2.11 Phvul.011G014500.2 Phvul.011G014500 Phvul.011G014500PF00931
pacid=37156367 locus=Phvul.011G014500 ID=Phvul.011G014500.2.v2.1 annot-version=v2.11 Phvul.011G014500.2 Phvul.011G014500 Phvul.011G014500PF00931
pacid=37157349 locus=Phvul.011G082700 ID=Phvul.011G082700.3.v2.1 annot-version=v2.11 Phvul.011G082700.3 Phvul.011G082700 Phvul.011G082700 0
pacid=37157348 locus=Phvul.011G082700 ID=Phvul.011G082700.2.v2.1 annot-version=v2.11 Phvul.011G082700.2 Phvul.011G082700 Phvul.011G082700 0
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pacid=37157347 locus=Phvul.011G082700 ID=Phvul.011G082700.1.v2.1 annot-version=v2.11 Phvul.011G082700.1 Phvul.011G082700 Phvul.011G082700 0
pacid=37154977 locus=Phvul.011G149400 ID=Phvul.011G149400.1.v2.1 annot-version=v2.11 Phvul.011G149400.1 Phvul.011G149400 Phvul.011G149400PF00931
pacid=37154977 locus=Phvul.011G149400 ID=Phvul.011G149400.1.v2.1 annot-version=v2.11 Phvul.011G149400.1 Phvul.011G149400 Phvul.011G149400PF00931
pacid=37156674 locus=Phvul.011G181500 ID=Phvul.011G181500.1.v2.1 annot-version=v2.11 Phvul.011G181500.1 Phvul.011G181500 Phvul.011G181500PF00931
pacid=37154681 locus=Phvul.011G182900 ID=Phvul.011G182900.1.v2.1 annot-version=v2.11 Phvul.011G182900.1 Phvul.011G182900 Phvul.011G182900PF00407
pacid=37154681 locus=Phvul.011G182900 ID=Phvul.011G182900.1.v2.1 annot-version=v2.11 Phvul.011G182900.1 Phvul.011G182900 Phvul.011G182900PF00407
pacid=37155164 locus=Phvul.011G191600 ID=Phvul.011G191600.1.v2.1 annot-version=v2.11 Phvul.011G191600.1 Phvul.011G191600 Phvul.011G191600PF13191,PF13855
pacid=37157159 locus=Phvul.011G191800 ID=Phvul.011G191800.1.v2.1 annot-version=v2.11 Phvul.011G191800.1 Phvul.011G191800 Phvul.011G191800PF00931
pacid=37155368 locus=Phvul.011G192200 ID=Phvul.011G192200.1.v2.1 annot-version=v2.11 Phvul.011G192200.1 Phvul.011G192200 Phvul.011G192200PF00931
pacid=37155339 locus=Phvul.011G192900 ID=Phvul.011G192900.1.v2.1 annot-version=v2.11 Phvul.011G192900.1 Phvul.011G192900 Phvul.011G192900PF00931
pacid=37155339 locus=Phvul.011G192900 ID=Phvul.011G192900.1.v2.1 annot-version=v2.11 Phvul.011G192900.1 Phvul.011G192900 Phvul.011G192900PF00931
pacid=37155272 locus=Phvul.011G195751 ID=Phvul.011G195751.1.v2.1 annot-version=v2.11 Phvul.011G195751.1 Phvul.011G195751 Phvul.011G195751PF00931
pacid=37155563 locus=Phvul.011G198400 ID=Phvul.011G198400.1.v2.1 annot-version=v2.11 Phvul.011G198400.1 Phvul.011G198400 Phvul.011G198400PF13855,PF00931
pacid=37154846 locus=Phvul.011G201000 ID=Phvul.011G201000.1.v2.1 annot-version=v2.11 Phvul.011G201000.1 Phvul.011G201000 Phvul.011G201000PF00931
pacid=37156971 locus=Phvul.011G201101 ID=Phvul.011G201101.1.v2.1 annot-version=v2.11 Phvul.011G201101.1 Phvul.011G201101 Phvul.011G201101PF00931
pacid=37168061 locus=Phvul.001G027100 ID=Phvul.001G027100.1.v2.1 annot-version=v2.11 Phvul.001G027100.1 Phvul.001G027100 Phvul.001G027100PF00646
pacid=37171176 locus=Phvul.001G123000 ID=Phvul.001G123000.2.v2.1 annot-version=v2.11 Phvul.001G123000.2 Phvul.001G123000 Phvul.001G123000PF01055
pacid=37171258 locus=Phvul.001G132516 ID=Phvul.001G132516.1.v2.1 annot-version=v2.11 Phvul.001G132516.1 Phvul.001G132516 Phvul.001G132516PF00931
pacid=37171258 locus=Phvul.001G132516 ID=Phvul.001G132516.1.v2.1 annot-version=v2.11 Phvul.001G132516.1 Phvul.001G132516 Phvul.001G132516PF00931
pacid=37169452 locus=Phvul.001G132701 ID=Phvul.001G132701.1.v2.1 annot-version=v2.11 Phvul.001G132701.1 Phvul.001G132701 Phvul.001G132701PF13855,PF00931
pacid=37169452 locus=Phvul.001G132701 ID=Phvul.001G132701.1.v2.1 annot-version=v2.11 Phvul.001G132701.1 Phvul.001G132701 Phvul.001G132701PF13855,PF00931
pacid=37170073 locus=Phvul.001G132800 ID=Phvul.001G132800.1.v2.1 annot-version=v2.11 Phvul.001G132800.1 Phvul.001G132800 Phvul.001G132800PF13855,PF00931
pacid=37170073 locus=Phvul.001G132800 ID=Phvul.001G132800.1.v2.1 annot-version=v2.11 Phvul.001G132800.1 Phvul.001G132800 Phvul.001G132800PF13855,PF00931
pacid=37167899 locus=Phvul.001G132864 ID=Phvul.001G132864.1.v2.1 annot-version=v2.11 Phvul.001G132864.1 Phvul.001G132864 Phvul.001G132864PF13855,PF00931
pacid=37167899 locus=Phvul.001G132864 ID=Phvul.001G132864.1.v2.1 annot-version=v2.11 Phvul.001G132864.1 Phvul.001G132864 Phvul.001G132864PF13855,PF00931
pacid=37168771 locus=Phvul.001G133100 ID=Phvul.001G133100.1.v2.1 annot-version=v2.11 Phvul.001G133100.1 Phvul.001G133100 Phvul.001G133100PF13855,PF00931
pacid=37168771 locus=Phvul.001G133100 ID=Phvul.001G133100.1.v2.1 annot-version=v2.11 Phvul.001G133100.1 Phvul.001G133100 Phvul.001G133100PF13855,PF00931
pacid=37168444 locus=Phvul.001G133101 ID=Phvul.001G133101.1.v2.1 annot-version=v2.11 Phvul.001G133101.1 Phvul.001G133101 Phvul.001G133101PF13855,PF00931
pacid=37168444 locus=Phvul.001G133101 ID=Phvul.001G133101.1.v2.1 annot-version=v2.11 Phvul.001G133101.1 Phvul.001G133101 Phvul.001G133101PF13855,PF00931
pacid=37171243 locus=Phvul.001G185400 ID=Phvul.001G185400.1.v2.1 annot-version=v2.11 Phvul.001G185400.1 Phvul.001G185400 Phvul.001G185400PF08263,PF00069
pacid=37171243 locus=Phvul.001G185400 ID=Phvul.001G185400.1.v2.1 annot-version=v2.11 Phvul.001G185400.1 Phvul.001G185400 Phvul.001G185400PF08263,PF00069
pacid=37170086 locus=Phvul.001G217800 ID=Phvul.001G217800.1.v2.1 annot-version=v2.11 Phvul.001G217800.1 Phvul.001G217800 Phvul.001G217800PF07885
pacid=37177802 locus=Phvul.002G063500 ID=Phvul.002G063500.1.v2.1 annot-version=v2.11 Phvul.002G063500.1 Phvul.002G063500 Phvul.002G063500PF00295
pacid=37177802 locus=Phvul.002G063500 ID=Phvul.002G063500.1.v2.1 annot-version=v2.11 Phvul.002G063500.1 Phvul.002G063500 Phvul.002G063500PF00295
pacid=37175497 locus=Phvul.002G104200 ID=Phvul.002G104200.1.v2.1 annot-version=v2.11 Phvul.002G104200.1 Phvul.002G104200 Phvul.002G104200PF00614,PF00168,PF12357
pacid=37175497 locus=Phvul.002G104200 ID=Phvul.002G104200.1.v2.1 annot-version=v2.11 Phvul.002G104200.1 Phvul.002G104200 Phvul.002G104200PF00614,PF00168,PF12357
pacid=37178074 locus=Phvul.002G279500 ID=Phvul.002G279500.1.v2.1 annot-version=v2.11 Phvul.002G279500.1 Phvul.002G279500 Phvul.002G279500PF03470,PF03468
pacid=37146447 locus=Phvul.003G050200 ID=Phvul.003G050200.2.v2.1 annot-version=v2.12 Phvul.003G050200.2 Phvul.003G050200 Phvul.003G050200 0
pacid=37146446 locus=Phvul.003G050200 ID=Phvul.003G050200.1.v2.1 annot-version=v2.12 Phvul.003G050200.1 Phvul.003G050200 Phvul.003G050200 0
pacid=37147806 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.11 Phvul.003G076900.1 Phvul.003G076900 Phvul.003G076900PF00067
pacid=37147806 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.11 Phvul.003G076900.1 Phvul.003G076900 Phvul.003G076900PF00067
pacid=37144721 locus=Phvul.003G104900 ID=Phvul.003G104900.1.v2.1 annot-version=v2.11 Phvul.003G104900.1 Phvul.003G104900 Phvul.003G104900PF00403
pacid=37144721 locus=Phvul.003G104900 ID=Phvul.003G104900.1.v2.1 annot-version=v2.11 Phvul.003G104900.1 Phvul.003G104900 Phvul.003G104900PF00403
pacid=37147165 locus=Phvul.003G157600 ID=Phvul.003G157600.1.v2.1 annot-version=v2.11 Phvul.003G157600.1 Phvul.003G157600 Phvul.003G157600PF05182
pacid=37146603 locus=Phvul.003G158700 ID=Phvul.003G158700.1.v2.1 annot-version=v2.11 Phvul.003G158700.1 Phvul.003G158700 Phvul.003G158700PF07714,PF00704
pacid=37146603 locus=Phvul.003G158700 ID=Phvul.003G158700.1.v2.1 annot-version=v2.11 Phvul.003G158700.1 Phvul.003G158700 Phvul.003G158700PF07714,PF00704
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pacid=37146356 locus=Phvul.003G162300 ID=Phvul.003G162300.1.v2.1 annot-version=v2.11 Phvul.003G162300.1 Phvul.003G162300 Phvul.003G162300PF12854,PF14432,PF01535,PF13041
pacid=37148378 locus=Phvul.003G209600 ID=Phvul.003G209600.2.v2.1 annot-version=v2.11 Phvul.003G209600.2 Phvul.003G209600 Phvul.003G209600PF07521,PF00753,PF13837
pacid=37148377 locus=Phvul.003G209600 ID=Phvul.003G209600.1.v2.1 annot-version=v2.11 Phvul.003G209600.1 Phvul.003G209600 Phvul.003G209600PF07521,PF00753,PF13837
pacid=37148383 locus=Phvul.003G288300 ID=Phvul.003G288300.1.v2.1 annot-version=v2.11 Phvul.003G288300.1 Phvul.003G288300 Phvul.003G288300PF00069
pacid=37148383 locus=Phvul.003G288300 ID=Phvul.003G288300.1.v2.1 annot-version=v2.11 Phvul.003G288300.1 Phvul.003G288300 Phvul.003G288300PF00069
pacid=37162815 locus=Phvul.004G011400 ID=Phvul.004G011400.1.v2.1 annot-version=v2.11 Phvul.004G011400.1 Phvul.004G011400 Phvul.004G011400PF13921
pacid=37162157 locus=Phvul.004G064300 ID=Phvul.004G064300.1.v2.1 annot-version=v2.11 Phvul.004G064300.1 Phvul.004G064300 Phvul.004G064300PF00415
pacid=37162157 locus=Phvul.004G064300 ID=Phvul.004G064300.1.v2.1 annot-version=v2.11 Phvul.004G064300.1 Phvul.004G064300 Phvul.004G064300PF00415
pacid=37163473 locus=Phvul.004G131300 ID=Phvul.004G131300.1.v2.1 annot-version=v2.11 Phvul.004G131300.1 Phvul.004G131300 Phvul.004G131300PF01535,PF12854,PF13041
pacid=37163473 locus=Phvul.004G131300 ID=Phvul.004G131300.1.v2.1 annot-version=v2.11 Phvul.004G131300.1 Phvul.004G131300 Phvul.004G131300PF01535,PF12854,PF13041
pacid=37154207 locus=Phvul.005G031200 ID=Phvul.005G031200.1.v2.1 annot-version=v2.11 Phvul.005G031200.1 Phvul.005G031200 Phvul.005G031200PF00931
pacid=37154287 locus=Phvul.005G071300 ID=Phvul.005G071300.1.v2.1 annot-version=v2.11 Phvul.005G071300.1 Phvul.005G071300 Phvul.005G071300PF00304
pacid=37154287 locus=Phvul.005G071300 ID=Phvul.005G071300.1.v2.1 annot-version=v2.11 Phvul.005G071300.1 Phvul.005G071300 Phvul.005G071300PF00304
pacid=37172307 locus=Phvul.006G057000 ID=Phvul.006G057000.1.v2.1 annot-version=v2.11 Phvul.006G057000.1 Phvul.006G057000 Phvul.006G057000PF00076
pacid=37172194 locus=Phvul.006G057100 ID=Phvul.006G057100.5.v2.1 annot-version=v2.11 Phvul.006G057100.5 Phvul.006G057100 Phvul.006G057100PF00076
pacid=37172193 locus=Phvul.006G057100 ID=Phvul.006G057100.4.v2.1 annot-version=v2.11 Phvul.006G057100.4 Phvul.006G057100 Phvul.006G057100PF00076
pacid=37171603 locus=Phvul.006G057700 ID=Phvul.006G057700.2.v2.1 annot-version=v2.11 Phvul.006G057700.2 Phvul.006G057700 Phvul.006G057700PF02146
pacid=37171447 locus=Phvul.006G066800 ID=Phvul.006G066800.1.v2.1 annot-version=v2.11 Phvul.006G066800.1 Phvul.006G066800 Phvul.006G066800PF00931
pacid=37171447 locus=Phvul.006G066800 ID=Phvul.006G066800.1.v2.1 annot-version=v2.11 Phvul.006G066800.1 Phvul.006G066800 Phvul.006G066800PF00931
pacid=37165347 locus=Phvul.007G086300 ID=Phvul.007G086300.2.v2.1 annot-version=v2.11 Phvul.007G086300.2 Phvul.007G086300 Phvul.007G086300PF00931
pacid=37165346 locus=Phvul.007G086300 ID=Phvul.007G086300.1.v2.1 annot-version=v2.11 Phvul.007G086300.1 Phvul.007G086300 Phvul.007G086300PF00931
pacid=37159623 locus=Phvul.008G014700 ID=Phvul.008G014700.1.v2.1 annot-version=v2.11 Phvul.008G014700.1 Phvul.008G014700 Phvul.008G014700PF00931
pacid=37159623 locus=Phvul.008G014700 ID=Phvul.008G014700.1.v2.1 annot-version=v2.11 Phvul.008G014700.1 Phvul.008G014700 Phvul.008G014700PF00931
pacid=37158229 locus=Phvul.008G072032 ID=Phvul.008G072032.1.v2.1 annot-version=v2.11 Phvul.008G072032.1 Phvul.008G072032 Phvul.008G072032PF13855,PF00931
pacid=37158229 locus=Phvul.008G072032 ID=Phvul.008G072032.1.v2.1 annot-version=v2.11 Phvul.008G072032.1 Phvul.008G072032 Phvul.008G072032PF13855,PF00931
pacid=37160500 locus=Phvul.008G168300 ID=Phvul.008G168300.2.v2.1 annot-version=v2.11 Phvul.008G168300.2 Phvul.008G168300 Phvul.008G168300 0
pacid=37160499 locus=Phvul.008G168300 ID=Phvul.008G168300.1.v2.1 annot-version=v2.11 Phvul.008G168300.1 Phvul.008G168300 Phvul.008G168300 0
pacid=37150535 locus=Phvul.009G039200 ID=Phvul.009G039200.1.v2.1 annot-version=v2.11 Phvul.009G039200.1 Phvul.009G039200 Phvul.009G039200PF00892
pacid=37149778 locus=Phvul.009G079700 ID=Phvul.009G079700.1.v2.1 annot-version=v2.11 Phvul.009G079700.1 Phvul.009G079700 Phvul.009G079700PF00433,PF07714,PF00069
pacid=37149778 locus=Phvul.009G079700 ID=Phvul.009G079700.1.v2.1 annot-version=v2.11 Phvul.009G079700.1 Phvul.009G079700 Phvul.009G079700PF00433,PF07714,PF00069
pacid=37148639 locus=Phvul.009G180800 ID=Phvul.009G180800.1.v2.1 annot-version=v2.11 Phvul.009G180800.1 Phvul.009G180800 Phvul.009G180800PF08477
pacid=37148638 locus=Phvul.009G180800 ID=Phvul.009G180800.2.v2.1 annot-version=v2.11 Phvul.009G180800.2 Phvul.009G180800 Phvul.009G180800PF08477
pacid=37148639 locus=Phvul.009G180800 ID=Phvul.009G180800.1.v2.1 annot-version=v2.11 Phvul.009G180800.1 Phvul.009G180800 Phvul.009G180800PF08477
pacid=37148638 locus=Phvul.009G180800 ID=Phvul.009G180800.2.v2.1 annot-version=v2.11 Phvul.009G180800.2 Phvul.009G180800 Phvul.009G180800PF08477
pacid=37152061 locus=Phvul.009G249500 ID=Phvul.009G249500.1.v2.1 annot-version=v2.11 Phvul.009G249500.1 Phvul.009G249500 Phvul.009G249500PF03242
pacid=37142827 locus=Phvul.010G025000 ID=Phvul.010G025000.1.v2.1 annot-version=v2.11 Phvul.010G025000.1 Phvul.010G025000 Phvul.010G025000PF13676,PF00931
pacid=37144038 locus=Phvul.010G025700 ID=Phvul.010G025700.1.v2.1 annot-version=v2.11 Phvul.010G025700.1 Phvul.010G025700 Phvul.010G025700PF13676,PF00931
pacid=37142695 locus=Phvul.010G063700 ID=Phvul.010G063700.2.v2.1 annot-version=v2.11 Phvul.010G063700.2 Phvul.010G063700 Phvul.010G063700PF00931
pacid=37143741 locus=Phvul.010G101700 ID=Phvul.010G101700.1.v2.1 annot-version=v2.11 Phvul.010G101700.1 Phvul.010G101700 Phvul.010G101700 0
pacid=37142901 locus=Phvul.010G141400 ID=Phvul.010G141400.1.v2.1 annot-version=v2.11 Phvul.010G141400.1 Phvul.010G141400 Phvul.010G141400PF02701
pacid=37143246 locus=Phvul.010G149500 ID=Phvul.010G149500.1.v2.1 annot-version=v2.11 Phvul.010G149500.1 Phvul.010G149500 Phvul.010G149500PF13307,PF06733
pacid=37143246 locus=Phvul.010G149500 ID=Phvul.010G149500.1.v2.1 annot-version=v2.11 Phvul.010G149500.1 Phvul.010G149500 Phvul.010G149500PF13307,PF06733
pacid=37157104 locus=Phvul.011G015000 ID=Phvul.011G015000.1.v2.1 annot-version=v2.11 Phvul.011G015000.1 Phvul.011G015000 Phvul.011G015000PF03514
pacid=37156674 locus=Phvul.011G181500 ID=Phvul.011G181500.1.v2.1 annot-version=v2.11 Phvul.011G181500.1 Phvul.011G181500 Phvul.011G181500PF00931
pacid=37156674 locus=Phvul.011G181500 ID=Phvul.011G181500.1.v2.1 annot-version=v2.11 Phvul.011G181500.1 Phvul.011G181500 Phvul.011G181500PF00931
pacid=37154890 locus=Phvul.011G198000 ID=Phvul.011G198000.1.v2.1 annot-version=v2.11 Phvul.011G198000.1 Phvul.011G198000 Phvul.011G198000PF00931
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pacid=37154890 locus=Phvul.011G198000 ID=Phvul.011G198000.1.v2.1 annot-version=v2.11 Phvul.011G198000.1 Phvul.011G198000 Phvul.011G198000PF00931
pacid=37154739 locus=Phvul.011G200880 ID=Phvul.011G200880.2.v2.1 annot-version=v2.11 Phvul.011G200880.2 Phvul.011G200880 Phvul.011G200880PF00931
pacid=37154738 locus=Phvul.011G200880 ID=Phvul.011G200880.1.v2.1 annot-version=v2.11 Phvul.011G200880.1 Phvul.011G200880 Phvul.011G200880PF00931
pacid=37154846 locus=Phvul.011G201000 ID=Phvul.011G201000.1.v2.1 annot-version=v2.11 Phvul.011G201000.1 Phvul.011G201000 Phvul.011G201000PF00931
pacid=37154846 locus=Phvul.011G201000 ID=Phvul.011G201000.1.v2.1 annot-version=v2.11 Phvul.011G201000.1 Phvul.011G201000 Phvul.011G201000PF00931
pacid=37156971 locus=Phvul.011G201101 ID=Phvul.011G201101.1.v2.1 annot-version=v2.11 Phvul.011G201101.1 Phvul.011G201101 Phvul.011G201101PF00931
pacid=37156971 locus=Phvul.011G201101 ID=Phvul.011G201101.1.v2.1 annot-version=v2.11 Phvul.011G201101.1 Phvul.011G201101 Phvul.011G201101PF00931
pacid=37156646 locus=Phvul.011G202366 ID=Phvul.011G202366.1.v2.1 annot-version=v2.11 Phvul.011G202366.1 Phvul.011G202366 Phvul.011G202366PF13191
pacid=37156646 locus=Phvul.011G202366 ID=Phvul.011G202366.1.v2.1 annot-version=v2.11 Phvul.011G202366.1 Phvul.011G202366 Phvul.011G202366PF13191
pacid=37163915 locus=Phvul.L004500 ID=Phvul.L004500.1.v2.1 annot-version=v2.11 Phvul.L004500.1 Phvul.L004500 Phvul.L004500PF00332
pacid=37163915 locus=Phvul.L004500 ID=Phvul.L004500.1.v2.1 annot-version=v2.11 Phvul.L004500.1 Phvul.L004500 Phvul.L004500PF00332
pacid=37168363 locus=Phvul.001G183400 ID=Phvul.001G183400.2.v2.1 annot-version=v2.11 Phvul.001G183400.2 Phvul.001G183400 Phvul.001G183400PF04640
pacid=37168364 locus=Phvul.001G183400 ID=Phvul.001G183400.3.v2.1 annot-version=v2.11 Phvul.001G183400.3 Phvul.001G183400 Phvul.001G183400PF04640
pacid=37168365 locus=Phvul.001G183400 ID=Phvul.001G183400.4.v2.1 annot-version=v2.11 Phvul.001G183400.4 Phvul.001G183400 Phvul.001G183400PF04640
pacid=37168362 locus=Phvul.001G183400 ID=Phvul.001G183400.1.v2.1 annot-version=v2.11 Phvul.001G183400.1 Phvul.001G183400 Phvul.001G183400PF04640
pacid=37176882 locus=Phvul.002G089800 ID=Phvul.002G089800.1.v2.1 annot-version=v2.11 Phvul.002G089800.1 Phvul.002G089800 Phvul.002G089800PF08536
pacid=37176882 locus=Phvul.002G089800 ID=Phvul.002G089800.1.v2.1 annot-version=v2.11 Phvul.002G089800.1 Phvul.002G089800 Phvul.002G089800PF08536
pacid=37177710 locus=Phvul.002G171400 ID=Phvul.002G171400.1.v2.1 annot-version=v2.11 Phvul.002G171400.1 Phvul.002G171400 Phvul.002G171400PF13676,PF13966,PF00931
pacid=37177847 locus=Phvul.002G244900 ID=Phvul.002G244900.1.v2.1 annot-version=v2.11 Phvul.002G244900.1 Phvul.002G244900 Phvul.002G244900PF01925
pacid=37177847 locus=Phvul.002G244900 ID=Phvul.002G244900.1.v2.1 annot-version=v2.11 Phvul.002G244900.1 Phvul.002G244900 Phvul.002G244900PF01925
pacid=37175732 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.11 Phvul.002G245000.5 Phvul.002G245000 Phvul.002G245000PF01925
pacid=37175731 locus=Phvul.002G245000 ID=Phvul.002G245000.4.v2.1 annot-version=v2.11 Phvul.002G245000.4 Phvul.002G245000 Phvul.002G245000PF01925
pacid=37175730 locus=Phvul.002G245000 ID=Phvul.002G245000.3.v2.1 annot-version=v2.11 Phvul.002G245000.3 Phvul.002G245000 Phvul.002G245000PF01925
pacid=37175729 locus=Phvul.002G245000 ID=Phvul.002G245000.1.v2.1 annot-version=v2.11 Phvul.002G245000.1 Phvul.002G245000 Phvul.002G245000PF01925
pacid=37175728 locus=Phvul.002G245000 ID=Phvul.002G245000.2.v2.1 annot-version=v2.11 Phvul.002G245000.2 Phvul.002G245000 Phvul.002G245000PF01925
pacid=37175732 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.11 Phvul.002G245000.5 Phvul.002G245000 Phvul.002G245000PF01925
pacid=37175731 locus=Phvul.002G245000 ID=Phvul.002G245000.4.v2.1 annot-version=v2.11 Phvul.002G245000.4 Phvul.002G245000 Phvul.002G245000PF01925
pacid=37175730 locus=Phvul.002G245000 ID=Phvul.002G245000.3.v2.1 annot-version=v2.11 Phvul.002G245000.3 Phvul.002G245000 Phvul.002G245000PF01925
pacid=37175729 locus=Phvul.002G245000 ID=Phvul.002G245000.1.v2.1 annot-version=v2.11 Phvul.002G245000.1 Phvul.002G245000 Phvul.002G245000PF01925
pacid=37175728 locus=Phvul.002G245000 ID=Phvul.002G245000.2.v2.1 annot-version=v2.11 Phvul.002G245000.2 Phvul.002G245000 Phvul.002G245000PF01925
pacid=37144970 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.11 Phvul.003G002200.5 Phvul.003G002200 Phvul.003G002200PF00612,PF00063
pacid=37144969 locus=Phvul.003G002200 ID=Phvul.003G002200.4.v2.1 annot-version=v2.11 Phvul.003G002200.4 Phvul.003G002200 Phvul.003G002200PF00612,PF00063
pacid=37144968 locus=Phvul.003G002200 ID=Phvul.003G002200.3.v2.1 annot-version=v2.11 Phvul.003G002200.3 Phvul.003G002200 Phvul.003G002200PF00612,PF00063
pacid=37144970 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.11 Phvul.003G002200.5 Phvul.003G002200 Phvul.003G002200PF00612,PF00063
pacid=37144969 locus=Phvul.003G002200 ID=Phvul.003G002200.4.v2.1 annot-version=v2.11 Phvul.003G002200.4 Phvul.003G002200 Phvul.003G002200PF00612,PF00063
pacid=37144968 locus=Phvul.003G002200 ID=Phvul.003G002200.3.v2.1 annot-version=v2.11 Phvul.003G002200.3 Phvul.003G002200 Phvul.003G002200PF00612,PF00063
pacid=37146447 locus=Phvul.003G050200 ID=Phvul.003G050200.2.v2.1 annot-version=v2.12 Phvul.003G050200.2 Phvul.003G050200 Phvul.003G050200 0
pacid=37146446 locus=Phvul.003G050200 ID=Phvul.003G050200.1.v2.1 annot-version=v2.12 Phvul.003G050200.1 Phvul.003G050200 Phvul.003G050200 0
pacid=37145696 locus=Phvul.003G244225 ID=Phvul.003G244225.3.v2.1 annot-version=v2.12 Phvul.003G244225.3 Phvul.003G244225 Phvul.003G244225 0
pacid=37145695 locus=Phvul.003G244225 ID=Phvul.003G244225.2.v2.1 annot-version=v2.12 Phvul.003G244225.2 Phvul.003G244225 Phvul.003G244225 0
pacid=37145694 locus=Phvul.003G244225 ID=Phvul.003G244225.1.v2.1 annot-version=v2.12 Phvul.003G244225.1 Phvul.003G244225 Phvul.003G244225 0
pacid=37145910 locus=Phvul.003G282200 ID=Phvul.003G282200.3.v2.1 annot-version=v2.11 Phvul.003G282200.3 Phvul.003G282200 Phvul.003G282200PF00856,PF05033,PF02182
pacid=37145909 locus=Phvul.003G282200 ID=Phvul.003G282200.2.v2.1 annot-version=v2.11 Phvul.003G282200.2 Phvul.003G282200 Phvul.003G282200PF00856,PF05033,PF02182
pacid=37146499 locus=Phvul.003G282250 ID=Phvul.003G282250.1.v2.1 annot-version=v2.11 Phvul.003G282250.1 Phvul.003G282250 Phvul.003G282250PF01535,PF13041
pacid=37161570 locus=Phvul.004G011100 ID=Phvul.004G011100.1.v2.1 annot-version=v2.11 Phvul.004G011100.1 Phvul.004G011100 Phvul.004G011100PF03726,PF00575,PF03725,PF01138
pacid=37161848 locus=Phvul.004G086300 ID=Phvul.004G086300.2.v2.1 annot-version=v2.11 Phvul.004G086300.2 Phvul.004G086300 Phvul.004G086300PF00069
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pacid=37161847 locus=Phvul.004G086300 ID=Phvul.004G086300.1.v2.1 annot-version=v2.11 Phvul.004G086300.1 Phvul.004G086300 Phvul.004G086300PF00069
pacid=37154419 locus=Phvul.005G041300 ID=Phvul.005G041300.1.v2.1 annot-version=v2.11 Phvul.005G041300.1 Phvul.005G041300 Phvul.005G041300PF13041,PF01535
pacid=37154419 locus=Phvul.005G041300 ID=Phvul.005G041300.1.v2.1 annot-version=v2.11 Phvul.005G041300.1 Phvul.005G041300 Phvul.005G041300PF13041,PF01535
pacid=37152832 locus=Phvul.005G069700 ID=Phvul.005G069700.1.v2.1 annot-version=v2.11 Phvul.005G069700.1 Phvul.005G069700 Phvul.005G069700 0
pacid=37152832 locus=Phvul.005G069700 ID=Phvul.005G069700.1.v2.1 annot-version=v2.11 Phvul.005G069700.1 Phvul.005G069700 Phvul.005G069700 0
pacid=37152508 locus=Phvul.005G072000 ID=Phvul.005G072000.1.v2.1 annot-version=v2.11 Phvul.005G072000.1 Phvul.005G072000 Phvul.005G072000PF04765
pacid=37172484 locus=Phvul.006G027500 ID=Phvul.006G027500.1.v2.1 annot-version=v2.11 Phvul.006G027500.1 Phvul.006G027500 Phvul.006G027500PF00400
pacid=37172484 locus=Phvul.006G027500 ID=Phvul.006G027500.1.v2.1 annot-version=v2.11 Phvul.006G027500.1 Phvul.006G027500 Phvul.006G027500PF00400
pacid=37173541 locus=Phvul.006G100600 ID=Phvul.006G100600.1.v2.1 annot-version=v2.11 Phvul.006G100600.1 Phvul.006G100600 Phvul.006G100600PF06026
pacid=37171587 locus=Phvul.006G126400 ID=Phvul.006G126400.1.v2.1 annot-version=v2.11 Phvul.006G126400.1 Phvul.006G126400 Phvul.006G126400 0
pacid=37171587 locus=Phvul.006G126400 ID=Phvul.006G126400.1.v2.1 annot-version=v2.11 Phvul.006G126400.1 Phvul.006G126400 Phvul.006G126400 0
pacid=37171863 locus=Phvul.006G170700 ID=Phvul.006G170700.1.v2.1 annot-version=v2.11 Phvul.006G170700.1 Phvul.006G170700 Phvul.006G170700PF12796,PF13962
pacid=37161510 locus=Phvul.008G107400 ID=Phvul.008G107400.1.v2.1 annot-version=v2.11 Phvul.008G107400.1 Phvul.008G107400 Phvul.008G107400PF01535,PF12854,PF13041
pacid=37161510 locus=Phvul.008G107400 ID=Phvul.008G107400.1.v2.1 annot-version=v2.11 Phvul.008G107400.1 Phvul.008G107400 Phvul.008G107400PF01535,PF12854,PF13041
pacid=37159819 locus=Phvul.008G206300 ID=Phvul.008G206300.1.v2.1 annot-version=v2.11 Phvul.008G206300.1 Phvul.008G206300 Phvul.008G206300PF05383
pacid=37149262 locus=Phvul.009G103100 ID=Phvul.009G103100.1.v2.1 annot-version=v2.11 Phvul.009G103100.1 Phvul.009G103100 Phvul.009G103100PF13855,PF08263,PF07714
pacid=37143651 locus=Phvul.010G008500 ID=Phvul.010G008500.1.v2.1 annot-version=v2.11 Phvul.010G008500.1 Phvul.010G008500 Phvul.010G008500PF05340
pacid=37142918 locus=Phvul.010G013500 ID=Phvul.010G013500.1.v2.1 annot-version=v2.11 Phvul.010G013500.1 Phvul.010G013500 Phvul.010G013500PF02701
pacid=37143088 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.12 Phvul.010G044000.3 Phvul.010G044000 Phvul.010G044000PF02493
pacid=37143088 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.12 Phvul.010G044000.3 Phvul.010G044000 Phvul.010G044000PF02493
pacid=37143087 locus=Phvul.010G044000 ID=Phvul.010G044000.2.v2.1 annot-version=v2.12 Phvul.010G044000.2 Phvul.010G044000 Phvul.010G044000PF02493
pacid=37143087 locus=Phvul.010G044000 ID=Phvul.010G044000.2.v2.1 annot-version=v2.12 Phvul.010G044000.2 Phvul.010G044000 Phvul.010G044000PF02493
pacid=37143088 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.12 Phvul.010G044000.3 Phvul.010G044000 Phvul.010G044000PF02493
pacid=37143088 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.12 Phvul.010G044000.3 Phvul.010G044000 Phvul.010G044000PF02493
pacid=37143087 locus=Phvul.010G044000 ID=Phvul.010G044000.2.v2.1 annot-version=v2.12 Phvul.010G044000.2 Phvul.010G044000 Phvul.010G044000PF02493
pacid=37143087 locus=Phvul.010G044000 ID=Phvul.010G044000.2.v2.1 annot-version=v2.12 Phvul.010G044000.2 Phvul.010G044000 Phvul.010G044000PF02493
pacid=37143235 locus=Phvul.010G145600 ID=Phvul.010G145600.1.v2.1 annot-version=v2.11 Phvul.010G145600.1 Phvul.010G145600 Phvul.010G145600PF14510,PF08370,PF00005,PF01061
pacid=37156104 locus=Phvul.011G181700 ID=Phvul.011G181700.1.v2.1 annot-version=v2.11 Phvul.011G181700.1 Phvul.011G181700 Phvul.011G181700PF00931
pacid=37157395 locus=Phvul.011G200820 ID=Phvul.011G200820.1.v2.1 annot-version=v2.11 Phvul.011G200820.1 Phvul.011G200820 Phvul.011G200820PF00931
pacid=37156073 locus=Phvul.011G202100 ID=Phvul.011G202100.1.v2.1 annot-version=v2.11 Phvul.011G202100.1 Phvul.011G202100 Phvul.011G202100PF00931
pacid=37155566 locus=Phvul.011G202300 ID=Phvul.011G202300.1.v2.1 annot-version=v2.11 Phvul.011G202300.1 Phvul.011G202300 Phvul.011G202300PF00931
pacid=37156337 locus=Phvul.011G203100 ID=Phvul.011G203100.1.v2.1 annot-version=v2.11 Phvul.011G203100.1 Phvul.011G203100 Phvul.011G203100PF00931
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Do not distribute

Panther KOG KEGG KOG GO Best-hit-arabi-namearabi-symbol
PTHR23155,PTHR23155:SF5540 0 0 GO:0043531 AT4G27220.1 0
PTHR23244,PTHR23244:SF2940 0 0 GO:0005515 AT1G74150.1 0
PTHR23244,PTHR23244:SF2940 0 0 GO:0005515 AT1G74150.1 0
PTHR23244,PTHR23244:SF2940 0 0 GO:0005515 AT1G74150.1 0
PTHR23244,PTHR23244:SF2940 0 0 GO:0005515 AT1G74150.1 0
PTHR23244,PTHR23244:SF294KOG4693 0 0 GO:0005515 AT1G74150.1 0
PTHR23244,PTHR23244:SF294KOG4693 0 0 GO:0005515 AT1G74150.1 0
PTHR23155,PTHR23155:SF6390 0 K13459 GO:0005515,GO:0043531AT5G63020.1 0
PTHR23155,PTHR23155:SF6390 0 K13459 GO:0005515,GO:0043531AT5G63020.1 0
PTHR23155,PTHR23155:SF6390 0 K13459 GO:0005515,GO:0043531AT5G63020.1 0
PTHR23155,PTHR23155:SF6390 0 K13459 GO:0005515,GO:0043531AT5G63020.1 0
PTHR11017,PTHR11017:SF151KOG4658 0 0 GO:0007165,GO:0005515AT1G27170.1 0
PTHR24078,PTHR24078:SF2550 0 0 0 AT1G75250.1 ATRL6,RL6,RSM3
PTHR10071,PTHR10071:SF1590 0 0 GO:0043565,GO:0008270,GO:0006355,GO:0003700AT4G17570.3 GATA26
PTHR10071,PTHR10071:SF1590 0 0 GO:0043565,GO:0008270,GO:0006355,GO:0003700AT4G17570.3 GATA26
PTHR11017,PTHR11017:SF151KOG4658 0 0 GO:0007165,GO:0005515,GO:0043531AT1G27170.1 0
PTHR32093,PTHR32093:SF170 0 0 0 AT3G50370.1 0
PTHR32093,PTHR32093:SF170 0 0 0 AT3G50370.1 0
PTHR32093,PTHR32093:SF170 0 0 0 AT3G50370.1 0
PTHR11017,PTHR11017:SF171KOG4658 0 0 GO:0007165,GO:0005515,GO:0043531AT5G36930.2 0
PTHR10315,PTHR10315:SF29KOG3002 6.3.2.19 K04506 GO:0007275,GO:0006511,GO:0005634AT3G61790.1 0
PTHR10315,PTHR10315:SF29KOG3002 6.3.2.19 K04506 GO:0007275,GO:0006511,GO:0005634AT3G61790.1 0
PTHR10315,PTHR10315:SF29KOG3002 6.3.2.19 K04506 GO:0007275,GO:0006511,GO:0005634AT3G61790.1 0
PTHR31251,PTHR31251:SF80 0 0 GO:0005634,GO:0003677AT2G47070.1 SPL1
PTHR31251,PTHR31251:SF80 0 0 GO:0005634,GO:0003677AT2G47070.1 SPL1
PTHR24220,PTHR24220:SF4410 3.6.3.25 0 GO:0016887,GO:0005524AT1G65410.1 ATNAP11,NAP11,TGD3
PTHR21716,PTHR21716:SF4KOG2365 0 0 0 AT5G55960.1 0
PTHR21716,PTHR21716:SF4KOG2365 0 0 0 AT5G55960.1 0
PTHR23155,PTHR23155:SF562KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR11017,PTHR11017:SF1620 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
PTHR14221,PTHR14221:SF00 0 0 0 AT5G54200.1 0
PTHR14221,PTHR14221:SF00 0 0 0 AT5G54200.1 0
PTHR14221,PTHR14221:SF00 0 0 0 AT5G54200.1 0
PTHR14221,PTHR14221:SF00 0 0 0 AT5G54200.1 0
PTHR14221,PTHR14221:SF00 0 0 0 AT5G54200.1 0
PTHR14221,PTHR14221:SF00 0 0 0 AT5G54200.1 0
PTHR14221,PTHR14221:SF00 0 0 0 AT5G54200.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR11017,PTHR11017:SF174KOG0472 0 0 0 AT5G17680.1 0
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR11638,PTHR11638:SF113KOG1051 0 0 GO:0019538,GO:0005524AT2G40130.2 0
PTHR11638,PTHR11638:SF113KOG1051 0 0 GO:0019538,GO:0005524AT2G40130.2 0
PTHR31351,PTHR31351:SF20 0 0 0 AT4G17350.1 0
PTHR31351,PTHR31351:SF20 0 0 0 AT4G17350.1 0
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Do not distribute

PTHR24286,PTHR24286:SF10KOG0157 1.14.13.93 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT4G19230.1 CYP707A1
PTHR36320,PTHR36320:SF10 0 0 0 AT1G30880.1 0
PTHR24012,PTHR24012:SF436KOG4209 0 K14396 GO:0003676 AT5G10350.1 0
PTHR24012,PTHR24012:SF436KOG4209 0 K14396 GO:0003676 AT5G10350.1 0
PTHR11615,PTHR11615:SF1500 0 0 0 AT4G15630.1 0
PTHR11615,PTHR11615:SF1500 0 0 0 AT4G15630.1 0
PTHR30573,PTHR30573:SF30 2.5.1.72 K03517 GO:0051539,GO:0009435,GO:0008987AT5G50210.1 OLD5,QS,SUFE3
PTHR30573,PTHR30573:SF30 2.5.1.72 K03517 GO:0051539,GO:0009435,GO:0008987AT5G50210.1 OLD5,QS,SUFE3
PTHR13711,PTHR13711:SF1990 0 K09272 0 AT3G28730.1 ATHMG,HMG,NFD,SSRP1
PTHR11017,PTHR11017:SF1710 0 0 GO:0007165,GO:0005515AT5G17680.1 0
PTHR11017,PTHR11017:SF1710 0 0 GO:0007165,GO:0005515AT5G17680.1 0
PTHR21091,PTHR21091:SF16KOG1527 0 0 GO:0008168,GO:0008152AT5G40850.1 UPM1
PTHR21091,PTHR21091:SF16KOG1527 0 0 GO:0008168,GO:0008152AT5G40850.1 UPM1
PTHR23155,PTHR23155:SF442KOG4658 0 K13459 GO:0005515,GO:0043531AT4G27220.1 0
PTHR23155,PTHR23155:SF442KOG4658 0 K13459 GO:0005515,GO:0043531AT4G27220.1 0
PTHR27003,PTHR27003:SF7KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G04690.1 ANX1
PTHR23155,PTHR23155:SF590KOG4658 0 0 GO:0043531 AT1G63350.1 0
PTHR23155,PTHR23155:SF590KOG4658 0 0 GO:0043531 AT1G63350.1 0
PTHR23155,PTHR23155:SF590KOG4658 0 0 GO:0043531 AT1G63350.1 0
PTHR23155,PTHR23155:SF590KOG4658 0 0 GO:0043531 AT1G63350.1 0
PTHR15002 KOG2425 0 K16912 0 AT5G12220.1 0
PTHR30540,PTHR30540:SF120 0 0 GO:0071805,GO:0016020,GO:0015079AT2G30070.1 ATKT1,ATKT1P,ATKUP1,KT1,KUP1
PTHR30540,PTHR30540:SF120 0 0 GO:0071805,GO:0016020,GO:0015079AT2G30070.1 ATKT1,ATKT1P,ATKUP1,KT1,KUP1
PTHR30540,PTHR30540:SF120 0 0 GO:0071805,GO:0016020,GO:0015079AT2G30070.1 ATKT1,ATKT1P,ATKUP1,KT1,KUP1
PTHR30540,PTHR30540:SF120 0 0 GO:0071805,GO:0016020,GO:0015079AT2G30070.1 ATKT1,ATKT1P,ATKUP1,KT1,KUP1
PTHR11017,PTHR11017:SF163KOG4658 0 0 GO:0007165,GO:0005515,GO:0043531AT5G41750.1 0
PTHR11017,PTHR11017:SF163KOG0617 0 0 0 AT5G41750.2 0
PTHR11017,PTHR11017:SF162KOG4658 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR12526,PTHR12526:SF160KOG0853 0 0 0 AT3G15940.2 0
PTHR11017,PTHR11017:SF155KOG4658 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
PTHR11017,PTHR11017:SF155KOG4658 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
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Do not distribute

PTHR23155,PTHR23155:SF4140 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF4140 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR11695,PTHR11695:SF492KOG0022 1.1.1.1 0 GO:0055114,GO:0016491,GO:0008270AT5G42250.1 0
PTHR11695,PTHR11695:SF492KOG0022 1.1.1.1 0 GO:0055114,GO:0016491,GO:0008270AT5G42250.1 0
PTHR11695,PTHR11695:SF492KOG0022 1.1.1.1 0 GO:0055114,GO:0016491,GO:0008270AT5G42250.1 0
PTHR11695,PTHR11695:SF492KOG0022 1.1.1.1 0 GO:0055114,GO:0016491,GO:0008270AT5G42250.1 0
PTHR23063,PTHR23063:SF1KOG4666 2.3.1.25 K13510 GO:0016746,GO:0008152AT1G80950.1 0
PTHR23063,PTHR23063:SF1KOG4666 2.3.1.25 K13510 GO:0016746,GO:0008152AT1G80950.1 0
PTHR23063,PTHR23063:SF1KOG4666 2.3.1.25 K13510 GO:0016746,GO:0008152AT1G80950.1 0
PTHR23063,PTHR23063:SF1KOG4666 2.3.1.25 K13510 GO:0016746,GO:0008152AT1G80950.1 0
PTHR31945,PTHR31945:SF130 0 0 GO:0046983 AT3G26744.1 ATICE1,ICE1,SCRM
PTHR31945,PTHR31945:SF130 0 0 GO:0046983 AT3G26744.1 ATICE1,ICE1,SCRM
PTHR31867,PTHR31867:SF90 0 0 0 AT2G39700.1 ATEXP4,ATEXPA4,ATHEXP ALPHA 1.6,EXPA4
PTHR31867,PTHR31867:SF90 0 0 0 AT2G39700.1 ATEXP4,ATEXPA4,ATHEXP ALPHA 1.6,EXPA4
PTHR31065,PTHR31065:SF80 0 0 0 AT1G32700.1 0
PTHR31065,PTHR31065:SF80 0 0 0 AT1G32700.1 0
PTHR31065,PTHR31065:SF80 0 0 0 AT1G32700.1 0
PTHR31065,PTHR31065:SF80 0 0 0 AT1G32700.1 0
PTHR31479,PTHR31479:SF20 0 0 GO:0006629 AT4G10955.1 0
PTHR10218,PTHR10218:SF226KOG0082 0 0 GO:0031683,GO:0019001,GO:0007186,GO:0004871,GO:0003924AT2G23460.1 ATXLG1,XLG1
PTHR10218,PTHR10218:SF226KOG0082 0 0 GO:0031683,GO:0019001,GO:0007186,GO:0004871,GO:0003924AT2G23460.1 ATXLG1,XLG1
PTHR24015,PTHR24015:SF7260 0 0 0 AT1G74850.1 PTAC2
PTHR24015,PTHR24015:SF7260 0 0 0 AT1G74850.1 PTAC2
PTHR10593,PTHR10593:SF280 0 0 0 AT5G66730.1 0
PTHR10593,PTHR10593:SF280 0 0 0 AT5G66730.1 0
PTHR13190,PTHR13190:SF1KOG2993 0 K17906 GO:0006914 AT3G19190.1 ATATG2,ATG2
PTHR13190,PTHR13190:SF1KOG2993 0 K17906 GO:0006914 AT3G19190.1 ATATG2,ATG2
PTHR13190,PTHR13190:SF1KOG2993 0 K17906 GO:0006914 AT3G19190.1 ATATG2,ATG2
PTHR22953,PTHR22953:SF15KOG1378 3.6.1.7,3.1.3.2,3.6.1.1,3.1.3.62,3.1.3.30 GO:0016787 AT4G13700.1 ATPAP23,PAP23
PTHR22953,PTHR22953:SF15KOG1378 3.6.1.7,3.1.3.2,3.6.1.1,3.1.3.62,3.1.3.30 GO:0016787 AT4G13700.1 ATPAP23,PAP23
PTHR22953,PTHR22953:SF15KOG1378 3.6.1.7,3.1.3.2,3.6.1.1,3.1.3.62,3.1.3.30 GO:0016787 AT4G13700.1 ATPAP23,PAP23
PTHR22953,PTHR22953:SF15KOG1378 3.6.1.7,3.1.3.2,3.6.1.1,3.1.3.62,3.1.3.30 GO:0016787 AT4G13700.1 ATPAP23,PAP23
PTHR22953,PTHR22953:SF15KOG1378 3.6.1.7,3.1.3.2,3.6.1.1,3.1.3.62,3.1.3.30 GO:0016787 AT4G13700.1 ATPAP23,PAP23
PTHR22953,PTHR22953:SF15KOG1378 3.6.1.7,3.1.3.2,3.6.1.1,3.1.3.62,3.1.3.30 GO:0016787 AT4G13700.1 ATPAP23,PAP23
PTHR22953,PTHR22953:SF15KOG1378 3.6.1.7,3.1.3.2,3.6.1.1,3.1.3.62,3.1.3.30 GO:0016787 AT4G13700.1 ATPAP23,PAP23
PTHR22953,PTHR22953:SF15KOG1378 3.6.1.7,3.1.3.2,3.6.1.1,3.1.3.62,3.1.3.30 GO:0016787 AT4G13700.1 ATPAP23,PAP23
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Do not distribute

PTHR23155,PTHR23155:SF5540 0 0 GO:0043531 AT4G27220.1 0
PTHR23155,PTHR23155:SF5540 0 0 GO:0043531 AT4G27220.1 0
PTHR13696,PTHR13696:SF1KOG3022 0 K03609 0 AT5G24020.1 ARC11,ATMIND1,MIND
PTHR13696,PTHR13696:SF1KOG3022 0 K03609 0 AT5G24020.1 ARC11,ATMIND1,MIND
PTHR23024,PTHR23024:SF174KOG1515 3.1.1.1 0 0 AT5G23530.1 AtCXE18,CXE18
PTHR24015,PTHR24015:SF7100 0 0 0 AT3G49730.1 0
PTHR24015,PTHR24015:SF7100 0 0 0 AT3G49730.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR31867,PTHR31867:SF30 0 0 0 AT3G03220.1 ATEXP13,ATEXPA13,ATHEXP ALPHA 1.22,EXP13,EXPA13

0 0 0 0 0 0 0
PTHR11746,PTHR11746:SF78KOG3178 0 0 GO:0046983,GO:0008171AT4G35160.1 0
PTHR11746,PTHR11746:SF78KOG3178 0 0 GO:0046983,GO:0008171AT4G35160.1 0

0 0 0 0 0 AT1G68500.1 0
PTHR10803 KOG2825 3.6.3.16 K01551 GO:0016887,GO:0005524AT3G10350.1 0
PTHR27008,PTHR27008:SF5KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT5G35390.1 0
PTHR10108,PTHR10108:SF858KOG1269 2.1.1.143,2.1.1.142K08242 GO:0008168,GO:0008152,GO:0006694AT1G20330.1 CVP1,FRL1,SMT2
PTHR10108,PTHR10108:SF858KOG1269 2.1.1.143,2.1.1.142K08242 GO:0008168,GO:0008152,GO:0006694AT1G20330.1 CVP1,FRL1,SMT2
PTHR22952,PTHR22952:SF1940 0 K14432 GO:0043565,GO:0006355,GO:0003700AT1G45249.1 ABF2,AREB1,ATAREB1
PTHR22952,PTHR22952:SF1940 0 K14432 GO:0043565,GO:0006355,GO:0003700AT1G45249.1 ABF2,AREB1,ATAREB1
PTHR22952,PTHR22952:SF1940 0 K14432 GO:0043565,GO:0006355,GO:0003700AT1G45249.1 ABF2,AREB1,ATAREB1
PTHR22952,PTHR22952:SF1940 0 K14432 GO:0043565,GO:0006355,GO:0003700AT1G45249.1 ABF2,AREB1,ATAREB1
PTHR24015,PTHR24015:SF6950 0 K17964 0 AT1G19290.1 0
PTHR13533,PTHR13533:SF120 0 0 0 AT5G20680.1 TBL16
PTHR13533,PTHR13533:SF120 0 0 0 AT5G20680.1 TBL16
PTHR13533,PTHR13533:SF120 0 0 0 AT5G20680.1 TBL16
PTHR13533,PTHR13533:SF120 0 0 0 AT5G20680.1 TBL16
PTHR23155,PTHR23155:SF402KOG4658 0 0 GO:0043531 AT1G50180.1 0
PTHR23155,PTHR23155:SF402KOG4658 0 0 GO:0043531 AT1G50180.1 0
PTHR23155,PTHR23155:SF402KOG4658 0 0 GO:0043531 AT1G50180.1 0
PTHR11017,PTHR11017:SF1630 0 0 GO:0043531 AT5G36930.2 0
PTHR11017,PTHR11017:SF1630 0 0 GO:0043531 AT5G36930.2 0
PTHR24015,PTHR24015:SF4540 0 0 0 AT2G17670.1 0
PTHR24015,PTHR24015:SF4540 0 0 0 AT2G17670.1 0
PTHR23155,PTHR23155:SF562KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR10668,PTHR10668:SF81KOG1238 1.1.3.20 K17756 GO:0055114,GO:0016614AT3G23410.1 ATFAO3,FAO3
PTHR14009,PTHR14009:SF140 0 0 0 AT3G11560.2 0
PTHR14009,PTHR14009:SF140 0 0 0 AT3G11560.2 0
PTHR14009,PTHR14009:SF140 0 0 0 AT3G11560.2 0
PTHR14009,PTHR14009:SF140 0 0 0 AT3G11560.2 0
PTHR14009,PTHR14009:SF140 0 0 0 AT3G11560.2 0
PTHR14009,PTHR14009:SF140 0 0 0 AT3G11560.2 0
PTHR23155,PTHR23155:SF402KOG4658 0 0 GO:0043531 AT3G46530.1 RPP13
PTHR23155,PTHR23155:SF402KOG4658 0 0 GO:0043531 AT3G46530.1 RPP13
PTHR23155,PTHR23155:SF402KOG4658 0 0 GO:0043531 AT3G46530.1 RPP13
PTHR33477,PTHR33477:SF10 0 0 0 AT5G60760.1 0
PTHR33477,PTHR33477:SF10 0 0 0 AT5G60760.1 0
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Do not distribute

PTHR33477,PTHR33477:SF10 0 0 0 AT5G60760.1 0
PTHR23155,PTHR23155:SF554KOG4658 0 0 GO:0043531 AT4G26090.1 RPS2
PTHR23155,PTHR23155:SF554KOG4658 0 0 GO:0043531 AT4G26090.1 RPS2
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR31907,PTHR31907:SF20 0 0 GO:0009607,GO:0006952AT1G70890.1 MLP43
PTHR31907,PTHR31907:SF20 0 0 GO:0009607,GO:0006952AT1G70890.1 MLP43
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0005515 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF4140 0 0 GO:0043531 AT3G14470.1 0
PTHR32133,PTHR32133:SF880 0 0 GO:0005515 AT5G43190.1 0
PTHR22762,PTHR22762:SF910 3.2.1.20 0 GO:0005975,GO:0004553AT5G63840.1 PSL5,RSW3
PTHR23155,PTHR23155:SF5630 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF5630 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF563KOG0617 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF563KOG0617 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR23155,PTHR23155:SF563KOG4658 0 0 GO:0005515,GO:0043531AT3G14470.1 0
PTHR27008,PTHR27008:SF33KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT2G36570.1 0
PTHR27008,PTHR27008:SF33KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT2G36570.1 0
PTHR11003,PTHR11003:SF1460 0 K05389 0 AT4G01840.1 ATKCO5,ATTPK5,KCO5,TPK5
PTHR31375,PTHR31375:SF120 3.2.1.15 K01213 GO:0005975,GO:0004650AT3G26610.1 0
PTHR31375,PTHR31375:SF120 3.2.1.15 K01213 GO:0005975,GO:0004650AT3G26610.1 0
PTHR18896,PTHR18896:SF600 3.1.4.4 K01115 GO:0003824,GO:0005515AT4G35790.2 ATPLDDELTA,PLDDELTA
PTHR18896,PTHR18896:SF600 3.1.4.4 K01115 GO:0003824,GO:0005515AT4G35790.2 ATPLDDELTA,PLDDELTA
PTHR21596,PTHR21596:SF120 0 0 GO:0031047 AT5G23570.1 ATSGS3,SGS3
PTHR37076,PTHR37076:SF10 0 0 0 0 0
PTHR37076,PTHR37076:SF10 0 0 0 0 0
PTHR24298,PTHR24298:SF54KOG0156 0 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT1G11600.1 CYP77B1
PTHR24298,PTHR24298:SF54KOG0156 0 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT1G11600.1 CYP77B1
PTHR22814,PTHR22814:SF133KOG1603 0 0 GO:0046872,GO:0030001AT5G27690.1 0
PTHR22814,PTHR22814:SF133KOG1603 0 0 GO:0046872,GO:0030001AT5G27690.1 0
PTHR36884 0 0 0 0 AT5G58040.1 ATFIP1[V],ATFIPS5,FIP1[V],FIPS5
PTHR27002,PTHR27002:SF1KOG1187 2.7.11.1 0 GO:0006468,GO:0004672,GO:0005975,GO:0004553AT4G23180.1 CRK10,RLK4
PTHR27002,PTHR27002:SF1KOG1187 2.7.11.1 0 GO:0006468,GO:0004672,GO:0005975,GO:0004553AT4G23180.1 CRK10,RLK4
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Do not distribute

PTHR24015,PTHR24015:SF5270 0 0 0 AT1G08070.1 OTP82
PTHR11203,PTHR11203:SF22KOG1137 3.5.2.6 0 GO:0046872,GO:0003723AT5G63420.1 emb2746
PTHR11203,PTHR11203:SF22KOG1137 3.5.2.6 0 GO:0046872,GO:0003723AT5G63420.1 emb2746
PTHR27001,PTHR27001:SF105KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G10520.1 RBK1
PTHR27001,PTHR27001:SF105KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G10520.1 RBK1
PTHR10641,PTHR10641:SF6120 0 0 0 AT3G27785.1 ATMYB118,MYB118,PGA37
PTHR22870,PTHR22870:SF206KOG1427 0 0 0 AT5G16040.1 0
PTHR22870,PTHR22870:SF206KOG1427 0 0 0 AT5G16040.1 0
PTHR24015,PTHR24015:SF8840 0 0 0 AT1G12775.1 0
PTHR24015,PTHR24015:SF8840 0 0 0 AT1G12775.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR33147 0 0 0 0 AT2G02130.1 LCR68,PDF2.3
PTHR33147 0 0 0 0 AT2G02130.1 LCR68,PDF2.3
PTHR24012,PTHR24012:SF4250 0 K14398 GO:0003676 AT5G55670.1 0
PTHR24012,PTHR24012:SF4250 0 K14398 GO:0003676 AT5G55670.1 0
PTHR24012,PTHR24012:SF4250 0 K14398 GO:0003676 AT5G55670.1 0
PTHR11085,PTHR11085:SF20KOG1905 0 K11416 GO:0070403 AT5G55760.1 SRT1
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF562KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF562KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF402KOG4658 0 0 GO:0043531 AT3G46530.1 RPP13
PTHR23155,PTHR23155:SF402KOG4658 0 0 GO:0043531 AT3G46530.1 RPP13
PTHR23155,PTHR23155:SF5900 0 0 GO:0005515,GO:0043531AT4G27190.1 0
PTHR23155,PTHR23155:SF5900 0 0 GO:0005515,GO:0043531AT4G27190.1 0
PTHR34112,PTHR34112:SF30 0 0 0 AT1G36990.1 0
PTHR34112,PTHR34112:SF30 0 0 0 AT1G36990.1 0
PTHR31218,PTHR31218:SF160 0 0 GO:0016021,GO:0016020,GO:0022857AT1G09380.1 0
PTHR24356,PTHR24356:SF2060 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004674,GO:0004672AT4G33080.2 0
PTHR24356,PTHR24356:SF2060 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004674,GO:0004672AT4G33080.2 0
PTHR24072,PTHR24072:SF149KOG0393 3.6.5.2 K04392 GO:0007264,GO:0005525AT3G48040.1 ARAC8,ATRAC8,ATROP10,ROP10
PTHR24072,PTHR24072:SF149KOG0393 3.6.5.2 K04392 GO:0007264,GO:0005525AT3G48040.1 ARAC8,ATRAC8,ATROP10,ROP10
PTHR24072,PTHR24072:SF149KOG0393 3.6.5.2 K04392 GO:0007264,GO:0005525AT3G48040.1 ARAC8,ATRAC8,ATROP10,ROP10
PTHR24072,PTHR24072:SF149KOG0393 3.6.5.2 K04392 GO:0007264,GO:0005525AT3G48040.1 ARAC8,ATRAC8,ATROP10,ROP10
PTHR33509,PTHR33509:SF50 0 0 GO:0006950 AT4G15910.1 ATDI21,DI21
PTHR11017,PTHR11017:SF1630 0 0 GO:0007165,GO:0005515,GO:0043531AT5G36930.2 0
PTHR11017,PTHR11017:SF1630 0 0 GO:0007165,GO:0005515,GO:0043531AT5G36930.2 0
PTHR23155,PTHR23155:SF562KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR31016,PTHR31016:SF30 0 0 0 AT2G30530.1 0
PTHR31992,PTHR31992:SF230 0 0 GO:0006355,GO:0003677AT1G51700.1 ADOF1,DOF1
PTHR11472,PTHR11472:SF410 3.6.4.13 K11273 GO:0016818,GO:0008026,GO:0006139,GO:0005524,GO:0003676,GO:0004003,GO:0003677AT1G79890.1 0
PTHR11472,PTHR11472:SF410 3.6.4.13 K11273 GO:0016818,GO:0008026,GO:0006139,GO:0005524,GO:0003676,GO:0004003,GO:0003677AT1G79890.1 0
PTHR31636,PTHR31636:SF480 0 0 0 AT1G50420.1 SCL-3,SCL3
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
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Do not distribute

PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF4140 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF4140 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF4140 0 0 0 AT3G14470.1 0
PTHR23155,PTHR23155:SF4140 0 0 0 AT3G14470.1 0
PTHR32227,PTHR32227:SF290 3.2.1.39 0 GO:0005975,GO:0004553AT1G32860.1 0
PTHR32227,PTHR32227:SF290 3.2.1.39 0 GO:0005975,GO:0004553AT1G32860.1 0
PTHR31065,PTHR31065:SF40 0 0 0 AT2G27930.1 0
PTHR31065,PTHR31065:SF40 0 0 0 AT2G27930.1 0
PTHR31065,PTHR31065:SF40 0 0 0 AT2G27930.1 0
PTHR31065,PTHR31065:SF40 0 0 0 AT2G27930.1 0
PTHR31745,PTHR31745:SF20 0 0 0 AT1G14410.1 ATWHY1,PTAC1,WHY1
PTHR31745,PTHR31745:SF20 0 0 0 AT1G14410.1 ATWHY1,PTAC1,WHY1
PTHR11017,PTHR11017:SF171KOG0617 0 0 GO:0007165,GO:0005515,GO:0043531AT5G17680.1 0
PTHR14255,PTHR14255:SF60 0 0 GO:0016021 AT2G25737.1 0
PTHR14255,PTHR14255:SF60 0 0 GO:0016021 AT2G25737.1 0
PTHR14255,PTHR14255:SF60 0 0 GO:0016021 AT2G25737.1 0
PTHR14255,PTHR14255:SF60 0 0 GO:0016021 AT2G25737.1 0
PTHR14255,PTHR14255:SF60 0 0 GO:0016021 AT2G25737.1 0
PTHR14255,PTHR14255:SF60 0 0 GO:0016021 AT2G25737.1 0
PTHR14255,PTHR14255:SF60 0 0 GO:0016021 AT2G25737.1 0
PTHR14255,PTHR14255:SF60 0 0 GO:0016021 AT2G25737.1 0
PTHR14255,PTHR14255:SF60 0 0 GO:0016021 AT2G25737.1 0
PTHR14255,PTHR14255:SF60 0 0 GO:0016021 AT2G25737.1 0
PTHR14255,PTHR14255:SF60 0 0 GO:0016021 AT2G25737.1 0
PTHR14255,PTHR14255:SF60 0 0 GO:0016021 AT2G25737.1 0
PTHR13140,PTHR13140:SF3840 3.6.4.1 0 GO:0005515,GO:0016459,GO:0005524,GO:0003774AT3G19960.1 ATM1
PTHR13140,PTHR13140:SF3840 3.6.4.1 0 GO:0005515,GO:0016459,GO:0005524,GO:0003774AT3G19960.1 ATM1
PTHR13140,PTHR13140:SF3840 3.6.4.1 0 GO:0005515,GO:0016459,GO:0005524,GO:0003774AT3G19960.1 ATM1
PTHR13140,PTHR13140:SF3840 3.6.4.1 0 GO:0005515,GO:0016459,GO:0005524,GO:0003774AT3G19960.1 ATM1
PTHR13140,PTHR13140:SF3840 3.6.4.1 0 GO:0005515,GO:0016459,GO:0005524,GO:0003774AT3G19960.1 ATM1
PTHR13140,PTHR13140:SF3840 3.6.4.1 0 GO:0005515,GO:0016459,GO:0005524,GO:0003774AT3G19960.1 ATM1
PTHR37076,PTHR37076:SF10 0 0 0 0 0
PTHR37076,PTHR37076:SF10 0 0 0 0 0
PTHR32093,PTHR32093:SF170 0 0 0 AT3G50370.1 0
PTHR32093,PTHR32093:SF170 0 0 0 AT3G50370.1 0
PTHR32093,PTHR32093:SF170 0 0 0 AT3G50370.1 0
PTHR22884,PTHR22884:SF95KOG1082 2.1.1.43 K11420 GO:0005515,GO:0034968,GO:0018024,GO:0008270,GO:0005634,GO:0042393AT4G13460.1 SDG22,SET22,SUVH9
PTHR22884,PTHR22884:SF95KOG1082 2.1.1.43 K11420 GO:0005515,GO:0034968,GO:0018024,GO:0008270,GO:0005634,GO:0042393AT4G13460.1 SDG22,SET22,SUVH9
PTHR24015,PTHR24015:SF510 0 0 0 AT2G03380.1 0
PTHR11252,PTHR11252:SF30 2.7.7.8 K00962 GO:0006396,GO:0003723,GO:0000175,GO:0003676,GO:0006402,GO:0004654AT5G14580.1 0
PTHR27001,PTHR27001:SF151KOG1187 2.7.11.1,2.7.10.1 0 GO:0006468,GO:0005524,GO:0004672AT1G71830.1 ATSERK1,SERK1
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Do not distribute

PTHR27001,PTHR27001:SF151KOG1187 2.7.11.1,2.7.10.1 0 GO:0006468,GO:0005524,GO:0004672AT1G71830.1 ATSERK1,SERK1
PTHR24015,PTHR24015:SF6300 0 0 0 AT1G03510.1 0
PTHR24015,PTHR24015:SF6300 0 0 0 AT1G03510.1 0
PTHR23198,PTHR23198:SF40 0 K14297 0 AT1G10390.2 0
PTHR23198,PTHR23198:SF40 0 K14297 0 AT1G10390.2 0
PTHR12956,PTHR12956:SF300 0 0 0 AT1G53040.1 0
PTHR22838,PTHR22838:SF30 0 0 GO:0005515 AT5G08560.1 0
PTHR22838,PTHR22838:SF30 0 0 GO:0005515 AT5G08560.1 0
PTHR11934,PTHR11934:SF0KOG3075 5.3.1.6 K01807 GO:0009052,GO:0004751AT3G04790.1 0
PTHR31656,PTHR31656:SF00 2.4.1.10 0 0 AT3G19430.1 0
PTHR31656,PTHR31656:SF00 2.4.1.10 0 0 AT3G19430.1 0
PTHR24177,PTHR24177:SF30KOG4412 2.7.11.1 0 0 AT3G18670.1 0
PTHR24015,PTHR24015:SF6260 0 0 0 AT3G09060.1 0
PTHR24015,PTHR24015:SF6260 0 0 0 AT3G09060.1 0
PTHR22792,PTHR22792:SF68KOG2590 0 K18757 0 AT5G21160.3 0
PTHR27008,PTHR27008:SF5KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT5G35390.1 0
PTHR31659,PTHR31659:SF80 0 0 0 AT3G09070.1 0
PTHR31992,PTHR31992:SF270 0 0 GO:0006355,GO:0003677AT3G55370.2 OBP3
PTHR23084,PTHR23084:SF1560 2.7.1.68 0 0 AT4G17080.1 0
PTHR23084,PTHR23084:SF1560 2.7.1.68 0 0 AT4G17080.1 0
PTHR23084,PTHR23084:SF1560 2.7.1.68 0 0 AT4G17080.1 0
PTHR23084,PTHR23084:SF1560 2.7.1.68 0 0 AT4G17080.1 0
PTHR23084,PTHR23084:SF1560 2.7.1.68 0 0 AT4G17080.1 0
PTHR23084,PTHR23084:SF1560 2.7.1.68 0 0 AT4G17080.1 0
PTHR23084,PTHR23084:SF1560 2.7.1.68 0 0 AT4G17080.1 0
PTHR23084,PTHR23084:SF1560 2.7.1.68 0 0 AT4G17080.1 0
PTHR19241,PTHR19241:SF2460 3.6.3.25 0 GO:0016887,GO:0005524,GO:0016020AT1G59870.1 ABCG36,ATABCG36,ATPDR8,PDR8,PEN3
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14470.1 0
PTHR23155,PTHR23155:SF414KOG4658 0 0 GO:0043531 AT3G14460.1 0
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arabi-defline ID Annot_deflineIDENTIFIER
NB-ARC domain-containing disease resistance proteinPhvul.004G048000PTHR23155//PTHR23155:SF554 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 22)Phvul.004G048000
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G224800PTHR23244//PTHR23244:SF294 - KELCH REPEAT DOMAIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G224800
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G224800PTHR23244//PTHR23244:SF294 - KELCH REPEAT DOMAIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G224800
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G224800PTHR23244//PTHR23244:SF294 - KELCH REPEAT DOMAIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G224800
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G224800PTHR23244//PTHR23244:SF294 - KELCH REPEAT DOMAIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G224800
Galactose oxidase/kelch repeat superfamily proteinPhvul.007G201700PTHR23244//PTHR23244:SF294 - KELCH REPEAT DOMAIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201700
Galactose oxidase/kelch repeat superfamily proteinPhvul.007G201700PTHR23244//PTHR23244:SF294 - KELCH REPEAT DOMAIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201700
Disease resistance protein (CC-NBS-LRR class) familyPhvul.008G061300PTHR23155:SF639 - DISEASE RESISTANCE PROTEIN RFL1-RELATED (1 of 1)Phvul.008G061300
Disease resistance protein (CC-NBS-LRR class) familyPhvul.008G061300PTHR23155:SF639 - DISEASE RESISTANCE PROTEIN RFL1-RELATED (1 of 1)Phvul.008G061300
Disease resistance protein (CC-NBS-LRR class) familyPhvul.008G061300PTHR23155:SF639 - DISEASE RESISTANCE PROTEIN RFL1-RELATED (1 of 1)Phvul.008G061300
Disease resistance protein (CC-NBS-LRR class) familyPhvul.008G061300PTHR23155:SF639 - DISEASE RESISTANCE PROTEIN RFL1-RELATED (1 of 1)Phvul.008G061300
transmembrane receptors;ATP binding Phvul.002G079200PTHR11017:SF151 - TIR-NBS-LRR CLASS DISEASE RESISTANCE PROTEIN-RELATED (1 of 3)Phvul.002G079200
RAD-like 6 Phvul.001G217600PTHR24078:SF255 - DNAJ HOMOLOG DNJ-5 (1 of 2)Phvul.001G217600
GATA transcription factor 26 Phvul.002G001500PTHR10071:SF159 - GATA TRANSCRIPTION FACTOR 26-RELATED (1 of 3)Phvul.002G001500
GATA transcription factor 26 Phvul.002G001500PTHR10071:SF159 - GATA TRANSCRIPTION FACTOR 26-RELATED (1 of 3)Phvul.002G001500
transmembrane receptors;ATP binding Phvul.003G072500PTHR11017:SF151 - TIR-NBS-LRR CLASS DISEASE RESISTANCE PROTEIN-RELATED (1 of 3)Phvul.003G072500

0 0 0 Phvul.003G244225
0 0 0 Phvul.003G244225
0 0 0 Phvul.003G244225

Disease resistance protein (TIR-NBS-LRR class) familyPhvul.004G137300PTHR11017//PTHR11017:SF171 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.004G137300
Protein with RING/U-box and TRAF-like domains Phvul.005G029400PTHR10315//PTHR10315:SF29 - SEVEN IN ABSENTIA HOMOLOG // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G029400
Protein with RING/U-box and TRAF-like domains Phvul.005G029400PTHR10315//PTHR10315:SF29 - SEVEN IN ABSENTIA HOMOLOG // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G029400
Protein with RING/U-box and TRAF-like domains Phvul.005G029400PTHR10315//PTHR10315:SF29 - SEVEN IN ABSENTIA HOMOLOG // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G029400
squamosa promoter binding protein-like 1 Phvul.007G210600PTHR31251:SF8 - SQUAMOSA PROMOTER-BINDING-LIKE PROTEIN 1-RELATED (1 of 1)Phvul.007G210600
squamosa promoter binding protein-like 1 Phvul.007G210600PTHR31251:SF8 - SQUAMOSA PROMOTER-BINDING-LIKE PROTEIN 1-RELATED (1 of 1)Phvul.007G210600
non-intrinsic ABC protein 11 Phvul.008G055500PTHR24220:SF441 - PROTEIN TRIGALACTOSYLDIACYLGLYCEROL 3, CHLOROPLASTIC (1 of 1)Phvul.008G055500

0 Phvul.008G280900PTHR21716 - TRANSMEMBRANE PROTEIN (1 of 2)Phvul.008G280900
0 Phvul.008G280900PTHR21716 - TRANSMEMBRANE PROTEIN (1 of 2)Phvul.008G280900

NB-ARC domain-containing disease resistance proteinPhvul.010G064700PTHR23155//PTHR23155:SF562 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 7)Phvul.010G064700
disease resistance protein (TIR-NBS-LRR class), putativePhvul.010G136700PTHR11017//PTHR11017:SF162 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 17)Phvul.010G136700
Transducin/WD40 repeat-like superfamily proteinPhvul.011G149100PTHR14221:SF0 - WD REPEAT-CONTAINING PROTEIN 44 (1 of 2)Phvul.011G149100
Transducin/WD40 repeat-like superfamily proteinPhvul.011G149100PTHR14221:SF0 - WD REPEAT-CONTAINING PROTEIN 44 (1 of 2)Phvul.011G149100
Transducin/WD40 repeat-like superfamily proteinPhvul.011G149100PTHR14221:SF0 - WD REPEAT-CONTAINING PROTEIN 44 (1 of 2)Phvul.011G149100
Transducin/WD40 repeat-like superfamily proteinPhvul.011G149100PTHR14221:SF0 - WD REPEAT-CONTAINING PROTEIN 44 (1 of 2)Phvul.011G149100
Transducin/WD40 repeat-like superfamily proteinPhvul.011G149100PTHR14221:SF0 - WD REPEAT-CONTAINING PROTEIN 44 (1 of 2)Phvul.011G149100
Transducin/WD40 repeat-like superfamily proteinPhvul.011G149100PTHR14221:SF0 - WD REPEAT-CONTAINING PROTEIN 44 (1 of 2)Phvul.011G149100
Transducin/WD40 repeat-like superfamily proteinPhvul.011G149100PTHR14221:SF0 - WD REPEAT-CONTAINING PROTEIN 44 (1 of 2)Phvul.011G149100
NB-ARC domain-containing disease resistance proteinPhvul.011G166100PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G166100
disease resistance protein (TIR-NBS-LRR class), putativePhvul.001G128200PF07725//PF13456 - Leucine Rich Repeat (LRR_3)  // Reverse transcriptase-like (RVT_3)  (1 of 1)Phvul.001G128200
NB-ARC domain-containing disease resistance proteinPhvul.001G134000PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G134000
NB-ARC domain-containing disease resistance proteinPhvul.001G134000PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G134000
Double Clp-N motif-containing P-loop nucleoside triphosphate hydrolases superfamily proteinPhvul.001G243900PTHR11638:SF113 - DOUBLE CLP-N MOTIF-CONTAINING P-LOOP NUCLEOSIDE TRIPHOSPHATE HYDROLASES SUPERFAMILY PROTEIN (1 of 2)Phvul.001G243900
Double Clp-N motif-containing P-loop nucleoside triphosphate hydrolases superfamily proteinPhvul.001G243900PTHR11638:SF113 - DOUBLE CLP-N MOTIF-CONTAINING P-LOOP NUCLEOSIDE TRIPHOSPHATE HYDROLASES SUPERFAMILY PROTEIN (1 of 2)Phvul.001G243900
Plant protein of unknown function (DUF828) with plant pleckstrin homology-like regionPhvul.002G057300PF05703 - Auxin canalisation (Auxin_canalis)  (1 of 8)Phvul.002G057300
Plant protein of unknown function (DUF828) with plant pleckstrin homology-like regionPhvul.002G057300PF05703 - Auxin canalisation (Auxin_canalis)  (1 of 8)Phvul.002G057300
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cytochrome P450, family 707, subfamily A, polypeptide 1Phvul.002G122200PTHR24286:SF10 - ABSCISIC ACID 8'-HYDROXYLASE 1-RELATED (1 of 2)Phvul.002G122200
0 0 0 Phvul.002G187600

RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.002G261500K14396 - polyadenylate-binding protein 2 (PABPN1, PABP2)  (1 of 4)Phvul.002G261500
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.002G261500K14396 - polyadenylate-binding protein 2 (PABPN1, PABP2)  (1 of 4)Phvul.002G261500
Uncharacterised protein family (UPF0497) Phvul.003G101200PTHR11615//PTHR11615:SF150 - NITRATE, FROMATE, IRON DEHYDROGENASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.003G101200
Uncharacterised protein family (UPF0497) Phvul.003G101200PTHR11615//PTHR11615:SF150 - NITRATE, FROMATE, IRON DEHYDROGENASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.003G101200
quinolinate synthase Phvul.003G202900K03517 - quinolinate synthase (nadA)  (1 of 1)Phvul.003G202900
quinolinate synthase Phvul.003G202900K03517 - quinolinate synthase (nadA)  (1 of 1)Phvul.003G202900
high mobility group Phvul.004G026200K09272 - structure-specific recognition protein 1 (SSRP1)  (1 of 2)Phvul.004G026200
disease resistance protein (TIR-NBS-LRR class), putativePhvul.004G140400PF05729//PF13676 - NACHT domain (NACHT)  // TIR domain (TIR_2)  (1 of 5)Phvul.004G140400
disease resistance protein (TIR-NBS-LRR class), putativePhvul.004G140400PF05729//PF13676 - NACHT domain (NACHT)  // TIR domain (TIR_2)  (1 of 5)Phvul.004G140400
urophorphyrin methylase 1 Phvul.005G038200PTHR21091:SF16 - SIROHEME SYNTHASE (1 of 1)Phvul.005G038200
urophorphyrin methylase 1 Phvul.005G038200PTHR21091:SF16 - SIROHEME SYNTHASE (1 of 1)Phvul.005G038200
NB-ARC domain-containing disease resistance proteinPhvul.005G087100PTHR23155:SF442 - PH DOMAIN LEUCINE-RICH REPEAT-CONTAINING PROTEIN PHOSPHATASE 2 (1 of 1)Phvul.005G087100
NB-ARC domain-containing disease resistance proteinPhvul.005G087100PTHR23155:SF442 - PH DOMAIN LEUCINE-RICH REPEAT-CONTAINING PROTEIN PHOSPHATASE 2 (1 of 1)Phvul.005G087100
Malectin/receptor-like protein kinase family proteinPhvul.006G102700PTHR27003:SF7 - RECEPTOR-LIKE PROTEIN KINASE ANXUR1-RELATED (1 of 3)Phvul.006G102700
Disease resistance protein (CC-NBS-LRR class) familyPhvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) familyPhvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) familyPhvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) familyPhvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
las1-like family protein Phvul.008G202300K16912 - ribosomal biogenesis protein LAS1 (LAS1)  (1 of 1)Phvul.008G202300
potassium transporter 1 Phvul.008G259600PTHR30540:SF12 - POTASSIUM TRANSPORTER 1 (1 of 1)Phvul.008G259600
potassium transporter 1 Phvul.008G259600PTHR30540:SF12 - POTASSIUM TRANSPORTER 1 (1 of 1)Phvul.008G259600
potassium transporter 1 Phvul.008G259600PTHR30540:SF12 - POTASSIUM TRANSPORTER 1 (1 of 1)Phvul.008G259600
potassium transporter 1 Phvul.008G259600PTHR30540:SF12 - POTASSIUM TRANSPORTER 1 (1 of 1)Phvul.008G259600
Disease resistance protein (TIR-NBS-LRR class) familyPhvul.010G131650PF00931//PF07725//PF13676 - NB-ARC domain (NB-ARC)  // Leucine Rich Repeat (LRR_3)  // TIR domain (TIR_2)  (1 of 13)Phvul.010G131650
Disease resistance protein (TIR-NBS-LRR class) familyPhvul.010G132333PF07725 - Leucine Rich Repeat (LRR_3)  (1 of 21)Phvul.010G132333
disease resistance protein (TIR-NBS-LRR class), putativePhvul.010G136800PTHR11017//PTHR11017:SF162 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 17)Phvul.010G136800
UDP-Glycosyltransferase superfamily protein Phvul.010G151400PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G151400
UDP-Glycosyltransferase superfamily protein Phvul.010G151400PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G151400
UDP-Glycosyltransferase superfamily protein Phvul.010G151400PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G151400
UDP-Glycosyltransferase superfamily protein Phvul.010G151400PTHR12526//PTHR12526:SF160 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.010G151400
disease resistance protein (TIR-NBS-LRR class), putativePhvul.011G140300PF00931//PF07725//PF13676//PF13855 - NB-ARC domain (NB-ARC)  // Leucine Rich Repeat (LRR_3)  // TIR domain (TIR_2)  // Leucine rich repeat (LRR_8)  (1 of 2)Phvul.011G140300
disease resistance protein (TIR-NBS-LRR class), putativePhvul.011G140400PF00931//PF13676//PF13855 - NB-ARC domain (NB-ARC)  // TIR domain (TIR_2)  // Leucine rich repeat (LRR_8)  (1 of 1)Phvul.011G140400
NB-ARC domain-containing disease resistance proteinPhvul.011G151300PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G151300
NB-ARC domain-containing disease resistance proteinPhvul.011G181700PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G181700
NB-ARC domain-containing disease resistance proteinPhvul.011G181700PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G181700
NB-ARC domain-containing disease resistance proteinPhvul.011G192400PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G192400
NB-ARC domain-containing disease resistance proteinPhvul.011G192600PF00931//PF13855 - NB-ARC domain (NB-ARC)  // Leucine rich repeat (LRR_8)  (1 of 27)Phvul.011G192600
NB-ARC domain-containing disease resistance proteinPhvul.011G193100PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G193100
NB-ARC domain-containing disease resistance proteinPhvul.011G193500PF00931//PF13855 - NB-ARC domain (NB-ARC)  // Leucine rich repeat (LRR_8)  (1 of 27)Phvul.011G193500
NB-ARC domain-containing disease resistance proteinPhvul.011G193600PF00931//PF13855 - NB-ARC domain (NB-ARC)  // Leucine rich repeat (LRR_8)  (1 of 27)Phvul.011G193600
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G194800PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G194800
NB-ARC domain-containing disease resistance proteinPhvul.011G194900PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G194900
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G195000PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G195000
NB-ARC domain-containing disease resistance proteinPhvul.011G195200PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G195200
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LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G195400PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G195400
NB-ARC domain-containing disease resistance proteinPhvul.011G195500PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G195500
NB-ARC domain-containing disease resistance proteinPhvul.011G196000PF00931//PF13855 - NB-ARC domain (NB-ARC)  // Leucine rich repeat (LRR_8)  (1 of 27)Phvul.011G196000
NB-ARC domain-containing disease resistance proteinPhvul.011G196066PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G196066
NB-ARC domain-containing disease resistance proteinPhvul.011G200820PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G200820
NB-ARC domain-containing disease resistance proteinPhvul.011G200820PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G200820
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G202100PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G202100
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G202100PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G202100
NB-ARC domain-containing disease resistance proteinPhvul.011G202300PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G202300
NB-ARC domain-containing disease resistance proteinPhvul.011G202300PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G202300
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G203100PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G203100
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G203100PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G203100
Zinc-binding alcohol dehydrogenase family proteinPhvul.L002337PTHR11695:SF492 - ALCOHOL DEHYDROGENASE-LIKE 1-RELATED (1 of 2)Phvul.L002337
Zinc-binding alcohol dehydrogenase family proteinPhvul.L002337PTHR11695:SF492 - ALCOHOL DEHYDROGENASE-LIKE 1-RELATED (1 of 2)Phvul.L002337
Zinc-binding alcohol dehydrogenase family proteinPhvul.L002337PTHR11695:SF492 - ALCOHOL DEHYDROGENASE-LIKE 1-RELATED (1 of 2)Phvul.L002337
Zinc-binding alcohol dehydrogenase family proteinPhvul.L002337PTHR11695:SF492 - ALCOHOL DEHYDROGENASE-LIKE 1-RELATED (1 of 2)Phvul.L002337
Phospholipid/glycerol acyltransferase family proteinPhvul.001G015600K13510 - lysophosphatidylcholine acyltransferase / lyso-PAF acetyltransferase (LPCAT1_2)  (1 of 3)Phvul.001G015600
Phospholipid/glycerol acyltransferase family proteinPhvul.001G015600K13510 - lysophosphatidylcholine acyltransferase / lyso-PAF acetyltransferase (LPCAT1_2)  (1 of 3)Phvul.001G015600
Phospholipid/glycerol acyltransferase family proteinPhvul.001G015600K13510 - lysophosphatidylcholine acyltransferase / lyso-PAF acetyltransferase (LPCAT1_2)  (1 of 3)Phvul.001G015600
Phospholipid/glycerol acyltransferase family proteinPhvul.001G015600K13510 - lysophosphatidylcholine acyltransferase / lyso-PAF acetyltransferase (LPCAT1_2)  (1 of 3)Phvul.001G015600
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.001G085500PTHR31945:SF13 - TRANSCRIPTION FACTOR ICE1-RELATED (1 of 2)Phvul.001G085500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.001G085500PTHR31945:SF13 - TRANSCRIPTION FACTOR ICE1-RELATED (1 of 2)Phvul.001G085500
expansin A4 Phvul.001G232600PTHR31867:SF9 - EXPANSIN-A6 (1 of 6)Phvul.001G232600
expansin A4 Phvul.001G232600PTHR31867:SF9 - EXPANSIN-A6 (1 of 6)Phvul.001G232600
PLATZ transcription factor family protein Phvul.002G041400PF04640 - PLATZ transcription factor (PLATZ)  (1 of 15)Phvul.002G041400
PLATZ transcription factor family protein Phvul.002G041400PF04640 - PLATZ transcription factor (PLATZ)  (1 of 15)Phvul.002G041400
PLATZ transcription factor family protein Phvul.002G041400PF04640 - PLATZ transcription factor (PLATZ)  (1 of 15)Phvul.002G041400
PLATZ transcription factor family protein Phvul.002G041400PF04640 - PLATZ transcription factor (PLATZ)  (1 of 15)Phvul.002G041400
alpha/beta-Hydrolases superfamily protein Phvul.002G298800PTHR31479:SF2 - ALPHA/BETA-HYDROLASES SUPERFAMILY PROTEIN (1 of 2)Phvul.002G298800
extra-large G-protein 1 Phvul.003G010900PTHR10218:SF226 - EXTRA-LARGE GUANINE NUCLEOTIDE-BINDING PROTEIN 2 (1 of 3)Phvul.003G010900
extra-large G-protein 1 Phvul.003G010900PTHR10218:SF226 - EXTRA-LARGE GUANINE NUCLEOTIDE-BINDING PROTEIN 2 (1 of 3)Phvul.003G010900
plastid transcriptionally active 2 Phvul.003G195800PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G195800
plastid transcriptionally active 2 Phvul.003G195800PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G195800
C2H2-like zinc finger protein Phvul.003G252400PTHR10593:SF28 - C2H2 AND C2HC ZINC FINGER-CONTAINING PROTEIN (1 of 2)Phvul.003G252400
C2H2-like zinc finger protein Phvul.003G252400PTHR10593:SF28 - C2H2 AND C2HC ZINC FINGER-CONTAINING PROTEIN (1 of 2)Phvul.003G252400
autophagy 2 Phvul.003G295800K17906 - autophagy-related protein 2 (ATG2)  (1 of 1)Phvul.003G295800
autophagy 2 Phvul.003G295800K17906 - autophagy-related protein 2 (ATG2)  (1 of 1)Phvul.003G295800
autophagy 2 Phvul.003G295800K17906 - autophagy-related protein 2 (ATG2)  (1 of 1)Phvul.003G295800
purple acid phosphatase 23 Phvul.004G0323003.1.3.2//3.1.3.3//3.1.3.62//3.6.1.1//3.6.1.7 - Acid phosphatase / Phosphomonoesterase // Multiple inositol-polyphosphate phosphatase / MIPP // Inorganic diphosphatase / Pyrophosphate phosphohydrolase // Acylphosphatase / Acylphosphate phosphohydrolase (1 of 1)Phvul.004G032300
purple acid phosphatase 23 Phvul.004G0323003.1.3.2//3.1.3.3//3.1.3.62//3.6.1.1//3.6.1.7 - Acid phosphatase / Phosphomonoesterase // Multiple inositol-polyphosphate phosphatase / MIPP // Inorganic diphosphatase / Pyrophosphate phosphohydrolase // Acylphosphatase / Acylphosphate phosphohydrolase (1 of 1)Phvul.004G032300
purple acid phosphatase 23 Phvul.004G0323003.1.3.2//3.1.3.3//3.1.3.62//3.6.1.1//3.6.1.7 - Acid phosphatase / Phosphomonoesterase // Multiple inositol-polyphosphate phosphatase / MIPP // Inorganic diphosphatase / Pyrophosphate phosphohydrolase // Acylphosphatase / Acylphosphate phosphohydrolase (1 of 1)Phvul.004G032300
purple acid phosphatase 23 Phvul.004G0323003.1.3.2//3.1.3.3//3.1.3.62//3.6.1.1//3.6.1.7 - Acid phosphatase / Phosphomonoesterase // Multiple inositol-polyphosphate phosphatase / MIPP // Inorganic diphosphatase / Pyrophosphate phosphohydrolase // Acylphosphatase / Acylphosphate phosphohydrolase (1 of 1)Phvul.004G032300
purple acid phosphatase 23 Phvul.004G0323003.1.3.2//3.1.3.3//3.1.3.62//3.6.1.1//3.6.1.7 - Acid phosphatase / Phosphomonoesterase // Multiple inositol-polyphosphate phosphatase / MIPP // Inorganic diphosphatase / Pyrophosphate phosphohydrolase // Acylphosphatase / Acylphosphate phosphohydrolase (1 of 1)Phvul.004G032300
purple acid phosphatase 23 Phvul.004G0323003.1.3.2//3.1.3.3//3.1.3.62//3.6.1.1//3.6.1.7 - Acid phosphatase / Phosphomonoesterase // Multiple inositol-polyphosphate phosphatase / MIPP // Inorganic diphosphatase / Pyrophosphate phosphohydrolase // Acylphosphatase / Acylphosphate phosphohydrolase (1 of 1)Phvul.004G032300
purple acid phosphatase 23 Phvul.004G0323003.1.3.2//3.1.3.3//3.1.3.62//3.6.1.1//3.6.1.7 - Acid phosphatase / Phosphomonoesterase // Multiple inositol-polyphosphate phosphatase / MIPP // Inorganic diphosphatase / Pyrophosphate phosphohydrolase // Acylphosphatase / Acylphosphate phosphohydrolase (1 of 1)Phvul.004G032300
purple acid phosphatase 23 Phvul.004G0323003.1.3.2//3.1.3.3//3.1.3.62//3.6.1.1//3.6.1.7 - Acid phosphatase / Phosphomonoesterase // Multiple inositol-polyphosphate phosphatase / MIPP // Inorganic diphosphatase / Pyrophosphate phosphohydrolase // Acylphosphatase / Acylphosphate phosphohydrolase (1 of 1)Phvul.004G032300
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NB-ARC domain-containing disease resistance proteinPhvul.004G048000PTHR23155//PTHR23155:SF554 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 22)Phvul.004G048000
NB-ARC domain-containing disease resistance proteinPhvul.004G048000PTHR23155//PTHR23155:SF554 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 22)Phvul.004G048000
septum site-determining protein (MIND) Phvul.004G106800K03609 - septum site-determining protein MinD (minD)  (1 of 1)Phvul.004G106800
septum site-determining protein (MIND) Phvul.004G106800K03609 - septum site-determining protein MinD (minD)  (1 of 1)Phvul.004G106800
carboxyesterase 18 Phvul.004G133100PTHR23024//PTHR23024:SF174 - MEMBER OF 'GDXG' FAMILY OF LIPOLYTIC ENZYMES // SUBFAMILY NOT NAMED (1 of 6)Phvul.004G133100
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.005G165800PF01535//PF12854//PF13041 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 29)Phvul.005G165800
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.005G165800PF01535//PF12854//PF13041 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 29)Phvul.005G165800
NB-ARC domain-containing disease resistance proteinPhvul.006G066800PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.006G066800
expansin A13 Phvul.006G086800PTHR31867:SF3 - EXPANSIN-A13 (1 of 2)Phvul.006G086800

0 0 0 Phvul.006G148800
O-methyltransferase family protein Phvul.006G180900PTHR11746//PTHR11746:SF78 - O-METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 7)Phvul.006G180900
O-methyltransferase family protein Phvul.006G180900PTHR11746//PTHR11746:SF78 - O-METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 7)Phvul.006G180900

0 0 0 Phvul.007G027400
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.007G0968003.6.3.16 - Arsenite-transporting ATPase / Arsenite-translocating ATPase (1 of 2)Phvul.007G096800
Leucine-rich repeat protein kinase family protein Phvul.008G158100PF07714//PF08263//PF13855 - Protein tyrosine kinase (Pkinase_Tyr)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 16)Phvul.008G158100
sterol methyltransferase 2 Phvul.009G0200002.1.1.142 - Cycloartenol 24-C-methyltransferase / Sterol C-methyltransferase (1 of 1)Phvul.009G020000
sterol methyltransferase 2 Phvul.009G0200002.1.1.142 - Cycloartenol 24-C-methyltransferase / Sterol C-methyltransferase (1 of 1)Phvul.009G020000
abscisic acid responsive elements-binding factor 2Phvul.009G065500PTHR22952//PTHR22952:SF194 - CAMP-RESPONSE ELEMENT BINDING PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G065500
abscisic acid responsive elements-binding factor 2Phvul.009G065500PTHR22952//PTHR22952:SF194 - CAMP-RESPONSE ELEMENT BINDING PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G065500
abscisic acid responsive elements-binding factor 2Phvul.009G065500PTHR22952//PTHR22952:SF194 - CAMP-RESPONSE ELEMENT BINDING PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G065500
abscisic acid responsive elements-binding factor 2Phvul.009G065500PTHR22952//PTHR22952:SF194 - CAMP-RESPONSE ELEMENT BINDING PROTEIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G065500
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.009G213300K17964 - leucine-rich PPR motif-containing protein, mitochondrial (LRPPRC)  (1 of 5)Phvul.009G213300
TRICHOME BIREFRINGENCE-LIKE 16 Phvul.009G226300PF14416 - PMR5 N terminal Domain (PMR5N)  (1 of 64)Phvul.009G226300
TRICHOME BIREFRINGENCE-LIKE 16 Phvul.009G226300PF14416 - PMR5 N terminal Domain (PMR5N)  (1 of 64)Phvul.009G226300
TRICHOME BIREFRINGENCE-LIKE 16 Phvul.009G226300PF14416 - PMR5 N terminal Domain (PMR5N)  (1 of 64)Phvul.009G226300
TRICHOME BIREFRINGENCE-LIKE 16 Phvul.009G226300PF14416 - PMR5 N terminal Domain (PMR5N)  (1 of 64)Phvul.009G226300
NB-ARC domain-containing disease resistance proteinPhvul.009G233700PTHR23155:SF402 - DISEASE RESISTANCE PROTEIN RPP13-RELATED (1 of 8)Phvul.009G233700
NB-ARC domain-containing disease resistance proteinPhvul.009G233700PTHR23155:SF402 - DISEASE RESISTANCE PROTEIN RPP13-RELATED (1 of 8)Phvul.009G233700
NB-ARC domain-containing disease resistance proteinPhvul.009G233700PTHR23155:SF402 - DISEASE RESISTANCE PROTEIN RPP13-RELATED (1 of 8)Phvul.009G233700
Disease resistance protein (TIR-NBS-LRR class) familyPhvul.010G008700PF00931//PF13676 - NB-ARC domain (NB-ARC)  // TIR domain (TIR_2)  (1 of 30)Phvul.010G008700
Disease resistance protein (TIR-NBS-LRR class) familyPhvul.010G008700PF00931//PF13676 - NB-ARC domain (NB-ARC)  // TIR domain (TIR_2)  (1 of 30)Phvul.010G008700
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.010G056500PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.010G056500
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.010G056500PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.010G056500
LRR and NB-ARC domains-containing disease resistance proteinPhvul.010G063100PTHR23155//PTHR23155:SF562 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 7)Phvul.010G063100
fatty alcohol oxidase 3 Phvul.010G070584K17756 - long-chain-alcohol oxidase (FAO3)  (1 of 5)Phvul.010G070584
LETM1-like protein Phvul.010G146900PTHR14009//PTHR14009:SF14 - LEUCINE ZIPPER-EF-HAND CONTAINING TRANSMEMBRANE PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.010G146900
LETM1-like protein Phvul.010G146900PTHR14009//PTHR14009:SF14 - LEUCINE ZIPPER-EF-HAND CONTAINING TRANSMEMBRANE PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.010G146900
LETM1-like protein Phvul.010G146900PTHR14009//PTHR14009:SF14 - LEUCINE ZIPPER-EF-HAND CONTAINING TRANSMEMBRANE PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.010G146900
LETM1-like protein Phvul.010G146900PTHR14009//PTHR14009:SF14 - LEUCINE ZIPPER-EF-HAND CONTAINING TRANSMEMBRANE PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.010G146900
LETM1-like protein Phvul.010G146900PTHR14009//PTHR14009:SF14 - LEUCINE ZIPPER-EF-HAND CONTAINING TRANSMEMBRANE PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.010G146900
LETM1-like protein Phvul.010G146900PTHR14009//PTHR14009:SF14 - LEUCINE ZIPPER-EF-HAND CONTAINING TRANSMEMBRANE PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.010G146900
NB-ARC domain-containing disease resistance proteinPhvul.011G014500PTHR23155:SF402 - DISEASE RESISTANCE PROTEIN RPP13-RELATED (1 of 8)Phvul.011G014500
NB-ARC domain-containing disease resistance proteinPhvul.011G014500PTHR23155:SF402 - DISEASE RESISTANCE PROTEIN RPP13-RELATED (1 of 8)Phvul.011G014500
NB-ARC domain-containing disease resistance proteinPhvul.011G014500PTHR23155:SF402 - DISEASE RESISTANCE PROTEIN RPP13-RELATED (1 of 8)Phvul.011G014500
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.011G082700PTHR33477:SF3 - EMB (1 of 1)Phvul.011G082700
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.011G082700PTHR33477:SF3 - EMB (1 of 1)Phvul.011G082700
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P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.011G082700PTHR33477:SF3 - EMB (1 of 1)Phvul.011G082700
NB-ARC domain-containing disease resistance proteinPhvul.011G149400PTHR23155//PTHR23155:SF554 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 22)Phvul.011G149400
NB-ARC domain-containing disease resistance proteinPhvul.011G149400PTHR23155//PTHR23155:SF554 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 22)Phvul.011G149400
NB-ARC domain-containing disease resistance proteinPhvul.011G181500PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G181500
MLP-like protein 43 Phvul.011G182900PF00407 - Pathogenesis-related protein Bet v I family (Bet_v_1)  (1 of 46)Phvul.011G182900
MLP-like protein 43 Phvul.011G182900PF00407 - Pathogenesis-related protein Bet v I family (Bet_v_1)  (1 of 46)Phvul.011G182900
NB-ARC domain-containing disease resistance proteinPhvul.011G191600PF13191//PF13855 - AAA ATPase domain (AAA_16)  // Leucine rich repeat (LRR_8)  (1 of 1)Phvul.011G191600
NB-ARC domain-containing disease resistance proteinPhvul.011G191800PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G191800
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G192200PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G192200
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G192900PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G192900
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G192900PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G192900
NB-ARC domain-containing disease resistance proteinPhvul.011G195751PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G195751
NB-ARC domain-containing disease resistance proteinPhvul.011G198400PF00931//PF13855 - NB-ARC domain (NB-ARC)  // Leucine rich repeat (LRR_8)  (1 of 27)Phvul.011G198400
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G201000PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G201000
NB-ARC domain-containing disease resistance proteinPhvul.011G201101PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G201101
Galactose oxidase/kelch repeat superfamily proteinPhvul.001G027100PF00646 - F-box domain (F-box)  (1 of 135)Phvul.001G027100
Glycosyl hydrolases family 31  protein Phvul.001G123000PTHR22762//PTHR22762:SF91 - ALPHA-GLUCOSIDASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G123000
NB-ARC domain-containing disease resistance proteinPhvul.001G132516PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G132516
NB-ARC domain-containing disease resistance proteinPhvul.001G132516PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G132516
NB-ARC domain-containing disease resistance proteinPhvul.001G132701PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G132701
NB-ARC domain-containing disease resistance proteinPhvul.001G132701PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G132701
NB-ARC domain-containing disease resistance proteinPhvul.001G132800PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G132800
NB-ARC domain-containing disease resistance proteinPhvul.001G132800PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G132800
NB-ARC domain-containing disease resistance proteinPhvul.001G132864PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G132864
NB-ARC domain-containing disease resistance proteinPhvul.001G132864PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G132864
NB-ARC domain-containing disease resistance proteinPhvul.001G133100PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G133100
NB-ARC domain-containing disease resistance proteinPhvul.001G133100PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G133100
NB-ARC domain-containing disease resistance proteinPhvul.001G133101PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G133101
NB-ARC domain-containing disease resistance proteinPhvul.001G133101PTHR23155//PTHR23155:SF563 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 29)Phvul.001G133101
Leucine-rich repeat protein kinase family protein Phvul.001G185400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.001G185400
Leucine-rich repeat protein kinase family protein Phvul.001G185400PF00069//PF08263 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 19)Phvul.001G185400
Ca2+ activated outward rectifying K+ channel 5 Phvul.001G217800PTHR11003:SF146 - TWO-PORE POTASSIUM CHANNEL 4-RELATED (1 of 1)Phvul.001G217800
Pectin lyase-like superfamily protein Phvul.002G063500PTHR31375:SF12 - POLYGALACTURONASE (1 of 1)Phvul.002G063500
Pectin lyase-like superfamily protein Phvul.002G063500PTHR31375:SF12 - POLYGALACTURONASE (1 of 1)Phvul.002G063500
phospholipase D delta Phvul.002G104200PTHR18896:SF60 - PHOSPHOLIPASE D DELTA (1 of 1)Phvul.002G104200
phospholipase D delta Phvul.002G104200PTHR18896:SF60 - PHOSPHOLIPASE D DELTA (1 of 1)Phvul.002G104200
XS domain-containing protein / XS zinc finger domain-containing protein-relatedPhvul.002G279500PTHR21596:SF12 - PROTEIN SUPPRESSOR OF GENE SILENCING 3 (1 of 3)Phvul.002G279500

0 0 0 Phvul.003G050200
0 0 0 Phvul.003G050200

cytochrome P450, family 77, subfamily B, polypeptide 1Phvul.003G076900PTHR24298:SF54 - CYTOCHROME P450 LIKE PROTEIN (1 of 1)Phvul.003G076900
cytochrome P450, family 77, subfamily B, polypeptide 1Phvul.003G076900PTHR24298:SF54 - CYTOCHROME P450 LIKE PROTEIN (1 of 1)Phvul.003G076900
Heavy metal transport/detoxification superfamily protein Phvul.003G104900PTHR22814//PTHR22814:SF133 - COPPER TRANSPORT PROTEIN ATOX1-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G104900
Heavy metal transport/detoxification superfamily protein Phvul.003G104900PTHR22814//PTHR22814:SF133 - COPPER TRANSPORT PROTEIN ATOX1-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G104900
homolog of yeast FIP1 [V] Phvul.003G157600PF05182 - Fip1 motif (Fip1)  (1 of 3)Phvul.003G157600
cysteine-rich RLK (RECEPTOR-like protein kinase) 10Phvul.003G158700PF00704//PF07714 - Glycosyl hydrolases family 18 (Glyco_hydro_18)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 2)Phvul.003G158700
cysteine-rich RLK (RECEPTOR-like protein kinase) 10Phvul.003G158700PF00704//PF07714 - Glycosyl hydrolases family 18 (Glyco_hydro_18)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 2)Phvul.003G158700
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Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.003G162300PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G162300
RNA-metabolising metallo-beta-lactamase family proteinPhvul.003G2096003.5.2.6 - Beta-lactamase / Penicillinase (1 of 2)Phvul.003G209600
RNA-metabolising metallo-beta-lactamase family proteinPhvul.003G2096003.5.2.6 - Beta-lactamase / Penicillinase (1 of 2)Phvul.003G209600
ROP binding protein kinases 1 Phvul.003G288300PTHR27001:SF105 - PROTEIN KINASE FAMILY PROTEIN-RELATED (1 of 2)Phvul.003G288300
ROP binding protein kinases 1 Phvul.003G288300PTHR27001:SF105 - PROTEIN KINASE FAMILY PROTEIN-RELATED (1 of 2)Phvul.003G288300
myb domain protein 118 Phvul.004G011400PTHR10641:SF612 - MYB DOMAIN PROTEIN 119 (1 of 4)Phvul.004G011400
Regulator of chromosome condensation (RCC1) family proteinPhvul.004G064300PTHR22870//PTHR22870:SF206 - REGULATOR OF CHROMOSOME CONDENSATION // SUBFAMILY NOT NAMED (1 of 1)Phvul.004G064300
Regulator of chromosome condensation (RCC1) family proteinPhvul.004G064300PTHR22870//PTHR22870:SF206 - REGULATOR OF CHROMOSOME CONDENSATION // SUBFAMILY NOT NAMED (1 of 1)Phvul.004G064300
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.004G131300PTHR24015:SF884 - PENTATRICOPEPTIDE (PPR) REPEAT-CONTAINING PROTEIN (1 of 5)Phvul.004G131300
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.004G131300PTHR24015:SF884 - PENTATRICOPEPTIDE (PPR) REPEAT-CONTAINING PROTEIN (1 of 5)Phvul.004G131300
LRR and NB-ARC domains-containing disease resistance proteinPhvul.005G031200PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.005G031200
low-molecular-weight cysteine-rich 68 Phvul.005G071300PF00304 - Gamma-thionin family (Gamma-thionin)  (1 of 13)Phvul.005G071300
low-molecular-weight cysteine-rich 68 Phvul.005G071300PF00304 - Gamma-thionin family (Gamma-thionin)  (1 of 13)Phvul.005G071300
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.006G057000K14398 - cleavage and polyadenylation specificity factor subunit 6/7 (CPSF6_7)  (1 of 2)Phvul.006G057000
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.006G057100K14398 - cleavage and polyadenylation specificity factor subunit 6/7 (CPSF6_7)  (1 of 2)Phvul.006G057100
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.006G057100K14398 - cleavage and polyadenylation specificity factor subunit 6/7 (CPSF6_7)  (1 of 2)Phvul.006G057100
sirtuin 1 Phvul.006G057700K11416 - mono-ADP-ribosyltransferase sirtuin 6 (SIRT6, SIR2L6)  (1 of 1)Phvul.006G057700
NB-ARC domain-containing disease resistance proteinPhvul.006G066800PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.006G066800
NB-ARC domain-containing disease resistance proteinPhvul.006G066800PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.006G066800
LRR and NB-ARC domains-containing disease resistance proteinPhvul.007G086300PTHR23155//PTHR23155:SF562 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 7)Phvul.007G086300
LRR and NB-ARC domains-containing disease resistance proteinPhvul.007G086300PTHR23155//PTHR23155:SF562 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 7)Phvul.007G086300
NB-ARC domain-containing disease resistance proteinPhvul.008G014700PTHR23155:SF402 - DISEASE RESISTANCE PROTEIN RPP13-RELATED (1 of 8)Phvul.008G014700
NB-ARC domain-containing disease resistance proteinPhvul.008G014700PTHR23155:SF402 - DISEASE RESISTANCE PROTEIN RPP13-RELATED (1 of 8)Phvul.008G014700
NB-ARC domain-containing disease resistance proteinPhvul.008G072032PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072032
NB-ARC domain-containing disease resistance proteinPhvul.008G072032PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072032

0 0 0 Phvul.008G168300
0 0 0 Phvul.008G168300

nodulin MtN21 /EamA-like transporter family proteinPhvul.009G039200PF00892 - EamA-like transporter family (EamA)  (1 of 74)Phvul.009G039200
AGC (cAMP-dependent, cGMP-dependent and protein kinase C) kinase family proteinPhvul.009G079700PTHR24356:SF206 - AGC (CAMP-DEPENDENT, CGMP-DEPENDENT AND PROTEIN KINASE C) KINASE FAMILY PROTEIN (1 of 2)Phvul.009G079700
AGC (cAMP-dependent, cGMP-dependent and protein kinase C) kinase family proteinPhvul.009G079700PTHR24356:SF206 - AGC (CAMP-DEPENDENT, CGMP-DEPENDENT AND PROTEIN KINASE C) KINASE FAMILY PROTEIN (1 of 2)Phvul.009G079700
RHO-related protein from plants 10 Phvul.009G180800PTHR24072:SF149 - RAC-LIKE GTP-BINDING PROTEIN ARAC10-RELATED (1 of 2)Phvul.009G180800
RHO-related protein from plants 10 Phvul.009G180800PTHR24072:SF149 - RAC-LIKE GTP-BINDING PROTEIN ARAC10-RELATED (1 of 2)Phvul.009G180800
RHO-related protein from plants 10 Phvul.009G180800PTHR24072:SF149 - RAC-LIKE GTP-BINDING PROTEIN ARAC10-RELATED (1 of 2)Phvul.009G180800
RHO-related protein from plants 10 Phvul.009G180800PTHR24072:SF149 - RAC-LIKE GTP-BINDING PROTEIN ARAC10-RELATED (1 of 2)Phvul.009G180800
drought-induced 21 Phvul.009G249500PTHR33509:SF5 - LATE EMBRYOGENESIS ABUNDANT 3 (LEA3) FAMILY PROTEIN (1 of 6)Phvul.009G249500
Disease resistance protein (TIR-NBS-LRR class) familyPhvul.010G025000PF00931//PF13676 - NB-ARC domain (NB-ARC)  // TIR domain (TIR_2)  (1 of 30)Phvul.010G025000
Disease resistance protein (TIR-NBS-LRR class) familyPhvul.010G025700PF00931//PF13676 - NB-ARC domain (NB-ARC)  // TIR domain (TIR_2)  (1 of 30)Phvul.010G025700
LRR and NB-ARC domains-containing disease resistance proteinPhvul.010G063700PTHR23155//PTHR23155:SF562 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 7)Phvul.010G063700

0 0 0 Phvul.010G101700
DOF zinc finger protein 1 Phvul.010G141400PF02701 - Dof domain, zinc finger (zf-Dof)  (1 of 41)Phvul.010G141400
RAD3-like DNA-binding helicase protein Phvul.010G149500K11273 - chromosome transmission fidelity protein 1 [EC:3.6.4.13] (DDX11, CHL1, CTF1)  (1 of 1)Phvul.010G149500
RAD3-like DNA-binding helicase protein Phvul.010G149500K11273 - chromosome transmission fidelity protein 1 [EC:3.6.4.13] (DDX11, CHL1, CTF1)  (1 of 1)Phvul.010G149500
scarecrow-like 3 Phvul.011G015000PF03514 - GRAS domain family (GRAS)  (1 of 55)Phvul.011G015000
NB-ARC domain-containing disease resistance proteinPhvul.011G181500PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G181500
NB-ARC domain-containing disease resistance proteinPhvul.011G181500PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G181500
NB-ARC domain-containing disease resistance proteinPhvul.011G198000PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G198000
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NB-ARC domain-containing disease resistance proteinPhvul.011G198000PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G198000
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G200880PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G200880
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G200880PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G200880
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G201000PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G201000
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G201000PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G201000
NB-ARC domain-containing disease resistance proteinPhvul.011G201101PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G201101
NB-ARC domain-containing disease resistance proteinPhvul.011G201101PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G201101
NB-ARC domain-containing disease resistance proteinPhvul.011G202366PF13191 - AAA ATPase domain (AAA_16)  (1 of 8)Phvul.011G202366
NB-ARC domain-containing disease resistance proteinPhvul.011G202366PF13191 - AAA ATPase domain (AAA_16)  (1 of 8)Phvul.011G202366
Glycosyl hydrolase superfamily protein Phvul.L004500PTHR32227:SF29 - GLUCAN ENDO-1,3-BETA-GLUCOSIDASE 10-RELATED (1 of 1)Phvul.L004500
Glycosyl hydrolase superfamily protein Phvul.L004500PTHR32227:SF29 - GLUCAN ENDO-1,3-BETA-GLUCOSIDASE 10-RELATED (1 of 1)Phvul.L004500
PLATZ transcription factor family protein Phvul.001G183400PTHR31065:SF4 - PLATZ TRANSCRIPTION FACTOR FAMILY PROTEIN (1 of 3)Phvul.001G183400
PLATZ transcription factor family protein Phvul.001G183400PTHR31065:SF4 - PLATZ TRANSCRIPTION FACTOR FAMILY PROTEIN (1 of 3)Phvul.001G183400
PLATZ transcription factor family protein Phvul.001G183400PTHR31065:SF4 - PLATZ TRANSCRIPTION FACTOR FAMILY PROTEIN (1 of 3)Phvul.001G183400
PLATZ transcription factor family protein Phvul.001G183400PTHR31065:SF4 - PLATZ TRANSCRIPTION FACTOR FAMILY PROTEIN (1 of 3)Phvul.001G183400
ssDNA-binding transcriptional regulator Phvul.002G089800PTHR31745:SF2 - SINGLE-STRANDED DNA-BINDING PROTEIN WHY1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.002G089800
ssDNA-binding transcriptional regulator Phvul.002G089800PTHR31745:SF2 - SINGLE-STRANDED DNA-BINDING PROTEIN WHY1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.002G089800
disease resistance protein (TIR-NBS-LRR class), putativePhvul.002G171400PF00931//PF13676//PF13966 - NB-ARC domain (NB-ARC)  // TIR domain (TIR_2)  // zinc-binding in reverse transcriptase (zf-RVT)  (1 of 1)Phvul.002G171400
Sulfite exporter TauE/SafE family protein Phvul.002G244900PTHR14255//PTHR14255:SF6 - ATP-DEPENDENT PROTEASE  CEREBLON // SUBFAMILY NOT NAMED (1 of 7)Phvul.002G244900
Sulfite exporter TauE/SafE family protein Phvul.002G244900PTHR14255//PTHR14255:SF6 - ATP-DEPENDENT PROTEASE  CEREBLON // SUBFAMILY NOT NAMED (1 of 7)Phvul.002G244900
Sulfite exporter TauE/SafE family protein Phvul.002G245000PTHR14255//PTHR14255:SF6 - ATP-DEPENDENT PROTEASE  CEREBLON // SUBFAMILY NOT NAMED (1 of 7)Phvul.002G245000
Sulfite exporter TauE/SafE family protein Phvul.002G245000PTHR14255//PTHR14255:SF6 - ATP-DEPENDENT PROTEASE  CEREBLON // SUBFAMILY NOT NAMED (1 of 7)Phvul.002G245000
Sulfite exporter TauE/SafE family protein Phvul.002G245000PTHR14255//PTHR14255:SF6 - ATP-DEPENDENT PROTEASE  CEREBLON // SUBFAMILY NOT NAMED (1 of 7)Phvul.002G245000
Sulfite exporter TauE/SafE family protein Phvul.002G245000PTHR14255//PTHR14255:SF6 - ATP-DEPENDENT PROTEASE  CEREBLON // SUBFAMILY NOT NAMED (1 of 7)Phvul.002G245000
Sulfite exporter TauE/SafE family protein Phvul.002G245000PTHR14255//PTHR14255:SF6 - ATP-DEPENDENT PROTEASE  CEREBLON // SUBFAMILY NOT NAMED (1 of 7)Phvul.002G245000
Sulfite exporter TauE/SafE family protein Phvul.002G245000PTHR14255//PTHR14255:SF6 - ATP-DEPENDENT PROTEASE  CEREBLON // SUBFAMILY NOT NAMED (1 of 7)Phvul.002G245000
Sulfite exporter TauE/SafE family protein Phvul.002G245000PTHR14255//PTHR14255:SF6 - ATP-DEPENDENT PROTEASE  CEREBLON // SUBFAMILY NOT NAMED (1 of 7)Phvul.002G245000
Sulfite exporter TauE/SafE family protein Phvul.002G245000PTHR14255//PTHR14255:SF6 - ATP-DEPENDENT PROTEASE  CEREBLON // SUBFAMILY NOT NAMED (1 of 7)Phvul.002G245000
Sulfite exporter TauE/SafE family protein Phvul.002G245000PTHR14255//PTHR14255:SF6 - ATP-DEPENDENT PROTEASE  CEREBLON // SUBFAMILY NOT NAMED (1 of 7)Phvul.002G245000
Sulfite exporter TauE/SafE family protein Phvul.002G245000PTHR14255//PTHR14255:SF6 - ATP-DEPENDENT PROTEASE  CEREBLON // SUBFAMILY NOT NAMED (1 of 7)Phvul.002G245000
myosin 1 Phvul.003G002200PTHR13140:SF384 - MYOSIN-2 (1 of 4)Phvul.003G002200
myosin 1 Phvul.003G002200PTHR13140:SF384 - MYOSIN-2 (1 of 4)Phvul.003G002200
myosin 1 Phvul.003G002200PTHR13140:SF384 - MYOSIN-2 (1 of 4)Phvul.003G002200
myosin 1 Phvul.003G002200PTHR13140:SF384 - MYOSIN-2 (1 of 4)Phvul.003G002200
myosin 1 Phvul.003G002200PTHR13140:SF384 - MYOSIN-2 (1 of 4)Phvul.003G002200
myosin 1 Phvul.003G002200PTHR13140:SF384 - MYOSIN-2 (1 of 4)Phvul.003G002200

0 0 0 Phvul.003G050200
0 0 0 Phvul.003G050200
0 0 0 Phvul.003G244225
0 0 0 Phvul.003G244225
0 0 0 Phvul.003G244225

SU(VAR)3-9 homolog 9 Phvul.003G282200PTHR22884:SF95 - HISTONE-LYSINE N-METHYLTRANSFERASE, H3 LYSINE-9 SPECIFIC SUVH7-RELATED (1 of 2)Phvul.003G282200
SU(VAR)3-9 homolog 9 Phvul.003G282200PTHR22884:SF95 - HISTONE-LYSINE N-METHYLTRANSFERASE, H3 LYSINE-9 SPECIFIC SUVH7-RELATED (1 of 2)Phvul.003G282200
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.003G282250PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.003G282250
polyribonucleotide nucleotidyltransferase, putativePhvul.004G0111002.7.7.8 - Polyribonucleotide nucleotidyltransferase / Polynucleotide phosphorylase (1 of 2)Phvul.004G011100
somatic embryogenesis receptor-like kinase 1 Phvul.004G086300K13418 - somatic embryogenesis receptor kinase 1 [EC:2.7.10.1 2.7.11.1] (SERK1)  (1 of 2)Phvul.004G086300
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somatic embryogenesis receptor-like kinase 1 Phvul.004G086300K13418 - somatic embryogenesis receptor kinase 1 [EC:2.7.10.1 2.7.11.1] (SERK1)  (1 of 2)Phvul.004G086300
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.005G041300PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.005G041300
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.005G041300PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.005G041300
Nucleoporin autopeptidase Phvul.005G069700K14297 - nuclear pore complex protein Nup98-Nup96 (NUP98, ADAR2, NUP116)  (1 of 3)Phvul.005G069700
Nucleoporin autopeptidase Phvul.005G069700K14297 - nuclear pore complex protein Nup98-Nup96 (NUP98, ADAR2, NUP116)  (1 of 3)Phvul.005G069700
Protein of unknown function (DUF616) Phvul.005G072000PTHR12956//PTHR12956:SF30 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G072000
transducin family protein / WD-40 repeat family proteinPhvul.006G027500PTHR22838:SF3 - WD-REPEAT PROTEIN-LIKE (1 of 2)Phvul.006G027500
transducin family protein / WD-40 repeat family proteinPhvul.006G027500PTHR22838:SF3 - WD-REPEAT PROTEIN-LIKE (1 of 2)Phvul.006G027500
Ribose 5-phosphate isomerase, type A protein Phvul.006G100600PTHR11934:SF0 - RIBOSE-5-PHOSPHATE ISOMERASE (1 of 1)Phvul.006G100600
late embryogenesis abundant protein-related / LEA protein-relatedPhvul.006G1264002.4.1.10 - Levansucrase / Sucrose 6-fructosyltransferase (1 of 3)Phvul.006G126400
late embryogenesis abundant protein-related / LEA protein-relatedPhvul.006G1264002.4.1.10 - Levansucrase / Sucrose 6-fructosyltransferase (1 of 3)Phvul.006G126400
Ankyrin repeat family protein Phvul.006G170700PF12796//PF13962 - Ankyrin repeats (3 copies) (Ank_2)  // Domain of unknown function (PGG)  (1 of 27)Phvul.006G170700
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.008G107400PF01535//PF12854//PF13041 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 29)Phvul.008G107400
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.008G107400PF01535//PF12854//PF13041 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 29)Phvul.008G107400
LA RNA-binding protein Phvul.008G206300PTHR22792:SF68 - LA-RELATED PROTEIN 1A (1 of 1)Phvul.008G206300
Leucine-rich repeat protein kinase family protein Phvul.009G103100PF07714//PF08263//PF13855 - Protein tyrosine kinase (Pkinase_Tyr)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 16)Phvul.009G103100
Protein of unknown function (DUF740) Phvul.010G008500PF05340 - Protein of unknown function (DUF740) (DUF740)  (1 of 6)Phvul.010G008500
OBF-binding protein 3 Phvul.010G013500PF02701 - Dof domain, zinc finger (zf-Dof)  (1 of 41)Phvul.010G013500
Histone H3 K4-specific methyltransferase SET7/9 family proteinPhvul.010G044000PTHR23084:SF156 - RADIAL SPOKE HEAD 10 HOMOLOG B2 (1 of 3)Phvul.010G044000
Histone H3 K4-specific methyltransferase SET7/9 family proteinPhvul.010G044000PTHR23084:SF156 - RADIAL SPOKE HEAD 10 HOMOLOG B2 (1 of 3)Phvul.010G044000
Histone H3 K4-specific methyltransferase SET7/9 family proteinPhvul.010G044000PTHR23084:SF156 - RADIAL SPOKE HEAD 10 HOMOLOG B2 (1 of 3)Phvul.010G044000
Histone H3 K4-specific methyltransferase SET7/9 family proteinPhvul.010G044000PTHR23084:SF156 - RADIAL SPOKE HEAD 10 HOMOLOG B2 (1 of 3)Phvul.010G044000
Histone H3 K4-specific methyltransferase SET7/9 family proteinPhvul.010G044000PTHR23084:SF156 - RADIAL SPOKE HEAD 10 HOMOLOG B2 (1 of 3)Phvul.010G044000
Histone H3 K4-specific methyltransferase SET7/9 family proteinPhvul.010G044000PTHR23084:SF156 - RADIAL SPOKE HEAD 10 HOMOLOG B2 (1 of 3)Phvul.010G044000
Histone H3 K4-specific methyltransferase SET7/9 family proteinPhvul.010G044000PTHR23084:SF156 - RADIAL SPOKE HEAD 10 HOMOLOG B2 (1 of 3)Phvul.010G044000
Histone H3 K4-specific methyltransferase SET7/9 family proteinPhvul.010G044000PTHR23084:SF156 - RADIAL SPOKE HEAD 10 HOMOLOG B2 (1 of 3)Phvul.010G044000
ABC-2 and Plant PDR ABC-type transporter family proteinPhvul.010G145600PTHR19241:SF246 - ABC TRANSPORTER G FAMILY MEMBER 29 (1 of 2)Phvul.010G145600
NB-ARC domain-containing disease resistance proteinPhvul.011G181700PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G181700
NB-ARC domain-containing disease resistance proteinPhvul.011G200820PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G200820
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G202100PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G202100
NB-ARC domain-containing disease resistance proteinPhvul.011G202300PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G202300
LRR and NB-ARC domains-containing disease resistance proteinPhvul.011G203100PTHR23155//PTHR23155:SF414 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 124)Phvul.011G203100
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NAME DESCRIPTION
not assigned.annotated (original description: pacid=37163660 transcript=Phvul.004G048000.1 locus=Phvul.004G048000 ID=Phvul.004G048000.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 137.0)
not assigned.annotated (original description: pacid=37168996 transcript=Phvul.001G224800.2 locus=Phvul.001G224800 ID=Phvul.001G224800.2.v2.1 annot-version=v2.1) & no description available(sp|q10az7|gpa3_orysj : 136.0)
not assigned.annotated (original description: pacid=37168996 transcript=Phvul.001G224800.2 locus=Phvul.001G224800 ID=Phvul.001G224800.2.v2.1 annot-version=v2.1) & no description available(sp|q10az7|gpa3_orysj : 136.0)
not assigned.annotated (original description: pacid=37168996 transcript=Phvul.001G224800.2 locus=Phvul.001G224800 ID=Phvul.001G224800.2.v2.1 annot-version=v2.1) & no description available(sp|q10az7|gpa3_orysj : 136.0)
not assigned.annotated (original description: pacid=37168996 transcript=Phvul.001G224800.2 locus=Phvul.001G224800 ID=Phvul.001G224800.2.v2.1 annot-version=v2.1) & no description available(sp|q10az7|gpa3_orysj : 136.0)
not assigned.annotated (original description: pacid=37165645 transcript=Phvul.007G201700.1 locus=Phvul.007G201700 ID=Phvul.007G201700.1.v2.1 annot-version=v2.1) & Acyl-CoA-binding domain-containing protein 5 OS=Arabidopsis thaliana (sp|q8rwd9|acbp5_arath : 133.0)
not assigned.annotated (original description: pacid=37165645 transcript=Phvul.007G201700.1 locus=Phvul.007G201700 ID=Phvul.007G201700.1.v2.1 annot-version=v2.1) & Acyl-CoA-binding domain-containing protein 5 OS=Arabidopsis thaliana (sp|q8rwd9|acbp5_arath : 133.0)
not assigned.annotated (original description: pacid=37160667 transcript=Phvul.008G061300.2 locus=Phvul.008G061300 ID=Phvul.008G061300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g63020 OS=Arabidopsis thaliana (sp|q8rxs5|drl40_arath : 433.0)
not assigned.annotated (original description: pacid=37160667 transcript=Phvul.008G061300.2 locus=Phvul.008G061300 ID=Phvul.008G061300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g63020 OS=Arabidopsis thaliana (sp|q8rxs5|drl40_arath : 433.0)
not assigned.annotated (original description: pacid=37160667 transcript=Phvul.008G061300.2 locus=Phvul.008G061300 ID=Phvul.008G061300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g63020 OS=Arabidopsis thaliana (sp|q8rxs5|drl40_arath : 433.0)
not assigned.annotated (original description: pacid=37160667 transcript=Phvul.008G061300.2 locus=Phvul.008G061300 ID=Phvul.008G061300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g63020 OS=Arabidopsis thaliana (sp|q8rxs5|drl40_arath : 433.0)
External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37177951 transcript=Phvul.002G079200.1 locus=Phvul.002G079200 ID=Phvul.002G079200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37168368 transcript=Phvul.001G217600.1 locus=Phvul.001G217600 ID=Phvul.001G217600.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (GATA)transcription factor (GATA) (original description: pacid=37177588 transcript=Phvul.002G001500.1 locus=Phvul.002G001500 ID=Phvul.002G001500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (GATA)transcription factor (GATA) (original description: pacid=37177588 transcript=Phvul.002G001500.1 locus=Phvul.002G001500 ID=Phvul.002G001500.1.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37146968 transcript=Phvul.003G072500.1 locus=Phvul.003G072500 ID=Phvul.003G072500.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37145696 transcript=Phvul.003G244225.3 locus=Phvul.003G244225 ID=Phvul.003G244225.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37145696 transcript=Phvul.003G244225.3 locus=Phvul.003G244225 ID=Phvul.003G244225.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37145696 transcript=Phvul.003G244225.3 locus=Phvul.003G244225 ID=Phvul.003G244225.3.v2.1 annot-version=v2.1)
External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37163438 transcript=Phvul.004G137300.1 locus=Phvul.004G137300 ID=Phvul.004G137300.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.E3 ubiquitin ligase (SINA)SINA-class E3 ligase (original description: pacid=37154353 transcript=Phvul.005G029400.3 locus=Phvul.005G029400 ID=Phvul.005G029400.3.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.E3 ubiquitin ligase (SINA)SINA-class E3 ligase (original description: pacid=37154353 transcript=Phvul.005G029400.3 locus=Phvul.005G029400 ID=Phvul.005G029400.3.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.E3 ubiquitin ligase (SINA)SINA-class E3 ligase (original description: pacid=37154353 transcript=Phvul.005G029400.3 locus=Phvul.005G029400 ID=Phvul.005G029400.3.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (SBP)transcription factor (SBP) (original description: pacid=37166230 transcript=Phvul.007G210600.1 locus=Phvul.007G210600 ID=Phvul.007G210600.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (SBP)transcription factor (SBP) (original description: pacid=37166230 transcript=Phvul.007G210600.1 locus=Phvul.007G210600 ID=Phvul.007G210600.1.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid trafficking.endoplasmic reticulum-plastid lipid transfer.TGD lipid importer complex.ATPase component TGD3ATPase component TGD3 of TGD lipid importer complex (original description: pacid=37160544 transcript=Phvul.008G055500.1 locus=Phvul.008G055500 ID=Phvul.008G055500.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37157769 transcript=Phvul.008G280900.1 locus=Phvul.008G280900 ID=Phvul.008G280900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157769 transcript=Phvul.008G280900.1 locus=Phvul.008G280900 ID=Phvul.008G280900.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37142699 transcript=Phvul.010G136700.1 locus=Phvul.010G136700 ID=Phvul.010G136700.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37154984 transcript=Phvul.011G149100.7 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154984 transcript=Phvul.011G149100.7 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154984 transcript=Phvul.011G149100.7 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154984 transcript=Phvul.011G149100.7 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154984 transcript=Phvul.011G149100.7 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154984 transcript=Phvul.011G149100.7 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154984 transcript=Phvul.011G149100.7 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156909 transcript=Phvul.011G166100.1 locus=Phvul.011G166100 ID=Phvul.011G166100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 458.0)
not assigned.annotated (original description: pacid=37171124 transcript=Phvul.001G128200.2 locus=Phvul.001G128200 ID=Phvul.001G128200.2.v2.1 annot-version=v2.1) & TMV resistance protein N OS=Nicotiana glutinosa (sp|q40392|tmvrn_nicgu : 238.0)
not assigned.annotated (original description: pacid=37169603 transcript=Phvul.001G134000.1 locus=Phvul.001G134000 ID=Phvul.001G134000.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 413.0)
not assigned.annotated (original description: pacid=37169603 transcript=Phvul.001G134000.1 locus=Phvul.001G134000 ID=Phvul.001G134000.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 413.0)
Phytohormone action.strigolactone.perception and signal transduction.signal transducer (SMXL)SMXL strigolactone signal transducer (original description: pacid=37170890 transcript=Phvul.001G243900.1 locus=Phvul.001G243900 ID=Phvul.001G243900.1.v2.1 annot-version=v2.1) &
Phytohormone action.strigolactone.perception and signal transduction.signal transducer (SMXL)SMXL strigolactone signal transducer (original description: pacid=37170890 transcript=Phvul.001G243900.1 locus=Phvul.001G243900 ID=Phvul.001G243900.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37177208 transcript=Phvul.002G057300.2 locus=Phvul.002G057300 ID=Phvul.002G057300.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177208 transcript=Phvul.002G057300.2 locus=Phvul.002G057300 ID=Phvul.002G057300.2.v2.1 annot-version=v2.1)
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Do not distribute

Phytohormone action.abscisic acid.conjugation and degradation.abscisic acid hydroxylaseabscisic acid hydroxylase (original description: pacid=37176949 transcript=Phvul.002G122200.1 locus=Phvul.002G122200 ID=Phvul.002G122200.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175068 transcript=Phvul.002G187600.1 locus=Phvul.002G187600 ID=Phvul.002G187600.1.v2.1 annot-version=v2.1)
RNA processing.RNA 3-end processing.mRNA polyadenylation.poly(A) RNA polymerase activity.poly(A) RNA polymerase regulatory proteinpoly(A) RNA polymerase regulatory protein (original description: pacid=37177379 transcript=Phvul.002G261500.1 locus=Phvul.002G261500 ID=Phvul.002G261500.1.v2.1 annot-version=v2.1) &
RNA processing.RNA 3-end processing.mRNA polyadenylation.poly(A) RNA polymerase activity.poly(A) RNA polymerase regulatory proteinpoly(A) RNA polymerase regulatory protein (original description: pacid=37177379 transcript=Phvul.002G261500.1 locus=Phvul.002G261500 ID=Phvul.002G261500.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37147525 transcript=Phvul.003G101200.1 locus=Phvul.003G101200 ID=Phvul.003G101200.1.v2.1 annot-version=v2.1) & CASP-like protein 1E1 OS=Glycine max (sp|c6tbd0|cspl6_soybn : 249.0)
not assigned.annotated (original description: pacid=37147525 transcript=Phvul.003G101200.1 locus=Phvul.003G101200 ID=Phvul.003G101200.1.v2.1 annot-version=v2.1) & CASP-like protein 1E1 OS=Glycine max (sp|c6tbd0|cspl6_soybn : 249.0)
Coenzyme metabolism.iron-sulfur cluster assembly machinery.plastidial SUF system.assembly phase.SUF-SE sulfur transfer complex.component SUF-E2/-E3component SUF-E2/-E3 of plastidial SUF system assembly phase (original description: pacid=37146060 transcript=Phvul.003G202900.1 locus=Phvul.003G202900 ID=Phvul.003G202900.1.v2.1 annot-version=v2.1) &
Coenzyme metabolism.iron-sulfur cluster assembly machinery.plastidial SUF system.assembly phase.SUF-SE sulfur transfer complex.component SUF-E2/-E3component SUF-E2/-E3 of plastidial SUF system assembly phase (original description: pacid=37146060 transcript=Phvul.003G202900.1 locus=Phvul.003G202900 ID=Phvul.003G202900.1.v2.1 annot-version=v2.1) &
Chromatin organisation.histone chaperone activities.FACT histone chaperone complex.component SSRPcomponent SSRP of FACT histone chaperone complex (original description: pacid=37162776 transcript=Phvul.004G026200.1 locus=Phvul.004G026200 ID=Phvul.004G026200.1.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37163195 transcript=Phvul.004G140400.1 locus=Phvul.004G140400 ID=Phvul.004G140400.1.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37163195 transcript=Phvul.004G140400.1 locus=Phvul.004G140400 ID=Phvul.004G140400.1.v2.1 annot-version=v2.1) &
Coenzyme metabolism.tetrapyrrol biosynthesis.siroheme biosynthesis.uroporphyrinogen III methyltransferaseuroporphyrinogen III methyltransferase (original description: pacid=37152438 transcript=Phvul.005G038200.1 locus=Phvul.005G038200 ID=Phvul.005G038200.1.v2.1 annot-version=v2.1) &
Coenzyme metabolism.tetrapyrrol biosynthesis.siroheme biosynthesis.uroporphyrinogen III methyltransferaseuroporphyrinogen III methyltransferase (original description: pacid=37152438 transcript=Phvul.005G038200.1 locus=Phvul.005G038200 ID=Phvul.005G038200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153472 transcript=Phvul.005G087100.1 locus=Phvul.005G087100 ID=Phvul.005G087100.1.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 303.0)
not assigned.annotated (original description: pacid=37153472 transcript=Phvul.005G087100.1 locus=Phvul.005G087100 ID=Phvul.005G087100.1.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 303.0)
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (CrlRLK1)protein kinase (CrlRLK1) (original description: pacid=37173044 transcript=Phvul.006G102700.1 locus=Phvul.006G102700 ID=Phvul.006G102700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.ITS2 rRNA removal.pre-rRNA cleavage factor (LAS1)LAS1 pre-rRNA cleavage factor involved in ITS2 rRNA removal (original description: pacid=37157997 transcript=Phvul.008G202300.1 locus=Phvul.008G202300 ID=Phvul.008G202300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.APC superfamily.potassium cation transporter (HAK/KUP/KT)potassium cation transporter (HAK/KUP/KT) (original description: pacid=37159589 transcript=Phvul.008G259600.2 locus=Phvul.008G259600 ID=Phvul.008G259600.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.APC superfamily.potassium cation transporter (HAK/KUP/KT)potassium cation transporter (HAK/KUP/KT) (original description: pacid=37159589 transcript=Phvul.008G259600.2 locus=Phvul.008G259600 ID=Phvul.008G259600.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.APC superfamily.potassium cation transporter (HAK/KUP/KT)potassium cation transporter (HAK/KUP/KT) (original description: pacid=37159589 transcript=Phvul.008G259600.2 locus=Phvul.008G259600 ID=Phvul.008G259600.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.APC superfamily.potassium cation transporter (HAK/KUP/KT)potassium cation transporter (HAK/KUP/KT) (original description: pacid=37159589 transcript=Phvul.008G259600.2 locus=Phvul.008G259600 ID=Phvul.008G259600.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37142428 transcript=Phvul.010G131650.1 locus=Phvul.010G131650 ID=Phvul.010G131650.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37143313 transcript=Phvul.010G132333.3 locus=Phvul.010G132333 ID=Phvul.010G132333.3.v2.1 annot-version=v2.1) & Disease resistance protein RML1A OS=Arabidopsis thaliana (sp|f4i594|rlm1a_arath : 191.0)
External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37143628 transcript=Phvul.010G136800.1 locus=Phvul.010G136800 ID=Phvul.010G136800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142610 transcript=Phvul.010G151400.6 locus=Phvul.010G151400 ID=Phvul.010G151400.6.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142610 transcript=Phvul.010G151400.6 locus=Phvul.010G151400 ID=Phvul.010G151400.6.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142610 transcript=Phvul.010G151400.6 locus=Phvul.010G151400 ID=Phvul.010G151400.6.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142610 transcript=Phvul.010G151400.6 locus=Phvul.010G151400 ID=Phvul.010G151400.6.v2.1 annot-version=v2.1)
External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37154763 transcript=Phvul.011G140300.1 locus=Phvul.011G140300 ID=Phvul.011G140300.1.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37156164 transcript=Phvul.011G140400.1 locus=Phvul.011G140400 ID=Phvul.011G140400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37157447 transcript=Phvul.011G151300.1 locus=Phvul.011G151300 ID=Phvul.011G151300.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 503.0)
not assigned.annotated (original description: pacid=37156104 transcript=Phvul.011G181700.1 locus=Phvul.011G181700 ID=Phvul.011G181700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 541.0)
not assigned.annotated (original description: pacid=37156104 transcript=Phvul.011G181700.1 locus=Phvul.011G181700 ID=Phvul.011G181700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 541.0)
not assigned.annotated (original description: pacid=37157092 transcript=Phvul.011G192400.1 locus=Phvul.011G192400 ID=Phvul.011G192400.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 474.0)
not assigned.annotated (original description: pacid=37155577 transcript=Phvul.011G192600.1 locus=Phvul.011G192600 ID=Phvul.011G192600.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 513.0)
not assigned.annotated (original description: pacid=37155824 transcript=Phvul.011G193100.1 locus=Phvul.011G193100 ID=Phvul.011G193100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 538.0)
not assigned.annotated (original description: pacid=37155134 transcript=Phvul.011G193500.1 locus=Phvul.011G193500 ID=Phvul.011G193500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 543.0)
not assigned.annotated (original description: pacid=37155823 transcript=Phvul.011G193600.1 locus=Phvul.011G193600 ID=Phvul.011G193600.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 541.0)
not assigned.annotated (original description: pacid=37155090 transcript=Phvul.011G194800.1 locus=Phvul.011G194800 ID=Phvul.011G194800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 501.0)
not assigned.annotated (original description: pacid=37154689 transcript=Phvul.011G194900.1 locus=Phvul.011G194900 ID=Phvul.011G194900.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 555.0)
not assigned.annotated (original description: pacid=37157033 transcript=Phvul.011G195000.1 locus=Phvul.011G195000 ID=Phvul.011G195000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 536.0)
not assigned.annotated (original description: pacid=37156343 transcript=Phvul.011G195200.1 locus=Phvul.011G195200 ID=Phvul.011G195200.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 549.0)
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not assigned.annotated (original description: pacid=37157211 transcript=Phvul.011G195400.2 locus=Phvul.011G195400 ID=Phvul.011G195400.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 360.0)
not assigned.annotated (original description: pacid=37155487 transcript=Phvul.011G195500.1 locus=Phvul.011G195500 ID=Phvul.011G195500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 483.0)
not assigned.annotated (original description: pacid=37156565 transcript=Phvul.011G196000.1 locus=Phvul.011G196000 ID=Phvul.011G196000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 543.0)
not assigned.annotated (original description: pacid=37157155 transcript=Phvul.011G196066.1 locus=Phvul.011G196066 ID=Phvul.011G196066.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 357.0)
not assigned.annotated (original description: pacid=37157395 transcript=Phvul.011G200820.1 locus=Phvul.011G200820 ID=Phvul.011G200820.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 565.0)
not assigned.annotated (original description: pacid=37157395 transcript=Phvul.011G200820.1 locus=Phvul.011G200820 ID=Phvul.011G200820.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 565.0)
not assigned.annotated (original description: pacid=37156073 transcript=Phvul.011G202100.1 locus=Phvul.011G202100 ID=Phvul.011G202100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 479.0)
not assigned.annotated (original description: pacid=37156073 transcript=Phvul.011G202100.1 locus=Phvul.011G202100 ID=Phvul.011G202100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 479.0)
not assigned.annotated (original description: pacid=37155566 transcript=Phvul.011G202300.1 locus=Phvul.011G202300 ID=Phvul.011G202300.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 483.0)
not assigned.annotated (original description: pacid=37155566 transcript=Phvul.011G202300.1 locus=Phvul.011G202300 ID=Phvul.011G202300.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 483.0)
not assigned.annotated (original description: pacid=37156337 transcript=Phvul.011G203100.1 locus=Phvul.011G203100 ID=Phvul.011G203100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 519.0)
not assigned.annotated (original description: pacid=37156337 transcript=Phvul.011G203100.1 locus=Phvul.011G203100 ID=Phvul.011G203100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 519.0)
not assigned.annotated (original description: pacid=37157542 transcript=Phvul.L002337.2 locus=Phvul.L002337 ID=Phvul.L002337.2.v2.1 annot-version=v2.1) & Alcohol dehydrogenase-like 7 OS=Arabidopsis thaliana (sp|q9fh04|adhl7_arath : 523.0)
not assigned.annotated (original description: pacid=37157542 transcript=Phvul.L002337.2 locus=Phvul.L002337 ID=Phvul.L002337.2.v2.1 annot-version=v2.1) & Alcohol dehydrogenase-like 7 OS=Arabidopsis thaliana (sp|q9fh04|adhl7_arath : 523.0)
not assigned.annotated (original description: pacid=37157542 transcript=Phvul.L002337.2 locus=Phvul.L002337 ID=Phvul.L002337.2.v2.1 annot-version=v2.1) & Alcohol dehydrogenase-like 7 OS=Arabidopsis thaliana (sp|q9fh04|adhl7_arath : 523.0)
not assigned.annotated (original description: pacid=37157542 transcript=Phvul.L002337.2 locus=Phvul.L002337 ID=Phvul.L002337.2.v2.1 annot-version=v2.1) & Alcohol dehydrogenase-like 7 OS=Arabidopsis thaliana (sp|q9fh04|adhl7_arath : 523.0)
not assigned.annotated (original description: pacid=37169910 transcript=Phvul.001G015600.3 locus=Phvul.001G015600 ID=Phvul.001G015600.3.v2.1 annot-version=v2.1) & Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana (sp|q8l7r3|lpct1_arath : 452.0)
not assigned.annotated (original description: pacid=37169910 transcript=Phvul.001G015600.3 locus=Phvul.001G015600 ID=Phvul.001G015600.3.v2.1 annot-version=v2.1) & Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana (sp|q8l7r3|lpct1_arath : 452.0)
not assigned.annotated (original description: pacid=37169910 transcript=Phvul.001G015600.3 locus=Phvul.001G015600 ID=Phvul.001G015600.3.v2.1 annot-version=v2.1) & Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana (sp|q8l7r3|lpct1_arath : 452.0)
not assigned.annotated (original description: pacid=37169910 transcript=Phvul.001G015600.3 locus=Phvul.001G015600 ID=Phvul.001G015600.3.v2.1 annot-version=v2.1) & Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana (sp|q8l7r3|lpct1_arath : 452.0)
External stimuli response.temperature.cold response.ICE-CBF cold acclimation transcriptional cascade.transcription factor (ICE1|2)transcription factor (ICE1|2) (original description: pacid=37167713 transcript=Phvul.001G085500.2 locus=Phvul.001G085500 ID=Phvul.001G085500.2.v2.1 annot-version=v2.1) &
External stimuli response.temperature.cold response.ICE-CBF cold acclimation transcriptional cascade.transcription factor (ICE1|2)transcription factor (ICE1|2) (original description: pacid=37167713 transcript=Phvul.001G085500.2 locus=Phvul.001G085500 ID=Phvul.001G085500.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cell wall proteins.expansin activities.alpha-class expansinalpha-class expansin (original description: pacid=37168526 transcript=Phvul.001G232600.1 locus=Phvul.001G232600 ID=Phvul.001G232600.1.v2.1 annot-version=v2.1) &
Cell wall organisation.cell wall proteins.expansin activities.alpha-class expansinalpha-class expansin (original description: pacid=37168526 transcript=Phvul.001G232600.1 locus=Phvul.001G232600 ID=Phvul.001G232600.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (PLATZ)transcription factor (PLATZ) (original description: pacid=37175648 transcript=Phvul.002G041400.4 locus=Phvul.002G041400 ID=Phvul.002G041400.4.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (PLATZ)transcription factor (PLATZ) (original description: pacid=37175648 transcript=Phvul.002G041400.4 locus=Phvul.002G041400 ID=Phvul.002G041400.4.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (PLATZ)transcription factor (PLATZ) (original description: pacid=37175648 transcript=Phvul.002G041400.4 locus=Phvul.002G041400 ID=Phvul.002G041400.4.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (PLATZ)transcription factor (PLATZ) (original description: pacid=37175648 transcript=Phvul.002G041400.4 locus=Phvul.002G041400 ID=Phvul.002G041400.4.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177875 transcript=Phvul.002G298800.1 locus=Phvul.002G298800 ID=Phvul.002G298800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At4g10955 OS=Arabidopsis thaliana (sp|q680c0|gdl62_arath : 442.0)
External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.non-canonical heterotrimeric G-protein complex.G-alpha component XLGG-alpha component XLG of non-canonical heterotrimeric G-protein complex (original description: pacid=37145098 transcript=Phvul.003G010900.1 locus=Phvul.003G010900 ID=Phvul.003G010900.1.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.pattern-triggered immunity (PTI) network.bacterial elicitor response.non-canonical heterotrimeric G-protein complex.G-alpha component XLGG-alpha component XLG of non-canonical heterotrimeric G-protein complex (original description: pacid=37145098 transcript=Phvul.003G010900.1 locus=Phvul.003G010900 ID=Phvul.003G010900.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.essential co-factor components.component PAP2/TAC2PAP2/TAC2 cofactor of plastid-encoded RNA polymerase (original description: pacid=37145330 transcript=Phvul.003G195800.2 locus=Phvul.003G195800 ID=Phvul.003G195800.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.essential co-factor components.component PAP2/TAC2PAP2/TAC2 cofactor of plastid-encoded RNA polymerase (original description: pacid=37145330 transcript=Phvul.003G195800.2 locus=Phvul.003G195800 ID=Phvul.003G195800.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37145501 transcript=Phvul.003G252400.1 locus=Phvul.003G252400 ID=Phvul.003G252400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37145501 transcript=Phvul.003G252400.1 locus=Phvul.003G252400 ID=Phvul.003G252400.1.v2.1 annot-version=v2.1) &
Protein homeostasis.autophagy.ATG9-2-18 membrane shuttling complex.components.component ATG2component ATG2 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37146502 transcript=Phvul.003G295800.4 locus=Phvul.003G295800 ID=Phvul.003G295800.4.v2.1 annot-version=v2.1) &
Protein homeostasis.autophagy.ATG9-2-18 membrane shuttling complex.components.component ATG2component ATG2 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37146502 transcript=Phvul.003G295800.4 locus=Phvul.003G295800 ID=Phvul.003G295800.4.v2.1 annot-version=v2.1) &
Protein homeostasis.autophagy.ATG9-2-18 membrane shuttling complex.components.component ATG2component ATG2 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37146502 transcript=Phvul.003G295800.4 locus=Phvul.003G295800 ID=Phvul.003G295800.4.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
not assigned.annotated (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
not assigned.annotated (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
not assigned.annotated (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
not assigned.annotated (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
not assigned.annotated (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
not assigned.annotated (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
not assigned.annotated (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
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not assigned.annotated (original description: pacid=37163660 transcript=Phvul.004G048000.1 locus=Phvul.004G048000 ID=Phvul.004G048000.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 137.0)
not assigned.annotated (original description: pacid=37163660 transcript=Phvul.004G048000.1 locus=Phvul.004G048000 ID=Phvul.004G048000.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 137.0)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly factor (MinD)MinD plastid division FtsZ assembly factor (original description: pacid=37162532 transcript=Phvul.004G106800.2 locus=Phvul.004G106800 ID=Phvul.004G106800.2.v2.1 annot-version=v2.1) &
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly factor (MinD)MinD plastid division FtsZ assembly factor (original description: pacid=37162532 transcript=Phvul.004G106800.2 locus=Phvul.004G106800 ID=Phvul.004G106800.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162837 transcript=Phvul.004G133100.1 locus=Phvul.004G133100 ID=Phvul.004G133100.1.v2.1 annot-version=v2.1) & Probable carboxylesterase 18 OS=Arabidopsis thaliana (sp|q9lt10|cxe18_arath : 385.0)
not assigned.annotated (original description: pacid=37154568 transcript=Phvul.005G165800.1 locus=Phvul.005G165800 ID=Phvul.005G165800.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g49730 OS=Arabidopsis thaliana (sp|p0c8a0|pp275_arath : 692.0)
not assigned.annotated (original description: pacid=37154568 transcript=Phvul.005G165800.1 locus=Phvul.005G165800 ID=Phvul.005G165800.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g49730 OS=Arabidopsis thaliana (sp|p0c8a0|pp275_arath : 692.0)
not assigned.annotated (original description: pacid=37171447 transcript=Phvul.006G066800.1 locus=Phvul.006G066800 ID=Phvul.006G066800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 446.0)
Cell wall organisation.cell wall proteins.expansin activities.alpha-class expansinalpha-class expansin (original description: pacid=37173891 transcript=Phvul.006G086800.1 locus=Phvul.006G086800 ID=Phvul.006G086800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon groupTrans-resveratrol di-O-methyltransferase OS=Vitis vinifera (sp|b6vjs4|romt_vitvi : 346.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 182.1) (original description: pacid=37173441 transcript=Phvul.006G180900.1 locus=Phvul.006G180900 ID=Phvul.006G180900.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon groupTrans-resveratrol di-O-methyltransferase OS=Vitis vinifera (sp|b6vjs4|romt_vitvi : 346.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 182.1) (original description: pacid=37173441 transcript=Phvul.006G180900.1 locus=Phvul.006G180900 ID=Phvul.006G180900.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37167355 transcript=Phvul.007G027400.1 locus=Phvul.007G027400 ID=Phvul.007G027400.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_3 hydrolases.EC_3.6 hydrolase acting on acid anhydrideATPase ARSA1 OS=Chlamydomonas reinhardtii (sp|a8jgb0|asna1_chlre : 369.0) & Enzyme classification.EC_3 hydrolases.EC_3.6 hydrolase acting on acid anhydride(50.3.6 : 133.9) (original description: pacid=37166954 transcript=Phvul.007G096800.1 locus=Phvul.007G096800 ID=Phvul.007G096800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37159143 transcript=Phvul.008G158100.1 locus=Phvul.008G158100 ID=Phvul.008G158100.1.v2.1 annot-version=v2.1) &
Lipid metabolism.phytosterol biosynthesis.campesterol.sterol C-24 methyltransferasesterol C-24 methyltransferase (original description: pacid=37149363 transcript=Phvul.009G020000.1 locus=Phvul.009G020000 ID=Phvul.009G020000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.phytosterol biosynthesis.campesterol.sterol C-24 methyltransferasesterol C-24 methyltransferase (original description: pacid=37149363 transcript=Phvul.009G020000.1 locus=Phvul.009G020000 ID=Phvul.009G020000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP)transcription factor (bZIP) (original description: pacid=37149873 transcript=Phvul.009G065500.2 locus=Phvul.009G065500 ID=Phvul.009G065500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP)transcription factor (bZIP) (original description: pacid=37149873 transcript=Phvul.009G065500.2 locus=Phvul.009G065500 ID=Phvul.009G065500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP)transcription factor (bZIP) (original description: pacid=37149873 transcript=Phvul.009G065500.2 locus=Phvul.009G065500 ID=Phvul.009G065500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.bZIP  transcription factor superfamily.transcription factor (bZIP)transcription factor (bZIP) (original description: pacid=37149873 transcript=Phvul.009G065500.2 locus=Phvul.009G065500 ID=Phvul.009G065500.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148715 transcript=Phvul.009G213300.1 locus=Phvul.009G213300 ID=Phvul.009G213300.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g19290 OS=Arabidopsis thaliana (sp|q9ln69|ppr50_arath : 769.0)
not assigned.annotated (original description: pacid=37149744 transcript=Phvul.009G226300.2 locus=Phvul.009G226300 ID=Phvul.009G226300.2.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 16 OS=Arabidopsis thaliana (sp|f4k5l5|tbl16_arath : 573.0)
not assigned.annotated (original description: pacid=37149744 transcript=Phvul.009G226300.2 locus=Phvul.009G226300 ID=Phvul.009G226300.2.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 16 OS=Arabidopsis thaliana (sp|f4k5l5|tbl16_arath : 573.0)
not assigned.annotated (original description: pacid=37149744 transcript=Phvul.009G226300.2 locus=Phvul.009G226300 ID=Phvul.009G226300.2.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 16 OS=Arabidopsis thaliana (sp|f4k5l5|tbl16_arath : 573.0)
not assigned.annotated (original description: pacid=37149744 transcript=Phvul.009G226300.2 locus=Phvul.009G226300 ID=Phvul.009G226300.2.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 16 OS=Arabidopsis thaliana (sp|f4k5l5|tbl16_arath : 573.0)
not assigned.annotated (original description: pacid=37151719 transcript=Phvul.009G233700.1 locus=Phvul.009G233700 ID=Phvul.009G233700.1.v2.1 annot-version=v2.1) & Probable disease resistance RPP8-like protein 2 OS=Arabidopsis thaliana (sp|p0c8s1|rp8l2_arath : 498.0)
not assigned.annotated (original description: pacid=37151719 transcript=Phvul.009G233700.1 locus=Phvul.009G233700 ID=Phvul.009G233700.1.v2.1 annot-version=v2.1) & Probable disease resistance RPP8-like protein 2 OS=Arabidopsis thaliana (sp|p0c8s1|rp8l2_arath : 498.0)
not assigned.annotated (original description: pacid=37151719 transcript=Phvul.009G233700.1 locus=Phvul.009G233700 ID=Phvul.009G233700.1.v2.1 annot-version=v2.1) & Probable disease resistance RPP8-like protein 2 OS=Arabidopsis thaliana (sp|p0c8s1|rp8l2_arath : 498.0)
not assigned.annotated (original description: pacid=37143979 transcript=Phvul.010G008700.2 locus=Phvul.010G008700 ID=Phvul.010G008700.2.v2.1 annot-version=v2.1) & TMV resistance protein N OS=Nicotiana glutinosa (sp|q40392|tmvrn_nicgu : 371.0)
not assigned.annotated (original description: pacid=37143979 transcript=Phvul.010G008700.2 locus=Phvul.010G008700 ID=Phvul.010G008700.2.v2.1 annot-version=v2.1) & TMV resistance protein N OS=Nicotiana glutinosa (sp|q40392|tmvrn_nicgu : 371.0)
not assigned.annotated (original description: pacid=37142864 transcript=Phvul.010G056500.1 locus=Phvul.010G056500 ID=Phvul.010G056500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g17670 OS=Arabidopsis thaliana (sp|q84j71|pp161_arath : 496.0)
not assigned.annotated (original description: pacid=37142864 transcript=Phvul.010G056500.1 locus=Phvul.010G056500 ID=Phvul.010G056500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g17670 OS=Arabidopsis thaliana (sp|q84j71|pp161_arath : 496.0)
not assigned.annotated (original description: pacid=37142368 transcript=Phvul.010G063100.1 locus=Phvul.010G063100 ID=Phvul.010G063100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 612.0)
not assigned.annotated (original description: pacid=37142879 transcript=Phvul.010G070584.1 locus=Phvul.010G070584 ID=Phvul.010G070584.1.v2.1 annot-version=v2.1) & Long-chain-alcohol oxidase FAO1 OS=Lotus japonicus (sp|b5wwz8|fao1_lotja : 932.0)
not assigned.not annotated no hits & (original description: pacid=37143904 transcript=Phvul.010G146900.7 locus=Phvul.010G146900 ID=Phvul.010G146900.7.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37143904 transcript=Phvul.010G146900.7 locus=Phvul.010G146900 ID=Phvul.010G146900.7.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37143904 transcript=Phvul.010G146900.7 locus=Phvul.010G146900 ID=Phvul.010G146900.7.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37143904 transcript=Phvul.010G146900.7 locus=Phvul.010G146900 ID=Phvul.010G146900.7.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37143904 transcript=Phvul.010G146900.7 locus=Phvul.010G146900 ID=Phvul.010G146900.7.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37143904 transcript=Phvul.010G146900.7 locus=Phvul.010G146900 ID=Phvul.010G146900.7.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156367 transcript=Phvul.011G014500.2 locus=Phvul.011G014500 ID=Phvul.011G014500.2.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 310.0)
not assigned.annotated (original description: pacid=37156367 transcript=Phvul.011G014500.2 locus=Phvul.011G014500 ID=Phvul.011G014500.2.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 310.0)
not assigned.annotated (original description: pacid=37156367 transcript=Phvul.011G014500.2 locus=Phvul.011G014500 ID=Phvul.011G014500.2.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 310.0)
not assigned.annotated (original description: pacid=37157349 transcript=Phvul.011G082700.3 locus=Phvul.011G082700 ID=Phvul.011G082700.3.v2.1 annot-version=v2.1) & P-loop NTPase domain-containing protein LPA1 homolog 1 OS=Arabidopsis thaliana (sp|q9fjh9|lpah1_arath : 804.0)
not assigned.annotated (original description: pacid=37157349 transcript=Phvul.011G082700.3 locus=Phvul.011G082700 ID=Phvul.011G082700.3.v2.1 annot-version=v2.1) & P-loop NTPase domain-containing protein LPA1 homolog 1 OS=Arabidopsis thaliana (sp|q9fjh9|lpah1_arath : 804.0)
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not assigned.annotated (original description: pacid=37157349 transcript=Phvul.011G082700.3 locus=Phvul.011G082700 ID=Phvul.011G082700.3.v2.1 annot-version=v2.1) & P-loop NTPase domain-containing protein LPA1 homolog 1 OS=Arabidopsis thaliana (sp|q9fjh9|lpah1_arath : 804.0)
not assigned.annotated (original description: pacid=37154977 transcript=Phvul.011G149400.1 locus=Phvul.011G149400 ID=Phvul.011G149400.1.v2.1 annot-version=v2.1) & Disease resistance protein At4g27190 OS=Arabidopsis thaliana (sp|q9t048|drl27_arath : 177.0)
not assigned.annotated (original description: pacid=37154977 transcript=Phvul.011G149400.1 locus=Phvul.011G149400 ID=Phvul.011G149400.1.v2.1 annot-version=v2.1) & Disease resistance protein At4g27190 OS=Arabidopsis thaliana (sp|q9t048|drl27_arath : 177.0)
not assigned.annotated (original description: pacid=37156674 transcript=Phvul.011G181500.1 locus=Phvul.011G181500 ID=Phvul.011G181500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 540.0)
not assigned.not annotated no hits & (original description: pacid=37154681 transcript=Phvul.011G182900.1 locus=Phvul.011G182900 ID=Phvul.011G182900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154681 transcript=Phvul.011G182900.1 locus=Phvul.011G182900 ID=Phvul.011G182900.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37155164 transcript=Phvul.011G191600.1 locus=Phvul.011G191600 ID=Phvul.011G191600.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 542.0)
not assigned.annotated (original description: pacid=37157159 transcript=Phvul.011G191800.1 locus=Phvul.011G191800 ID=Phvul.011G191800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 545.0)
not assigned.annotated (original description: pacid=37155368 transcript=Phvul.011G192200.1 locus=Phvul.011G192200 ID=Phvul.011G192200.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 525.0)
not assigned.annotated (original description: pacid=37155339 transcript=Phvul.011G192900.1 locus=Phvul.011G192900 ID=Phvul.011G192900.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 424.0)
not assigned.annotated (original description: pacid=37155339 transcript=Phvul.011G192900.1 locus=Phvul.011G192900 ID=Phvul.011G192900.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 424.0)
not assigned.annotated (original description: pacid=37155272 transcript=Phvul.011G195751.1 locus=Phvul.011G195751 ID=Phvul.011G195751.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 443.0)
not assigned.annotated (original description: pacid=37155563 transcript=Phvul.011G198400.1 locus=Phvul.011G198400 ID=Phvul.011G198400.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 558.0)
not assigned.annotated (original description: pacid=37154846 transcript=Phvul.011G201000.1 locus=Phvul.011G201000 ID=Phvul.011G201000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 333.0)
not assigned.annotated (original description: pacid=37156971 transcript=Phvul.011G201101.1 locus=Phvul.011G201101 ID=Phvul.011G201101.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 159.0)
not assigned.annotated (original description: pacid=37168061 transcript=Phvul.001G027100.1 locus=Phvul.001G027100 ID=Phvul.001G027100.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At5g43190 OS=Arabidopsis thaliana (sp|q9fhs6|fk119_arath : 285.0)
not assigned.annotated (original description: pacid=37171176 transcript=Phvul.001G123000.2 locus=Phvul.001G123000 ID=Phvul.001G123000.2.v2.1 annot-version=v2.1) & Alpha-glucosidase OS=Spinacia oleracea (sp|o04893|aglu_spiol : 80.9)
not assigned.annotated (original description: pacid=37171258 transcript=Phvul.001G132516.1 locus=Phvul.001G132516 ID=Phvul.001G132516.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 306.0)
not assigned.annotated (original description: pacid=37171258 transcript=Phvul.001G132516.1 locus=Phvul.001G132516 ID=Phvul.001G132516.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 306.0)
not assigned.annotated (original description: pacid=37169452 transcript=Phvul.001G132701.1 locus=Phvul.001G132701 ID=Phvul.001G132701.1.v2.1 annot-version=v2.1) & Disease resistance protein RGA2 OS=Solanum bulbocastanum (sp|q7xbq9|rga2_solbu : 325.0)
not assigned.annotated (original description: pacid=37169452 transcript=Phvul.001G132701.1 locus=Phvul.001G132701 ID=Phvul.001G132701.1.v2.1 annot-version=v2.1) & Disease resistance protein RGA2 OS=Solanum bulbocastanum (sp|q7xbq9|rga2_solbu : 325.0)
not assigned.annotated (original description: pacid=37170073 transcript=Phvul.001G132800.1 locus=Phvul.001G132800 ID=Phvul.001G132800.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 332.0)
not assigned.annotated (original description: pacid=37170073 transcript=Phvul.001G132800.1 locus=Phvul.001G132800 ID=Phvul.001G132800.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 332.0)
not assigned.annotated (original description: pacid=37167899 transcript=Phvul.001G132864.1 locus=Phvul.001G132864 ID=Phvul.001G132864.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 367.0)
not assigned.annotated (original description: pacid=37167899 transcript=Phvul.001G132864.1 locus=Phvul.001G132864 ID=Phvul.001G132864.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 367.0)
not assigned.annotated (original description: pacid=37168771 transcript=Phvul.001G133100.1 locus=Phvul.001G133100 ID=Phvul.001G133100.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 389.0)
not assigned.annotated (original description: pacid=37168771 transcript=Phvul.001G133100.1 locus=Phvul.001G133100 ID=Phvul.001G133100.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 389.0)
not assigned.annotated (original description: pacid=37168444 transcript=Phvul.001G133101.1 locus=Phvul.001G133101 ID=Phvul.001G133101.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 379.0)
not assigned.annotated (original description: pacid=37168444 transcript=Phvul.001G133101.1 locus=Phvul.001G133101 ID=Phvul.001G133101.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 379.0)
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37171243 transcript=Phvul.001G185400.1 locus=Phvul.001G185400 ID=Phvul.001G185400.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37171243 transcript=Phvul.001G185400.1 locus=Phvul.001G185400 ID=Phvul.001G185400.1.v2.1 annot-version=v2.1) &
Solute transport.channels.VIC superfamily.voltage-gated potassium cation channel (TPK/KCO)voltage-gated potassium cation channel (TPK/KCO) (original description: pacid=37170086 transcript=Phvul.001G217800.1 locus=Phvul.001G217800 ID=Phvul.001G217800.1.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.modification and degradation.polygalacturonase activities.polygalacturonase (PGX1)polygalacturonase (PGX1) (original description: pacid=37177802 transcript=Phvul.002G063500.1 locus=Phvul.002G063500 ID=Phvul.002G063500.1.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.modification and degradation.polygalacturonase activities.polygalacturonase (PGX1)polygalacturonase (PGX1) (original description: pacid=37177802 transcript=Phvul.002G063500.1 locus=Phvul.002G063500 ID=Phvul.002G063500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.phospholipase activities.phospholipase D activities.phospholipase D (PLD-delta)phospholipase D (PLD-delta) (original description: pacid=37175497 transcript=Phvul.002G104200.1 locus=Phvul.002G104200 ID=Phvul.002G104200.1.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.phospholipase activities.phospholipase D activities.phospholipase D (PLD-delta)phospholipase D (PLD-delta) (original description: pacid=37175497 transcript=Phvul.002G104200.1 locus=Phvul.002G104200 ID=Phvul.002G104200.1.v2.1 annot-version=v2.1) &
Chromatin organisation.DNA methylation.RNA-directed DNA methylation (RdDM) pathway.stabilization factor (SGS3)SGS3 stabilization factor of DNA methylation pathway (original description: pacid=37178074 transcript=Phvul.002G279500.1 locus=Phvul.002G279500 ID=Phvul.002G279500.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37146447 transcript=Phvul.003G050200.2 locus=Phvul.003G050200 ID=Phvul.003G050200.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37146447 transcript=Phvul.003G050200.2 locus=Phvul.003G050200 ID=Phvul.003G050200.2.v2.1 annot-version=v2.1)
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37144721 transcript=Phvul.003G104900.1 locus=Phvul.003G104900 ID=Phvul.003G104900.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 36 OS=Arabidopsis thaliana (sp|q84j88|hip36_arath : 102.0)
not assigned.annotated (original description: pacid=37144721 transcript=Phvul.003G104900.1 locus=Phvul.003G104900 ID=Phvul.003G104900.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 36 OS=Arabidopsis thaliana (sp|q84j88|hip36_arath : 102.0)
RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component Fip1component Fip1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37147165 transcript=Phvul.003G157600.1 locus=Phvul.003G157600 ID=Phvul.003G157600.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37146603 transcript=Phvul.003G158700.1 locus=Phvul.003G158700 ID=Phvul.003G158700.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37146603 transcript=Phvul.003G158700.1 locus=Phvul.003G158700 ID=Phvul.003G158700.1.v2.1 annot-version=v2.1) &
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RNA processing.organelle machinery.RNA editing.plastidial RNA editing factor activities (PPR-type).RNA editing factor (OTP82)RNA editing factor (OTP82) (original description: pacid=37146356 transcript=Phvul.003G162300.1 locus=Phvul.003G162300 ID=Phvul.003G162300.1.v2.1 annot-version=v2.1) &
RNA processing.organelle machinery.ribonuclease activities.exo-/endoribonuclease (RNase J)exo-/endoribonuclease (RNase J) (original description: pacid=37148378 transcript=Phvul.003G209600.2 locus=Phvul.003G209600 ID=Phvul.003G209600.2.v2.1 annot-version=v2.1) &
RNA processing.organelle machinery.ribonuclease activities.exo-/endoribonuclease (RNase J)exo-/endoribonuclease (RNase J) (original description: pacid=37148378 transcript=Phvul.003G209600.2 locus=Phvul.003G209600 ID=Phvul.003G209600.2.v2.1 annot-version=v2.1) &
Multi-process regulation.Rop-GTPase regulatory system.GTPase interactive protein kinase (RBK/RRK)GTPase interactive protein kinase (RBK/RRK) (original description: pacid=37148383 transcript=Phvul.003G288300.1 locus=Phvul.003G288300 ID=Phvul.003G288300.1.v2.1 annot-version=v2.1) &
Multi-process regulation.Rop-GTPase regulatory system.GTPase interactive protein kinase (RBK/RRK)GTPase interactive protein kinase (RBK/RRK) (original description: pacid=37148383 transcript=Phvul.003G288300.1 locus=Phvul.003G288300 ID=Phvul.003G288300.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB)transcription factor (MYB) (original description: pacid=37162815 transcript=Phvul.004G011400.1 locus=Phvul.004G011400 ID=Phvul.004G011400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162157 transcript=Phvul.004G064300.1 locus=Phvul.004G064300 ID=Phvul.004G064300.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 171.0)
not assigned.annotated (original description: pacid=37162157 transcript=Phvul.004G064300.1 locus=Phvul.004G064300 ID=Phvul.004G064300.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 171.0)
not assigned.annotated (original description: pacid=37163473 transcript=Phvul.004G131300.1 locus=Phvul.004G131300 ID=Phvul.004G131300.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g12300, mitochondrial OS=Arabidopsis thaliana (sp|q0wkv3|ppr36_arath : 382.0)
not assigned.annotated (original description: pacid=37163473 transcript=Phvul.004G131300.1 locus=Phvul.004G131300 ID=Phvul.004G131300.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g12300, mitochondrial OS=Arabidopsis thaliana (sp|q0wkv3|ppr36_arath : 382.0)
not assigned.annotated (original description: pacid=37154207 transcript=Phvul.005G031200.1 locus=Phvul.005G031200 ID=Phvul.005G031200.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 617.0)
External stimuli response.pathogen.defense mechanisms.defensin activities.defensin (PDF1)defensin (PDF1) (original description: pacid=37154287 transcript=Phvul.005G071300.1 locus=Phvul.005G071300 ID=Phvul.005G071300.1.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.defensin activities.defensin (PDF1)defensin (PDF1) (original description: pacid=37154287 transcript=Phvul.005G071300.1 locus=Phvul.005G071300 ID=Phvul.005G071300.1.v2.1 annot-version=v2.1) &
RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage Factor I (CF-Im) complex.component CPFS6/CFIm68component CPFS6/CFIm68 of Cleavage Factor I (CF-Im) complex (original description: pacid=37172307 transcript=Phvul.006G057000.1 locus=Phvul.006G057000 ID=Phvul.006G057000.1.v2.1 annot-version=v2.1) &
RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage Factor I (CF-Im) complex.component CPFS6/CFIm68component CPFS6/CFIm68 of Cleavage Factor I (CF-Im) complex (original description: pacid=37172194 transcript=Phvul.006G057100.5 locus=Phvul.006G057100 ID=Phvul.006G057100.5.v2.1 annot-version=v2.1) &
RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage Factor I (CF-Im) complex.component CPFS6/CFIm68component CPFS6/CFIm68 of Cleavage Factor I (CF-Im) complex (original description: pacid=37172194 transcript=Phvul.006G057100.5 locus=Phvul.006G057100 ID=Phvul.006G057100.5.v2.1 annot-version=v2.1) &
Chromatin organisation.histone modifications.histone deacetylation.SIRTUIN histone deacetylasehistone deacetylase (SRT) (original description: pacid=37171603 transcript=Phvul.006G057700.2 locus=Phvul.006G057700 ID=Phvul.006G057700.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171447 transcript=Phvul.006G066800.1 locus=Phvul.006G066800 ID=Phvul.006G066800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 446.0)
not assigned.annotated (original description: pacid=37171447 transcript=Phvul.006G066800.1 locus=Phvul.006G066800 ID=Phvul.006G066800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 446.0)
not assigned.annotated (original description: pacid=37165347 transcript=Phvul.007G086300.2 locus=Phvul.007G086300 ID=Phvul.007G086300.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 597.0)
not assigned.annotated (original description: pacid=37165347 transcript=Phvul.007G086300.2 locus=Phvul.007G086300 ID=Phvul.007G086300.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 597.0)
not assigned.annotated (original description: pacid=37159623 transcript=Phvul.008G014700.1 locus=Phvul.008G014700 ID=Phvul.008G014700.1.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 306.0)
not assigned.annotated (original description: pacid=37159623 transcript=Phvul.008G014700.1 locus=Phvul.008G014700 ID=Phvul.008G014700.1.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 306.0)
not assigned.annotated (original description: pacid=37158229 transcript=Phvul.008G072032.1 locus=Phvul.008G072032 ID=Phvul.008G072032.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 171.0)
not assigned.annotated (original description: pacid=37158229 transcript=Phvul.008G072032.1 locus=Phvul.008G072032 ID=Phvul.008G072032.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 171.0)
not assigned.not annotated no hits & (original description: pacid=37160500 transcript=Phvul.008G168300.2 locus=Phvul.008G168300 ID=Phvul.008G168300.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37160500 transcript=Phvul.008G168300.2 locus=Phvul.008G168300 ID=Phvul.008G168300.2.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.DMT superfamily.solute transporter (UmamiT)solute transporter (UmamiT) (original description: pacid=37150535 transcript=Phvul.009G039200.1 locus=Phvul.009G039200 ID=Phvul.009G039200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.AGC protein kinase superfamily.protein kinase (AGC-VII/NDR)protein kinase (AGC-VII/NDR) (original description: pacid=37149778 transcript=Phvul.009G079700.1 locus=Phvul.009G079700 ID=Phvul.009G079700.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.AGC protein kinase superfamily.protein kinase (AGC-VII/NDR)protein kinase (AGC-VII/NDR) (original description: pacid=37149778 transcript=Phvul.009G079700.1 locus=Phvul.009G079700 ID=Phvul.009G079700.1.v2.1 annot-version=v2.1) &
Multi-process regulation.Rop-GTPase regulatory system.small GTPase (ROP)small GTPase (ROP) (original description: pacid=37148638 transcript=Phvul.009G180800.2 locus=Phvul.009G180800 ID=Phvul.009G180800.2.v2.1 annot-version=v2.1) &
Multi-process regulation.Rop-GTPase regulatory system.small GTPase (ROP)small GTPase (ROP) (original description: pacid=37148638 transcript=Phvul.009G180800.2 locus=Phvul.009G180800 ID=Phvul.009G180800.2.v2.1 annot-version=v2.1) &
Multi-process regulation.Rop-GTPase regulatory system.small GTPase (ROP)small GTPase (ROP) (original description: pacid=37148638 transcript=Phvul.009G180800.2 locus=Phvul.009G180800 ID=Phvul.009G180800.2.v2.1 annot-version=v2.1) &
Multi-process regulation.Rop-GTPase regulatory system.small GTPase (ROP)small GTPase (ROP) (original description: pacid=37148638 transcript=Phvul.009G180800.2 locus=Phvul.009G180800 ID=Phvul.009G180800.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37152061 transcript=Phvul.009G249500.1 locus=Phvul.009G249500 ID=Phvul.009G249500.1.v2.1 annot-version=v2.1)
External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37142827 transcript=Phvul.010G025000.1 locus=Phvul.010G025000 ID=Phvul.010G025000.1.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37144038 transcript=Phvul.010G025700.1 locus=Phvul.010G025700 ID=Phvul.010G025700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37142695 transcript=Phvul.010G063700.2 locus=Phvul.010G063700 ID=Phvul.010G063700.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 528.0)
not assigned.not annotated no hits & (original description: pacid=37143741 transcript=Phvul.010G101700.1 locus=Phvul.010G101700 ID=Phvul.010G101700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37142901 transcript=Phvul.010G141400.1 locus=Phvul.010G141400 ID=Phvul.010G141400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37143246 transcript=Phvul.010G149500.1 locus=Phvul.010G149500 ID=Phvul.010G149500.1.v2.1 annot-version=v2.1) & Regulator of telomere elongation helicase 1 homolog OS=Oryza sativa subsp. japonica (sp|a0a0p0v4r0|rtel1_orysj : 203.0)
not assigned.annotated (original description: pacid=37143246 transcript=Phvul.010G149500.1 locus=Phvul.010G149500 ID=Phvul.010G149500.1.v2.1 annot-version=v2.1) & Regulator of telomere elongation helicase 1 homolog OS=Oryza sativa subsp. japonica (sp|a0a0p0v4r0|rtel1_orysj : 203.0)
RNA biosynthesis.transcriptional regulation.transcription factor (GRAS)transcription factor (GRAS) (original description: pacid=37157104 transcript=Phvul.011G015000.1 locus=Phvul.011G015000 ID=Phvul.011G015000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156674 transcript=Phvul.011G181500.1 locus=Phvul.011G181500 ID=Phvul.011G181500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 540.0)
not assigned.annotated (original description: pacid=37156674 transcript=Phvul.011G181500.1 locus=Phvul.011G181500 ID=Phvul.011G181500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 540.0)
not assigned.annotated (original description: pacid=37154890 transcript=Phvul.011G198000.1 locus=Phvul.011G198000 ID=Phvul.011G198000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 559.0)
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not assigned.annotated (original description: pacid=37154890 transcript=Phvul.011G198000.1 locus=Phvul.011G198000 ID=Phvul.011G198000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 559.0)
not assigned.annotated (original description: pacid=37154739 transcript=Phvul.011G200880.2 locus=Phvul.011G200880 ID=Phvul.011G200880.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 489.0)
not assigned.annotated (original description: pacid=37154739 transcript=Phvul.011G200880.2 locus=Phvul.011G200880 ID=Phvul.011G200880.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 489.0)
not assigned.annotated (original description: pacid=37154846 transcript=Phvul.011G201000.1 locus=Phvul.011G201000 ID=Phvul.011G201000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 333.0)
not assigned.annotated (original description: pacid=37154846 transcript=Phvul.011G201000.1 locus=Phvul.011G201000 ID=Phvul.011G201000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 333.0)
not assigned.annotated (original description: pacid=37156971 transcript=Phvul.011G201101.1 locus=Phvul.011G201101 ID=Phvul.011G201101.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 159.0)
not assigned.annotated (original description: pacid=37156971 transcript=Phvul.011G201101.1 locus=Phvul.011G201101 ID=Phvul.011G201101.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 159.0)
not assigned.annotated (original description: pacid=37156646 transcript=Phvul.011G202366.1 locus=Phvul.011G202366 ID=Phvul.011G202366.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 203.0)
not assigned.annotated (original description: pacid=37156646 transcript=Phvul.011G202366.1 locus=Phvul.011G202366 ID=Phvul.011G202366.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 203.0)
Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 11 OS=Arabidopsis thaliana (sp|q8l868|e1311_arath : 469.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 354.6) (original description: pacid=37163915 transcript=Phvul.L004500.1 locus=Phvul.L004500 ID=Phvul.L004500.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 11 OS=Arabidopsis thaliana (sp|q8l868|e1311_arath : 469.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 354.6) (original description: pacid=37163915 transcript=Phvul.L004500.1 locus=Phvul.L004500 ID=Phvul.L004500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (PLATZ)transcription factor (PLATZ) (original description: pacid=37168365 transcript=Phvul.001G183400.4 locus=Phvul.001G183400 ID=Phvul.001G183400.4.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (PLATZ)transcription factor (PLATZ) (original description: pacid=37168365 transcript=Phvul.001G183400.4 locus=Phvul.001G183400 ID=Phvul.001G183400.4.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (PLATZ)transcription factor (PLATZ) (original description: pacid=37168365 transcript=Phvul.001G183400.4 locus=Phvul.001G183400 ID=Phvul.001G183400.4.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (PLATZ)transcription factor (PLATZ) (original description: pacid=37168365 transcript=Phvul.001G183400.4 locus=Phvul.001G183400 ID=Phvul.001G183400.4.v2.1 annot-version=v2.1) &
RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.splicing factor (Whirly)Whirly-type plastidial RNA splicing factor (original description: pacid=37176882 transcript=Phvul.002G089800.1 locus=Phvul.002G089800 ID=Phvul.002G089800.1.v2.1 annot-version=v2.1) &
RNA processing.organelle machinery.pre-mRNA splicing.plastidial RNA splicing.splicing factor (Whirly)Whirly-type plastidial RNA splicing factor (original description: pacid=37176882 transcript=Phvul.002G089800.1 locus=Phvul.002G089800 ID=Phvul.002G089800.1.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.effector-triggered immunity (ETI) network.effector receptor (NLR)effector receptor (NLR) (original description: pacid=37177710 transcript=Phvul.002G171400.1 locus=Phvul.002G171400 ID=Phvul.002G171400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (TSUP)transport protein (TSUP) (original description: pacid=37177847 transcript=Phvul.002G244900.1 locus=Phvul.002G244900 ID=Phvul.002G244900.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (TSUP)transport protein (TSUP) (original description: pacid=37177847 transcript=Phvul.002G244900.1 locus=Phvul.002G244900 ID=Phvul.002G244900.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (TSUP)transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (TSUP)transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (TSUP)transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (TSUP)transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (TSUP)transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (TSUP)transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (TSUP)transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (TSUP)transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (TSUP)transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (TSUP)transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microfilament network.myosin microfilament-based motor protein activities.class VIII myosinclass VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microfilament network.myosin microfilament-based motor protein activities.class VIII myosinclass VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microfilament network.myosin microfilament-based motor protein activities.class VIII myosinclass VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microfilament network.myosin microfilament-based motor protein activities.class VIII myosinclass VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microfilament network.myosin microfilament-based motor protein activities.class VIII myosinclass VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microfilament network.myosin microfilament-based motor protein activities.class VIII myosinclass VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37146447 transcript=Phvul.003G050200.2 locus=Phvul.003G050200 ID=Phvul.003G050200.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37146447 transcript=Phvul.003G050200.2 locus=Phvul.003G050200 ID=Phvul.003G050200.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37145696 transcript=Phvul.003G244225.3 locus=Phvul.003G244225 ID=Phvul.003G244225.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37145696 transcript=Phvul.003G244225.3 locus=Phvul.003G244225 ID=Phvul.003G244225.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37145696 transcript=Phvul.003G244225.3 locus=Phvul.003G244225 ID=Phvul.003G244225.3.v2.1 annot-version=v2.1)
Chromatin organisation.DNA methylation.RNA-directed DNA methylation (RdDM) pathway.methyl-DNA-binding factor (SUVH2|9)SUVH2/9 methyl-DNA-binding factor of DNA methylation pathway (original description: pacid=37145910 transcript=Phvul.003G282200.3 locus=Phvul.003G282200 ID=Phvul.003G282200.3.v2.1 annot-version=v2.1) &
Chromatin organisation.DNA methylation.RNA-directed DNA methylation (RdDM) pathway.methyl-DNA-binding factor (SUVH2|9)SUVH2/9 methyl-DNA-binding factor of DNA methylation pathway (original description: pacid=37145910 transcript=Phvul.003G282200.3 locus=Phvul.003G282200 ID=Phvul.003G282200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37146499 transcript=Phvul.003G282250.1 locus=Phvul.003G282250 ID=Phvul.003G282250.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g03380, mitochondrial OS=Arabidopsis thaliana (sp|q9zq74|pp146_arath : 626.0)
RNA processing.organelle machinery.ribonuclease activities.polynucleotide phosphorylase (PNP)polynucleotide phosphorylase (PNP) (original description: pacid=37161570 transcript=Phvul.004G011100.1 locus=Phvul.004G011100 ID=Phvul.004G011100.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)protein kinase (LRR-II) (original description: pacid=37161848 transcript=Phvul.004G086300.2 locus=Phvul.004G086300 ID=Phvul.004G086300.2.v2.1 annot-version=v2.1) &
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Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)protein kinase (LRR-II) (original description: pacid=37161848 transcript=Phvul.004G086300.2 locus=Phvul.004G086300 ID=Phvul.004G086300.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154419 transcript=Phvul.005G041300.1 locus=Phvul.005G041300 ID=Phvul.005G041300.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g03510 OS=Arabidopsis thaliana (sp|q9lr72|ppr7_arath : 388.0)
not assigned.annotated (original description: pacid=37154419 transcript=Phvul.005G041300.1 locus=Phvul.005G041300 ID=Phvul.005G041300.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g03510 OS=Arabidopsis thaliana (sp|q9lr72|ppr7_arath : 388.0)
not assigned.annotated (original description: pacid=37152832 transcript=Phvul.005G069700.1 locus=Phvul.005G069700 ID=Phvul.005G069700.1.v2.1 annot-version=v2.1) & Nuclear pore complex protein NUP98A OS=Arabidopsis thaliana (sp|q8ry25|nu98a_arath : 109.0)
not assigned.annotated (original description: pacid=37152832 transcript=Phvul.005G069700.1 locus=Phvul.005G069700 ID=Phvul.005G069700.1.v2.1 annot-version=v2.1) & Nuclear pore complex protein NUP98A OS=Arabidopsis thaliana (sp|q8ry25|nu98a_arath : 109.0)
not assigned.not annotated no hits & (original description: pacid=37152508 transcript=Phvul.005G072000.1 locus=Phvul.005G072000 ID=Phvul.005G072000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37172484 transcript=Phvul.006G027500.1 locus=Phvul.006G027500 ID=Phvul.006G027500.1.v2.1 annot-version=v2.1) & WD repeat-containing protein 26 homolog OS=Arabidopsis thaliana (sp|q9fnn2|wdr26_arath : 697.0)
not assigned.annotated (original description: pacid=37172484 transcript=Phvul.006G027500.1 locus=Phvul.006G027500 ID=Phvul.006G027500.1.v2.1 annot-version=v2.1) & WD repeat-containing protein 26 homolog OS=Arabidopsis thaliana (sp|q9fnn2|wdr26_arath : 697.0)
Carbohydrate metabolism.oxidative pentose phosphate pathway.non-oxidative phase.ribose 5-phosphate isomeraseribose 5-phosphate isomerase (original description: pacid=37173541 transcript=Phvul.006G100600.1 locus=Phvul.006G100600 ID=Phvul.006G100600.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37171587 transcript=Phvul.006G126400.1 locus=Phvul.006G126400 ID=Phvul.006G126400.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37171587 transcript=Phvul.006G126400.1 locus=Phvul.006G126400 ID=Phvul.006G126400.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37171863 transcript=Phvul.006G170700.1 locus=Phvul.006G170700 ID=Phvul.006G170700.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37161510 transcript=Phvul.008G107400.1 locus=Phvul.008G107400 ID=Phvul.008G107400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g09060 OS=Arabidopsis thaliana (sp|q9ss81|pp221_arath : 736.0)
not assigned.annotated (original description: pacid=37161510 transcript=Phvul.008G107400.1 locus=Phvul.008G107400 ID=Phvul.008G107400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g09060 OS=Arabidopsis thaliana (sp|q9ss81|pp221_arath : 736.0)
RNA processing.RNA surveillance.mRNA deadenylation-dependent decay.XRN4-exoribonuclease cofactor (LARP1)XRN4-exoribonuclease cofactor (LARP1) (original description: pacid=37159819 transcript=Phvul.008G206300.1 locus=Phvul.008G206300 ID=Phvul.008G206300.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37149262 transcript=Phvul.009G103100.1 locus=Phvul.009G103100 ID=Phvul.009G103100.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37143651 transcript=Phvul.010G008500.1 locus=Phvul.010G008500 ID=Phvul.010G008500.1.v2.1 annot-version=v2.1) & no description available(sp|q9ss80|ops_arath : 167.0)
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (DOF)transcription factor (DOF) (original description: pacid=37142918 transcript=Phvul.010G013500.1 locus=Phvul.010G013500 ID=Phvul.010G013500.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
Solute transport.primary active transport.ABC superfamily.ABC2 family.subfamily ABCG transportersubfamily ABCG transporter (original description: pacid=37143235 transcript=Phvul.010G145600.1 locus=Phvul.010G145600 ID=Phvul.010G145600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156104 transcript=Phvul.011G181700.1 locus=Phvul.011G181700 ID=Phvul.011G181700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 541.0)
not assigned.annotated (original description: pacid=37157395 transcript=Phvul.011G200820.1 locus=Phvul.011G200820 ID=Phvul.011G200820.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 565.0)
not assigned.annotated (original description: pacid=37156073 transcript=Phvul.011G202100.1 locus=Phvul.011G202100 ID=Phvul.011G202100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 479.0)
not assigned.annotated (original description: pacid=37155566 transcript=Phvul.011G202300.1 locus=Phvul.011G202300 ID=Phvul.011G202300.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 483.0)
not assigned.annotated (original description: pacid=37156337 transcript=Phvul.011G203100.1 locus=Phvul.011G203100 ID=Phvul.011G203100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 519.0)
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 (original description: pacid=37163660 transcript=Phvul.004G048000.1 locus=Phvul.004G048000 ID=Phvul.004G048000.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 137.0)
 (original description: pacid=37168996 transcript=Phvul.001G224800.2 locus=Phvul.001G224800 ID=Phvul.001G224800.2.v2.1 annot-version=v2.1) & no description available(sp|q10az7|gpa3_orysj : 136.0)
 (original description: pacid=37168996 transcript=Phvul.001G224800.2 locus=Phvul.001G224800 ID=Phvul.001G224800.2.v2.1 annot-version=v2.1) & no description available(sp|q10az7|gpa3_orysj : 136.0)
 (original description: pacid=37168996 transcript=Phvul.001G224800.2 locus=Phvul.001G224800 ID=Phvul.001G224800.2.v2.1 annot-version=v2.1) & no description available(sp|q10az7|gpa3_orysj : 136.0)
 (original description: pacid=37168996 transcript=Phvul.001G224800.2 locus=Phvul.001G224800 ID=Phvul.001G224800.2.v2.1 annot-version=v2.1) & no description available(sp|q10az7|gpa3_orysj : 136.0)
 (original description: pacid=37165645 transcript=Phvul.007G201700.1 locus=Phvul.007G201700 ID=Phvul.007G201700.1.v2.1 annot-version=v2.1) & Acyl-CoA-binding domain-containing protein 5 OS=Arabidopsis thaliana (sp|q8rwd9|acbp5_arath : 133.0)
 (original description: pacid=37165645 transcript=Phvul.007G201700.1 locus=Phvul.007G201700 ID=Phvul.007G201700.1.v2.1 annot-version=v2.1) & Acyl-CoA-binding domain-containing protein 5 OS=Arabidopsis thaliana (sp|q8rwd9|acbp5_arath : 133.0)
 (original description: pacid=37160667 transcript=Phvul.008G061300.2 locus=Phvul.008G061300 ID=Phvul.008G061300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g63020 OS=Arabidopsis thaliana (sp|q8rxs5|drl40_arath : 433.0)
 (original description: pacid=37160667 transcript=Phvul.008G061300.2 locus=Phvul.008G061300 ID=Phvul.008G061300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g63020 OS=Arabidopsis thaliana (sp|q8rxs5|drl40_arath : 433.0)
 (original description: pacid=37160667 transcript=Phvul.008G061300.2 locus=Phvul.008G061300 ID=Phvul.008G061300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g63020 OS=Arabidopsis thaliana (sp|q8rxs5|drl40_arath : 433.0)
 (original description: pacid=37160667 transcript=Phvul.008G061300.2 locus=Phvul.008G061300 ID=Phvul.008G061300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g63020 OS=Arabidopsis thaliana (sp|q8rxs5|drl40_arath : 433.0)
effector receptor (NLR) (original description: pacid=37177951 transcript=Phvul.002G079200.1 locus=Phvul.002G079200 ID=Phvul.002G079200.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37168368 transcript=Phvul.001G217600.1 locus=Phvul.001G217600 ID=Phvul.001G217600.1.v2.1 annot-version=v2.1) &
transcription factor (GATA) (original description: pacid=37177588 transcript=Phvul.002G001500.1 locus=Phvul.002G001500 ID=Phvul.002G001500.1.v2.1 annot-version=v2.1) &
transcription factor (GATA) (original description: pacid=37177588 transcript=Phvul.002G001500.1 locus=Phvul.002G001500 ID=Phvul.002G001500.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37146968 transcript=Phvul.003G072500.1 locus=Phvul.003G072500 ID=Phvul.003G072500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37145696 transcript=Phvul.003G244225.3 locus=Phvul.003G244225 ID=Phvul.003G244225.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145696 transcript=Phvul.003G244225.3 locus=Phvul.003G244225 ID=Phvul.003G244225.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145696 transcript=Phvul.003G244225.3 locus=Phvul.003G244225 ID=Phvul.003G244225.3.v2.1 annot-version=v2.1)
effector receptor (NLR) (original description: pacid=37163438 transcript=Phvul.004G137300.1 locus=Phvul.004G137300 ID=Phvul.004G137300.1.v2.1 annot-version=v2.1) &
SINA-class E3 ligase (original description: pacid=37154353 transcript=Phvul.005G029400.3 locus=Phvul.005G029400 ID=Phvul.005G029400.3.v2.1 annot-version=v2.1) &
SINA-class E3 ligase (original description: pacid=37154353 transcript=Phvul.005G029400.3 locus=Phvul.005G029400 ID=Phvul.005G029400.3.v2.1 annot-version=v2.1) &
SINA-class E3 ligase (original description: pacid=37154353 transcript=Phvul.005G029400.3 locus=Phvul.005G029400 ID=Phvul.005G029400.3.v2.1 annot-version=v2.1) &
transcription factor (SBP) (original description: pacid=37166230 transcript=Phvul.007G210600.1 locus=Phvul.007G210600 ID=Phvul.007G210600.1.v2.1 annot-version=v2.1) &
transcription factor (SBP) (original description: pacid=37166230 transcript=Phvul.007G210600.1 locus=Phvul.007G210600 ID=Phvul.007G210600.1.v2.1 annot-version=v2.1) &
ATPase component TGD3 of TGD lipid importer complex (original description: pacid=37160544 transcript=Phvul.008G055500.1 locus=Phvul.008G055500 ID=Phvul.008G055500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37157769 transcript=Phvul.008G280900.1 locus=Phvul.008G280900 ID=Phvul.008G280900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157769 transcript=Phvul.008G280900.1 locus=Phvul.008G280900 ID=Phvul.008G280900.1.v2.1 annot-version=v2.1)
 (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)
effector receptor (NLR) (original description: pacid=37142699 transcript=Phvul.010G136700.1 locus=Phvul.010G136700 ID=Phvul.010G136700.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154984 transcript=Phvul.011G149100.7 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154984 transcript=Phvul.011G149100.7 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154984 transcript=Phvul.011G149100.7 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154984 transcript=Phvul.011G149100.7 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154984 transcript=Phvul.011G149100.7 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154984 transcript=Phvul.011G149100.7 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154984 transcript=Phvul.011G149100.7 locus=Phvul.011G149100 ID=Phvul.011G149100.7.v2.1 annot-version=v2.1)
 (original description: pacid=37156909 transcript=Phvul.011G166100.1 locus=Phvul.011G166100 ID=Phvul.011G166100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 458.0)
 (original description: pacid=37171124 transcript=Phvul.001G128200.2 locus=Phvul.001G128200 ID=Phvul.001G128200.2.v2.1 annot-version=v2.1) & TMV resistance protein N OS=Nicotiana glutinosa (sp|q40392|tmvrn_nicgu : 238.0)
 (original description: pacid=37169603 transcript=Phvul.001G134000.1 locus=Phvul.001G134000 ID=Phvul.001G134000.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 413.0)
 (original description: pacid=37169603 transcript=Phvul.001G134000.1 locus=Phvul.001G134000 ID=Phvul.001G134000.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 413.0)
SMXL strigolactone signal transducer (original description: pacid=37170890 transcript=Phvul.001G243900.1 locus=Phvul.001G243900 ID=Phvul.001G243900.1.v2.1 annot-version=v2.1) &
SMXL strigolactone signal transducer (original description: pacid=37170890 transcript=Phvul.001G243900.1 locus=Phvul.001G243900 ID=Phvul.001G243900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37177208 transcript=Phvul.002G057300.2 locus=Phvul.002G057300 ID=Phvul.002G057300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177208 transcript=Phvul.002G057300.2 locus=Phvul.002G057300 ID=Phvul.002G057300.2.v2.1 annot-version=v2.1)
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abscisic acid hydroxylase (original description: pacid=37176949 transcript=Phvul.002G122200.1 locus=Phvul.002G122200 ID=Phvul.002G122200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175068 transcript=Phvul.002G187600.1 locus=Phvul.002G187600 ID=Phvul.002G187600.1.v2.1 annot-version=v2.1)
poly(A) RNA polymerase regulatory protein (original description: pacid=37177379 transcript=Phvul.002G261500.1 locus=Phvul.002G261500 ID=Phvul.002G261500.1.v2.1 annot-version=v2.1) &
poly(A) RNA polymerase regulatory protein (original description: pacid=37177379 transcript=Phvul.002G261500.1 locus=Phvul.002G261500 ID=Phvul.002G261500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147525 transcript=Phvul.003G101200.1 locus=Phvul.003G101200 ID=Phvul.003G101200.1.v2.1 annot-version=v2.1) & CASP-like protein 1E1 OS=Glycine max (sp|c6tbd0|cspl6_soybn : 249.0)
 (original description: pacid=37147525 transcript=Phvul.003G101200.1 locus=Phvul.003G101200 ID=Phvul.003G101200.1.v2.1 annot-version=v2.1) & CASP-like protein 1E1 OS=Glycine max (sp|c6tbd0|cspl6_soybn : 249.0)
component SUF-E2/-E3 of plastidial SUF system assembly phase (original description: pacid=37146060 transcript=Phvul.003G202900.1 locus=Phvul.003G202900 ID=Phvul.003G202900.1.v2.1 annot-version=v2.1) &
component SUF-E2/-E3 of plastidial SUF system assembly phase (original description: pacid=37146060 transcript=Phvul.003G202900.1 locus=Phvul.003G202900 ID=Phvul.003G202900.1.v2.1 annot-version=v2.1) &
component SSRP of FACT histone chaperone complex (original description: pacid=37162776 transcript=Phvul.004G026200.1 locus=Phvul.004G026200 ID=Phvul.004G026200.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37163195 transcript=Phvul.004G140400.1 locus=Phvul.004G140400 ID=Phvul.004G140400.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37163195 transcript=Phvul.004G140400.1 locus=Phvul.004G140400 ID=Phvul.004G140400.1.v2.1 annot-version=v2.1) &
uroporphyrinogen III methyltransferase (original description: pacid=37152438 transcript=Phvul.005G038200.1 locus=Phvul.005G038200 ID=Phvul.005G038200.1.v2.1 annot-version=v2.1) &
uroporphyrinogen III methyltransferase (original description: pacid=37152438 transcript=Phvul.005G038200.1 locus=Phvul.005G038200 ID=Phvul.005G038200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153472 transcript=Phvul.005G087100.1 locus=Phvul.005G087100 ID=Phvul.005G087100.1.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 303.0)
 (original description: pacid=37153472 transcript=Phvul.005G087100.1 locus=Phvul.005G087100 ID=Phvul.005G087100.1.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 303.0)
protein kinase (CrlRLK1) (original description: pacid=37173044 transcript=Phvul.006G102700.1 locus=Phvul.006G102700 ID=Phvul.006G102700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
LAS1 pre-rRNA cleavage factor involved in ITS2 rRNA removal (original description: pacid=37157997 transcript=Phvul.008G202300.1 locus=Phvul.008G202300 ID=Phvul.008G202300.1.v2.1 annot-version=v2.1) &
potassium cation transporter (HAK/KUP/KT) (original description: pacid=37159589 transcript=Phvul.008G259600.2 locus=Phvul.008G259600 ID=Phvul.008G259600.2.v2.1 annot-version=v2.1) &
potassium cation transporter (HAK/KUP/KT) (original description: pacid=37159589 transcript=Phvul.008G259600.2 locus=Phvul.008G259600 ID=Phvul.008G259600.2.v2.1 annot-version=v2.1) &
potassium cation transporter (HAK/KUP/KT) (original description: pacid=37159589 transcript=Phvul.008G259600.2 locus=Phvul.008G259600 ID=Phvul.008G259600.2.v2.1 annot-version=v2.1) &
potassium cation transporter (HAK/KUP/KT) (original description: pacid=37159589 transcript=Phvul.008G259600.2 locus=Phvul.008G259600 ID=Phvul.008G259600.2.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37142428 transcript=Phvul.010G131650.1 locus=Phvul.010G131650 ID=Phvul.010G131650.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37143313 transcript=Phvul.010G132333.3 locus=Phvul.010G132333 ID=Phvul.010G132333.3.v2.1 annot-version=v2.1) & Disease resistance protein RML1A OS=Arabidopsis thaliana (sp|f4i594|rlm1a_arath : 191.0)
effector receptor (NLR) (original description: pacid=37143628 transcript=Phvul.010G136800.1 locus=Phvul.010G136800 ID=Phvul.010G136800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142610 transcript=Phvul.010G151400.6 locus=Phvul.010G151400 ID=Phvul.010G151400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142610 transcript=Phvul.010G151400.6 locus=Phvul.010G151400 ID=Phvul.010G151400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142610 transcript=Phvul.010G151400.6 locus=Phvul.010G151400 ID=Phvul.010G151400.6.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142610 transcript=Phvul.010G151400.6 locus=Phvul.010G151400 ID=Phvul.010G151400.6.v2.1 annot-version=v2.1)
effector receptor (NLR) (original description: pacid=37154763 transcript=Phvul.011G140300.1 locus=Phvul.011G140300 ID=Phvul.011G140300.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37156164 transcript=Phvul.011G140400.1 locus=Phvul.011G140400 ID=Phvul.011G140400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37157447 transcript=Phvul.011G151300.1 locus=Phvul.011G151300 ID=Phvul.011G151300.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 503.0)
 (original description: pacid=37156104 transcript=Phvul.011G181700.1 locus=Phvul.011G181700 ID=Phvul.011G181700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 541.0)
 (original description: pacid=37156104 transcript=Phvul.011G181700.1 locus=Phvul.011G181700 ID=Phvul.011G181700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 541.0)
 (original description: pacid=37157092 transcript=Phvul.011G192400.1 locus=Phvul.011G192400 ID=Phvul.011G192400.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 474.0)
 (original description: pacid=37155577 transcript=Phvul.011G192600.1 locus=Phvul.011G192600 ID=Phvul.011G192600.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 513.0)
 (original description: pacid=37155824 transcript=Phvul.011G193100.1 locus=Phvul.011G193100 ID=Phvul.011G193100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 538.0)
 (original description: pacid=37155134 transcript=Phvul.011G193500.1 locus=Phvul.011G193500 ID=Phvul.011G193500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 543.0)
 (original description: pacid=37155823 transcript=Phvul.011G193600.1 locus=Phvul.011G193600 ID=Phvul.011G193600.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 541.0)
 (original description: pacid=37155090 transcript=Phvul.011G194800.1 locus=Phvul.011G194800 ID=Phvul.011G194800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 501.0)
 (original description: pacid=37154689 transcript=Phvul.011G194900.1 locus=Phvul.011G194900 ID=Phvul.011G194900.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 555.0)
 (original description: pacid=37157033 transcript=Phvul.011G195000.1 locus=Phvul.011G195000 ID=Phvul.011G195000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 536.0)
 (original description: pacid=37156343 transcript=Phvul.011G195200.1 locus=Phvul.011G195200 ID=Phvul.011G195200.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 549.0)
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Do not distribute

 (original description: pacid=37157211 transcript=Phvul.011G195400.2 locus=Phvul.011G195400 ID=Phvul.011G195400.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 360.0)
 (original description: pacid=37155487 transcript=Phvul.011G195500.1 locus=Phvul.011G195500 ID=Phvul.011G195500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 483.0)
 (original description: pacid=37156565 transcript=Phvul.011G196000.1 locus=Phvul.011G196000 ID=Phvul.011G196000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 543.0)
 (original description: pacid=37157155 transcript=Phvul.011G196066.1 locus=Phvul.011G196066 ID=Phvul.011G196066.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 357.0)
 (original description: pacid=37157395 transcript=Phvul.011G200820.1 locus=Phvul.011G200820 ID=Phvul.011G200820.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 565.0)
 (original description: pacid=37157395 transcript=Phvul.011G200820.1 locus=Phvul.011G200820 ID=Phvul.011G200820.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 565.0)
 (original description: pacid=37156073 transcript=Phvul.011G202100.1 locus=Phvul.011G202100 ID=Phvul.011G202100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 479.0)
 (original description: pacid=37156073 transcript=Phvul.011G202100.1 locus=Phvul.011G202100 ID=Phvul.011G202100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 479.0)
 (original description: pacid=37155566 transcript=Phvul.011G202300.1 locus=Phvul.011G202300 ID=Phvul.011G202300.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 483.0)
 (original description: pacid=37155566 transcript=Phvul.011G202300.1 locus=Phvul.011G202300 ID=Phvul.011G202300.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 483.0)
 (original description: pacid=37156337 transcript=Phvul.011G203100.1 locus=Phvul.011G203100 ID=Phvul.011G203100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 519.0)
 (original description: pacid=37156337 transcript=Phvul.011G203100.1 locus=Phvul.011G203100 ID=Phvul.011G203100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 519.0)
 (original description: pacid=37157542 transcript=Phvul.L002337.2 locus=Phvul.L002337 ID=Phvul.L002337.2.v2.1 annot-version=v2.1) & Alcohol dehydrogenase-like 7 OS=Arabidopsis thaliana (sp|q9fh04|adhl7_arath : 523.0)
 (original description: pacid=37157542 transcript=Phvul.L002337.2 locus=Phvul.L002337 ID=Phvul.L002337.2.v2.1 annot-version=v2.1) & Alcohol dehydrogenase-like 7 OS=Arabidopsis thaliana (sp|q9fh04|adhl7_arath : 523.0)
 (original description: pacid=37157542 transcript=Phvul.L002337.2 locus=Phvul.L002337 ID=Phvul.L002337.2.v2.1 annot-version=v2.1) & Alcohol dehydrogenase-like 7 OS=Arabidopsis thaliana (sp|q9fh04|adhl7_arath : 523.0)
 (original description: pacid=37157542 transcript=Phvul.L002337.2 locus=Phvul.L002337 ID=Phvul.L002337.2.v2.1 annot-version=v2.1) & Alcohol dehydrogenase-like 7 OS=Arabidopsis thaliana (sp|q9fh04|adhl7_arath : 523.0)
 (original description: pacid=37169910 transcript=Phvul.001G015600.3 locus=Phvul.001G015600 ID=Phvul.001G015600.3.v2.1 annot-version=v2.1) & Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana (sp|q8l7r3|lpct1_arath : 452.0)
 (original description: pacid=37169910 transcript=Phvul.001G015600.3 locus=Phvul.001G015600 ID=Phvul.001G015600.3.v2.1 annot-version=v2.1) & Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana (sp|q8l7r3|lpct1_arath : 452.0)
 (original description: pacid=37169910 transcript=Phvul.001G015600.3 locus=Phvul.001G015600 ID=Phvul.001G015600.3.v2.1 annot-version=v2.1) & Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana (sp|q8l7r3|lpct1_arath : 452.0)
 (original description: pacid=37169910 transcript=Phvul.001G015600.3 locus=Phvul.001G015600 ID=Phvul.001G015600.3.v2.1 annot-version=v2.1) & Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana (sp|q8l7r3|lpct1_arath : 452.0)
transcription factor (ICE1|2) (original description: pacid=37167713 transcript=Phvul.001G085500.2 locus=Phvul.001G085500 ID=Phvul.001G085500.2.v2.1 annot-version=v2.1) &
transcription factor (ICE1|2) (original description: pacid=37167713 transcript=Phvul.001G085500.2 locus=Phvul.001G085500 ID=Phvul.001G085500.2.v2.1 annot-version=v2.1) &
alpha-class expansin (original description: pacid=37168526 transcript=Phvul.001G232600.1 locus=Phvul.001G232600 ID=Phvul.001G232600.1.v2.1 annot-version=v2.1) &
alpha-class expansin (original description: pacid=37168526 transcript=Phvul.001G232600.1 locus=Phvul.001G232600 ID=Phvul.001G232600.1.v2.1 annot-version=v2.1) &
transcription factor (PLATZ) (original description: pacid=37175648 transcript=Phvul.002G041400.4 locus=Phvul.002G041400 ID=Phvul.002G041400.4.v2.1 annot-version=v2.1) &
transcription factor (PLATZ) (original description: pacid=37175648 transcript=Phvul.002G041400.4 locus=Phvul.002G041400 ID=Phvul.002G041400.4.v2.1 annot-version=v2.1) &
transcription factor (PLATZ) (original description: pacid=37175648 transcript=Phvul.002G041400.4 locus=Phvul.002G041400 ID=Phvul.002G041400.4.v2.1 annot-version=v2.1) &
transcription factor (PLATZ) (original description: pacid=37175648 transcript=Phvul.002G041400.4 locus=Phvul.002G041400 ID=Phvul.002G041400.4.v2.1 annot-version=v2.1) &
 (original description: pacid=37177875 transcript=Phvul.002G298800.1 locus=Phvul.002G298800 ID=Phvul.002G298800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At4g10955 OS=Arabidopsis thaliana (sp|q680c0|gdl62_arath : 442.0)
G-alpha component XLG of non-canonical heterotrimeric G-protein complex (original description: pacid=37145098 transcript=Phvul.003G010900.1 locus=Phvul.003G010900 ID=Phvul.003G010900.1.v2.1 annot-version=v2.1) &
G-alpha component XLG of non-canonical heterotrimeric G-protein complex (original description: pacid=37145098 transcript=Phvul.003G010900.1 locus=Phvul.003G010900 ID=Phvul.003G010900.1.v2.1 annot-version=v2.1) &
PAP2/TAC2 cofactor of plastid-encoded RNA polymerase (original description: pacid=37145330 transcript=Phvul.003G195800.2 locus=Phvul.003G195800 ID=Phvul.003G195800.2.v2.1 annot-version=v2.1) &
PAP2/TAC2 cofactor of plastid-encoded RNA polymerase (original description: pacid=37145330 transcript=Phvul.003G195800.2 locus=Phvul.003G195800 ID=Phvul.003G195800.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37145501 transcript=Phvul.003G252400.1 locus=Phvul.003G252400 ID=Phvul.003G252400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37145501 transcript=Phvul.003G252400.1 locus=Phvul.003G252400 ID=Phvul.003G252400.1.v2.1 annot-version=v2.1) &
component ATG2 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37146502 transcript=Phvul.003G295800.4 locus=Phvul.003G295800 ID=Phvul.003G295800.4.v2.1 annot-version=v2.1) &
component ATG2 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37146502 transcript=Phvul.003G295800.4 locus=Phvul.003G295800 ID=Phvul.003G295800.4.v2.1 annot-version=v2.1) &
component ATG2 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37146502 transcript=Phvul.003G295800.4 locus=Phvul.003G295800 ID=Phvul.003G295800.4.v2.1 annot-version=v2.1) &
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)

Page 2420 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 (original description: pacid=37163660 transcript=Phvul.004G048000.1 locus=Phvul.004G048000 ID=Phvul.004G048000.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 137.0)
 (original description: pacid=37163660 transcript=Phvul.004G048000.1 locus=Phvul.004G048000 ID=Phvul.004G048000.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 137.0)
MinD plastid division FtsZ assembly factor (original description: pacid=37162532 transcript=Phvul.004G106800.2 locus=Phvul.004G106800 ID=Phvul.004G106800.2.v2.1 annot-version=v2.1) &
MinD plastid division FtsZ assembly factor (original description: pacid=37162532 transcript=Phvul.004G106800.2 locus=Phvul.004G106800 ID=Phvul.004G106800.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37162837 transcript=Phvul.004G133100.1 locus=Phvul.004G133100 ID=Phvul.004G133100.1.v2.1 annot-version=v2.1) & Probable carboxylesterase 18 OS=Arabidopsis thaliana (sp|q9lt10|cxe18_arath : 385.0)
 (original description: pacid=37154568 transcript=Phvul.005G165800.1 locus=Phvul.005G165800 ID=Phvul.005G165800.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g49730 OS=Arabidopsis thaliana (sp|p0c8a0|pp275_arath : 692.0)
 (original description: pacid=37154568 transcript=Phvul.005G165800.1 locus=Phvul.005G165800 ID=Phvul.005G165800.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g49730 OS=Arabidopsis thaliana (sp|p0c8a0|pp275_arath : 692.0)
 (original description: pacid=37171447 transcript=Phvul.006G066800.1 locus=Phvul.006G066800 ID=Phvul.006G066800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 446.0)
alpha-class expansin (original description: pacid=37173891 transcript=Phvul.006G086800.1 locus=Phvul.006G086800 ID=Phvul.006G086800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
Trans-resveratrol di-O-methyltransferase OS=Vitis vinifera (sp|b6vjs4|romt_vitvi : 346.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 182.1) (original description: pacid=37173441 transcript=Phvul.006G180900.1 locus=Phvul.006G180900 ID=Phvul.006G180900.1.v2.1 annot-version=v2.1) &
Trans-resveratrol di-O-methyltransferase OS=Vitis vinifera (sp|b6vjs4|romt_vitvi : 346.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 182.1) (original description: pacid=37173441 transcript=Phvul.006G180900.1 locus=Phvul.006G180900 ID=Phvul.006G180900.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37167355 transcript=Phvul.007G027400.1 locus=Phvul.007G027400 ID=Phvul.007G027400.1.v2.1 annot-version=v2.1)
ATPase ARSA1 OS=Chlamydomonas reinhardtii (sp|a8jgb0|asna1_chlre : 369.0) & Enzyme classification.EC_3 hydrolases.EC_3.6 hydrolase acting on acid anhydride(50.3.6 : 133.9) (original description: pacid=37166954 transcript=Phvul.007G096800.1 locus=Phvul.007G096800 ID=Phvul.007G096800.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37159143 transcript=Phvul.008G158100.1 locus=Phvul.008G158100 ID=Phvul.008G158100.1.v2.1 annot-version=v2.1) &
sterol C-24 methyltransferase (original description: pacid=37149363 transcript=Phvul.009G020000.1 locus=Phvul.009G020000 ID=Phvul.009G020000.1.v2.1 annot-version=v2.1) &
sterol C-24 methyltransferase (original description: pacid=37149363 transcript=Phvul.009G020000.1 locus=Phvul.009G020000 ID=Phvul.009G020000.1.v2.1 annot-version=v2.1) &
transcription factor (bZIP) (original description: pacid=37149873 transcript=Phvul.009G065500.2 locus=Phvul.009G065500 ID=Phvul.009G065500.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP) (original description: pacid=37149873 transcript=Phvul.009G065500.2 locus=Phvul.009G065500 ID=Phvul.009G065500.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP) (original description: pacid=37149873 transcript=Phvul.009G065500.2 locus=Phvul.009G065500 ID=Phvul.009G065500.2.v2.1 annot-version=v2.1) &
transcription factor (bZIP) (original description: pacid=37149873 transcript=Phvul.009G065500.2 locus=Phvul.009G065500 ID=Phvul.009G065500.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37148715 transcript=Phvul.009G213300.1 locus=Phvul.009G213300 ID=Phvul.009G213300.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g19290 OS=Arabidopsis thaliana (sp|q9ln69|ppr50_arath : 769.0)
 (original description: pacid=37149744 transcript=Phvul.009G226300.2 locus=Phvul.009G226300 ID=Phvul.009G226300.2.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 16 OS=Arabidopsis thaliana (sp|f4k5l5|tbl16_arath : 573.0)
 (original description: pacid=37149744 transcript=Phvul.009G226300.2 locus=Phvul.009G226300 ID=Phvul.009G226300.2.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 16 OS=Arabidopsis thaliana (sp|f4k5l5|tbl16_arath : 573.0)
 (original description: pacid=37149744 transcript=Phvul.009G226300.2 locus=Phvul.009G226300 ID=Phvul.009G226300.2.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 16 OS=Arabidopsis thaliana (sp|f4k5l5|tbl16_arath : 573.0)
 (original description: pacid=37149744 transcript=Phvul.009G226300.2 locus=Phvul.009G226300 ID=Phvul.009G226300.2.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 16 OS=Arabidopsis thaliana (sp|f4k5l5|tbl16_arath : 573.0)
 (original description: pacid=37151719 transcript=Phvul.009G233700.1 locus=Phvul.009G233700 ID=Phvul.009G233700.1.v2.1 annot-version=v2.1) & Probable disease resistance RPP8-like protein 2 OS=Arabidopsis thaliana (sp|p0c8s1|rp8l2_arath : 498.0)
 (original description: pacid=37151719 transcript=Phvul.009G233700.1 locus=Phvul.009G233700 ID=Phvul.009G233700.1.v2.1 annot-version=v2.1) & Probable disease resistance RPP8-like protein 2 OS=Arabidopsis thaliana (sp|p0c8s1|rp8l2_arath : 498.0)
 (original description: pacid=37151719 transcript=Phvul.009G233700.1 locus=Phvul.009G233700 ID=Phvul.009G233700.1.v2.1 annot-version=v2.1) & Probable disease resistance RPP8-like protein 2 OS=Arabidopsis thaliana (sp|p0c8s1|rp8l2_arath : 498.0)
 (original description: pacid=37143979 transcript=Phvul.010G008700.2 locus=Phvul.010G008700 ID=Phvul.010G008700.2.v2.1 annot-version=v2.1) & TMV resistance protein N OS=Nicotiana glutinosa (sp|q40392|tmvrn_nicgu : 371.0)
 (original description: pacid=37143979 transcript=Phvul.010G008700.2 locus=Phvul.010G008700 ID=Phvul.010G008700.2.v2.1 annot-version=v2.1) & TMV resistance protein N OS=Nicotiana glutinosa (sp|q40392|tmvrn_nicgu : 371.0)
 (original description: pacid=37142864 transcript=Phvul.010G056500.1 locus=Phvul.010G056500 ID=Phvul.010G056500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g17670 OS=Arabidopsis thaliana (sp|q84j71|pp161_arath : 496.0)
 (original description: pacid=37142864 transcript=Phvul.010G056500.1 locus=Phvul.010G056500 ID=Phvul.010G056500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g17670 OS=Arabidopsis thaliana (sp|q84j71|pp161_arath : 496.0)
 (original description: pacid=37142368 transcript=Phvul.010G063100.1 locus=Phvul.010G063100 ID=Phvul.010G063100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 612.0)
 (original description: pacid=37142879 transcript=Phvul.010G070584.1 locus=Phvul.010G070584 ID=Phvul.010G070584.1.v2.1 annot-version=v2.1) & Long-chain-alcohol oxidase FAO1 OS=Lotus japonicus (sp|b5wwz8|fao1_lotja : 932.0)
 no hits & (original description: pacid=37143904 transcript=Phvul.010G146900.7 locus=Phvul.010G146900 ID=Phvul.010G146900.7.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143904 transcript=Phvul.010G146900.7 locus=Phvul.010G146900 ID=Phvul.010G146900.7.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143904 transcript=Phvul.010G146900.7 locus=Phvul.010G146900 ID=Phvul.010G146900.7.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143904 transcript=Phvul.010G146900.7 locus=Phvul.010G146900 ID=Phvul.010G146900.7.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143904 transcript=Phvul.010G146900.7 locus=Phvul.010G146900 ID=Phvul.010G146900.7.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143904 transcript=Phvul.010G146900.7 locus=Phvul.010G146900 ID=Phvul.010G146900.7.v2.1 annot-version=v2.1)
 (original description: pacid=37156367 transcript=Phvul.011G014500.2 locus=Phvul.011G014500 ID=Phvul.011G014500.2.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 310.0)
 (original description: pacid=37156367 transcript=Phvul.011G014500.2 locus=Phvul.011G014500 ID=Phvul.011G014500.2.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 310.0)
 (original description: pacid=37156367 transcript=Phvul.011G014500.2 locus=Phvul.011G014500 ID=Phvul.011G014500.2.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 310.0)
 (original description: pacid=37157349 transcript=Phvul.011G082700.3 locus=Phvul.011G082700 ID=Phvul.011G082700.3.v2.1 annot-version=v2.1) & P-loop NTPase domain-containing protein LPA1 homolog 1 OS=Arabidopsis thaliana (sp|q9fjh9|lpah1_arath : 804.0)
 (original description: pacid=37157349 transcript=Phvul.011G082700.3 locus=Phvul.011G082700 ID=Phvul.011G082700.3.v2.1 annot-version=v2.1) & P-loop NTPase domain-containing protein LPA1 homolog 1 OS=Arabidopsis thaliana (sp|q9fjh9|lpah1_arath : 804.0)

Page 2421 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 (original description: pacid=37157349 transcript=Phvul.011G082700.3 locus=Phvul.011G082700 ID=Phvul.011G082700.3.v2.1 annot-version=v2.1) & P-loop NTPase domain-containing protein LPA1 homolog 1 OS=Arabidopsis thaliana (sp|q9fjh9|lpah1_arath : 804.0)
 (original description: pacid=37154977 transcript=Phvul.011G149400.1 locus=Phvul.011G149400 ID=Phvul.011G149400.1.v2.1 annot-version=v2.1) & Disease resistance protein At4g27190 OS=Arabidopsis thaliana (sp|q9t048|drl27_arath : 177.0)
 (original description: pacid=37154977 transcript=Phvul.011G149400.1 locus=Phvul.011G149400 ID=Phvul.011G149400.1.v2.1 annot-version=v2.1) & Disease resistance protein At4g27190 OS=Arabidopsis thaliana (sp|q9t048|drl27_arath : 177.0)
 (original description: pacid=37156674 transcript=Phvul.011G181500.1 locus=Phvul.011G181500 ID=Phvul.011G181500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 540.0)
 no hits & (original description: pacid=37154681 transcript=Phvul.011G182900.1 locus=Phvul.011G182900 ID=Phvul.011G182900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154681 transcript=Phvul.011G182900.1 locus=Phvul.011G182900 ID=Phvul.011G182900.1.v2.1 annot-version=v2.1)
 (original description: pacid=37155164 transcript=Phvul.011G191600.1 locus=Phvul.011G191600 ID=Phvul.011G191600.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 542.0)
 (original description: pacid=37157159 transcript=Phvul.011G191800.1 locus=Phvul.011G191800 ID=Phvul.011G191800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 545.0)
 (original description: pacid=37155368 transcript=Phvul.011G192200.1 locus=Phvul.011G192200 ID=Phvul.011G192200.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 525.0)
 (original description: pacid=37155339 transcript=Phvul.011G192900.1 locus=Phvul.011G192900 ID=Phvul.011G192900.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 424.0)
 (original description: pacid=37155339 transcript=Phvul.011G192900.1 locus=Phvul.011G192900 ID=Phvul.011G192900.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 424.0)
 (original description: pacid=37155272 transcript=Phvul.011G195751.1 locus=Phvul.011G195751 ID=Phvul.011G195751.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 443.0)
 (original description: pacid=37155563 transcript=Phvul.011G198400.1 locus=Phvul.011G198400 ID=Phvul.011G198400.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 558.0)
 (original description: pacid=37154846 transcript=Phvul.011G201000.1 locus=Phvul.011G201000 ID=Phvul.011G201000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 333.0)
 (original description: pacid=37156971 transcript=Phvul.011G201101.1 locus=Phvul.011G201101 ID=Phvul.011G201101.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 159.0)
 (original description: pacid=37168061 transcript=Phvul.001G027100.1 locus=Phvul.001G027100 ID=Phvul.001G027100.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At5g43190 OS=Arabidopsis thaliana (sp|q9fhs6|fk119_arath : 285.0)
 (original description: pacid=37171176 transcript=Phvul.001G123000.2 locus=Phvul.001G123000 ID=Phvul.001G123000.2.v2.1 annot-version=v2.1) & Alpha-glucosidase OS=Spinacia oleracea (sp|o04893|aglu_spiol : 80.9)
 (original description: pacid=37171258 transcript=Phvul.001G132516.1 locus=Phvul.001G132516 ID=Phvul.001G132516.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 306.0)
 (original description: pacid=37171258 transcript=Phvul.001G132516.1 locus=Phvul.001G132516 ID=Phvul.001G132516.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 306.0)
 (original description: pacid=37169452 transcript=Phvul.001G132701.1 locus=Phvul.001G132701 ID=Phvul.001G132701.1.v2.1 annot-version=v2.1) & Disease resistance protein RGA2 OS=Solanum bulbocastanum (sp|q7xbq9|rga2_solbu : 325.0)
 (original description: pacid=37169452 transcript=Phvul.001G132701.1 locus=Phvul.001G132701 ID=Phvul.001G132701.1.v2.1 annot-version=v2.1) & Disease resistance protein RGA2 OS=Solanum bulbocastanum (sp|q7xbq9|rga2_solbu : 325.0)
 (original description: pacid=37170073 transcript=Phvul.001G132800.1 locus=Phvul.001G132800 ID=Phvul.001G132800.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 332.0)
 (original description: pacid=37170073 transcript=Phvul.001G132800.1 locus=Phvul.001G132800 ID=Phvul.001G132800.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 332.0)
 (original description: pacid=37167899 transcript=Phvul.001G132864.1 locus=Phvul.001G132864 ID=Phvul.001G132864.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 367.0)
 (original description: pacid=37167899 transcript=Phvul.001G132864.1 locus=Phvul.001G132864 ID=Phvul.001G132864.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 367.0)
 (original description: pacid=37168771 transcript=Phvul.001G133100.1 locus=Phvul.001G133100 ID=Phvul.001G133100.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 389.0)
 (original description: pacid=37168771 transcript=Phvul.001G133100.1 locus=Phvul.001G133100 ID=Phvul.001G133100.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 389.0)
 (original description: pacid=37168444 transcript=Phvul.001G133101.1 locus=Phvul.001G133101 ID=Phvul.001G133101.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 379.0)
 (original description: pacid=37168444 transcript=Phvul.001G133101.1 locus=Phvul.001G133101 ID=Phvul.001G133101.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 379.0)
protein kinase (LRR-III) (original description: pacid=37171243 transcript=Phvul.001G185400.1 locus=Phvul.001G185400 ID=Phvul.001G185400.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37171243 transcript=Phvul.001G185400.1 locus=Phvul.001G185400 ID=Phvul.001G185400.1.v2.1 annot-version=v2.1) &
voltage-gated potassium cation channel (TPK/KCO) (original description: pacid=37170086 transcript=Phvul.001G217800.1 locus=Phvul.001G217800 ID=Phvul.001G217800.1.v2.1 annot-version=v2.1) &
polygalacturonase (PGX1) (original description: pacid=37177802 transcript=Phvul.002G063500.1 locus=Phvul.002G063500 ID=Phvul.002G063500.1.v2.1 annot-version=v2.1) &
polygalacturonase (PGX1) (original description: pacid=37177802 transcript=Phvul.002G063500.1 locus=Phvul.002G063500 ID=Phvul.002G063500.1.v2.1 annot-version=v2.1) &
phospholipase D (PLD-delta) (original description: pacid=37175497 transcript=Phvul.002G104200.1 locus=Phvul.002G104200 ID=Phvul.002G104200.1.v2.1 annot-version=v2.1) &
phospholipase D (PLD-delta) (original description: pacid=37175497 transcript=Phvul.002G104200.1 locus=Phvul.002G104200 ID=Phvul.002G104200.1.v2.1 annot-version=v2.1) &
SGS3 stabilization factor of DNA methylation pathway (original description: pacid=37178074 transcript=Phvul.002G279500.1 locus=Phvul.002G279500 ID=Phvul.002G279500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37146447 transcript=Phvul.003G050200.2 locus=Phvul.003G050200 ID=Phvul.003G050200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146447 transcript=Phvul.003G050200.2 locus=Phvul.003G050200 ID=Phvul.003G050200.2.v2.1 annot-version=v2.1)
Cytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &
Cytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37144721 transcript=Phvul.003G104900.1 locus=Phvul.003G104900 ID=Phvul.003G104900.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 36 OS=Arabidopsis thaliana (sp|q84j88|hip36_arath : 102.0)
 (original description: pacid=37144721 transcript=Phvul.003G104900.1 locus=Phvul.003G104900 ID=Phvul.003G104900.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 36 OS=Arabidopsis thaliana (sp|q84j88|hip36_arath : 102.0)
component Fip1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37147165 transcript=Phvul.003G157600.1 locus=Phvul.003G157600 ID=Phvul.003G157600.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37146603 transcript=Phvul.003G158700.1 locus=Phvul.003G158700 ID=Phvul.003G158700.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37146603 transcript=Phvul.003G158700.1 locus=Phvul.003G158700 ID=Phvul.003G158700.1.v2.1 annot-version=v2.1) &
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RNA editing factor (OTP82) (original description: pacid=37146356 transcript=Phvul.003G162300.1 locus=Phvul.003G162300 ID=Phvul.003G162300.1.v2.1 annot-version=v2.1) &
exo-/endoribonuclease (RNase J) (original description: pacid=37148378 transcript=Phvul.003G209600.2 locus=Phvul.003G209600 ID=Phvul.003G209600.2.v2.1 annot-version=v2.1) &
exo-/endoribonuclease (RNase J) (original description: pacid=37148378 transcript=Phvul.003G209600.2 locus=Phvul.003G209600 ID=Phvul.003G209600.2.v2.1 annot-version=v2.1) &
GTPase interactive protein kinase (RBK/RRK) (original description: pacid=37148383 transcript=Phvul.003G288300.1 locus=Phvul.003G288300 ID=Phvul.003G288300.1.v2.1 annot-version=v2.1) &
GTPase interactive protein kinase (RBK/RRK) (original description: pacid=37148383 transcript=Phvul.003G288300.1 locus=Phvul.003G288300 ID=Phvul.003G288300.1.v2.1 annot-version=v2.1) &
transcription factor (MYB) (original description: pacid=37162815 transcript=Phvul.004G011400.1 locus=Phvul.004G011400 ID=Phvul.004G011400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162157 transcript=Phvul.004G064300.1 locus=Phvul.004G064300 ID=Phvul.004G064300.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 171.0)
 (original description: pacid=37162157 transcript=Phvul.004G064300.1 locus=Phvul.004G064300 ID=Phvul.004G064300.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 171.0)
 (original description: pacid=37163473 transcript=Phvul.004G131300.1 locus=Phvul.004G131300 ID=Phvul.004G131300.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g12300, mitochondrial OS=Arabidopsis thaliana (sp|q0wkv3|ppr36_arath : 382.0)
 (original description: pacid=37163473 transcript=Phvul.004G131300.1 locus=Phvul.004G131300 ID=Phvul.004G131300.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g12300, mitochondrial OS=Arabidopsis thaliana (sp|q0wkv3|ppr36_arath : 382.0)
 (original description: pacid=37154207 transcript=Phvul.005G031200.1 locus=Phvul.005G031200 ID=Phvul.005G031200.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 617.0)
defensin (PDF1) (original description: pacid=37154287 transcript=Phvul.005G071300.1 locus=Phvul.005G071300 ID=Phvul.005G071300.1.v2.1 annot-version=v2.1) &
defensin (PDF1) (original description: pacid=37154287 transcript=Phvul.005G071300.1 locus=Phvul.005G071300 ID=Phvul.005G071300.1.v2.1 annot-version=v2.1) &
component CPFS6/CFIm68 of Cleavage Factor I (CF-Im) complex (original description: pacid=37172307 transcript=Phvul.006G057000.1 locus=Phvul.006G057000 ID=Phvul.006G057000.1.v2.1 annot-version=v2.1) &
component CPFS6/CFIm68 of Cleavage Factor I (CF-Im) complex (original description: pacid=37172194 transcript=Phvul.006G057100.5 locus=Phvul.006G057100 ID=Phvul.006G057100.5.v2.1 annot-version=v2.1) &
component CPFS6/CFIm68 of Cleavage Factor I (CF-Im) complex (original description: pacid=37172194 transcript=Phvul.006G057100.5 locus=Phvul.006G057100 ID=Phvul.006G057100.5.v2.1 annot-version=v2.1) &
histone deacetylase (SRT) (original description: pacid=37171603 transcript=Phvul.006G057700.2 locus=Phvul.006G057700 ID=Phvul.006G057700.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171447 transcript=Phvul.006G066800.1 locus=Phvul.006G066800 ID=Phvul.006G066800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 446.0)
 (original description: pacid=37171447 transcript=Phvul.006G066800.1 locus=Phvul.006G066800 ID=Phvul.006G066800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 446.0)
 (original description: pacid=37165347 transcript=Phvul.007G086300.2 locus=Phvul.007G086300 ID=Phvul.007G086300.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 597.0)
 (original description: pacid=37165347 transcript=Phvul.007G086300.2 locus=Phvul.007G086300 ID=Phvul.007G086300.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 597.0)
 (original description: pacid=37159623 transcript=Phvul.008G014700.1 locus=Phvul.008G014700 ID=Phvul.008G014700.1.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 306.0)
 (original description: pacid=37159623 transcript=Phvul.008G014700.1 locus=Phvul.008G014700 ID=Phvul.008G014700.1.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 306.0)
 (original description: pacid=37158229 transcript=Phvul.008G072032.1 locus=Phvul.008G072032 ID=Phvul.008G072032.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 171.0)
 (original description: pacid=37158229 transcript=Phvul.008G072032.1 locus=Phvul.008G072032 ID=Phvul.008G072032.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 171.0)
 no hits & (original description: pacid=37160500 transcript=Phvul.008G168300.2 locus=Phvul.008G168300 ID=Phvul.008G168300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160500 transcript=Phvul.008G168300.2 locus=Phvul.008G168300 ID=Phvul.008G168300.2.v2.1 annot-version=v2.1)
solute transporter (UmamiT) (original description: pacid=37150535 transcript=Phvul.009G039200.1 locus=Phvul.009G039200 ID=Phvul.009G039200.1.v2.1 annot-version=v2.1) &
protein kinase (AGC-VII/NDR) (original description: pacid=37149778 transcript=Phvul.009G079700.1 locus=Phvul.009G079700 ID=Phvul.009G079700.1.v2.1 annot-version=v2.1) &
protein kinase (AGC-VII/NDR) (original description: pacid=37149778 transcript=Phvul.009G079700.1 locus=Phvul.009G079700 ID=Phvul.009G079700.1.v2.1 annot-version=v2.1) &
small GTPase (ROP) (original description: pacid=37148638 transcript=Phvul.009G180800.2 locus=Phvul.009G180800 ID=Phvul.009G180800.2.v2.1 annot-version=v2.1) &
small GTPase (ROP) (original description: pacid=37148638 transcript=Phvul.009G180800.2 locus=Phvul.009G180800 ID=Phvul.009G180800.2.v2.1 annot-version=v2.1) &
small GTPase (ROP) (original description: pacid=37148638 transcript=Phvul.009G180800.2 locus=Phvul.009G180800 ID=Phvul.009G180800.2.v2.1 annot-version=v2.1) &
small GTPase (ROP) (original description: pacid=37148638 transcript=Phvul.009G180800.2 locus=Phvul.009G180800 ID=Phvul.009G180800.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37152061 transcript=Phvul.009G249500.1 locus=Phvul.009G249500 ID=Phvul.009G249500.1.v2.1 annot-version=v2.1)
effector receptor (NLR) (original description: pacid=37142827 transcript=Phvul.010G025000.1 locus=Phvul.010G025000 ID=Phvul.010G025000.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37144038 transcript=Phvul.010G025700.1 locus=Phvul.010G025700 ID=Phvul.010G025700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37142695 transcript=Phvul.010G063700.2 locus=Phvul.010G063700 ID=Phvul.010G063700.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 528.0)
 no hits & (original description: pacid=37143741 transcript=Phvul.010G101700.1 locus=Phvul.010G101700 ID=Phvul.010G101700.1.v2.1 annot-version=v2.1)
transcription factor (DOF) (original description: pacid=37142901 transcript=Phvul.010G141400.1 locus=Phvul.010G141400 ID=Phvul.010G141400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37143246 transcript=Phvul.010G149500.1 locus=Phvul.010G149500 ID=Phvul.010G149500.1.v2.1 annot-version=v2.1) & Regulator of telomere elongation helicase 1 homolog OS=Oryza sativa subsp. japonica (sp|a0a0p0v4r0|rtel1_orysj : 203.0)
 (original description: pacid=37143246 transcript=Phvul.010G149500.1 locus=Phvul.010G149500 ID=Phvul.010G149500.1.v2.1 annot-version=v2.1) & Regulator of telomere elongation helicase 1 homolog OS=Oryza sativa subsp. japonica (sp|a0a0p0v4r0|rtel1_orysj : 203.0)
transcription factor (GRAS) (original description: pacid=37157104 transcript=Phvul.011G015000.1 locus=Phvul.011G015000 ID=Phvul.011G015000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156674 transcript=Phvul.011G181500.1 locus=Phvul.011G181500 ID=Phvul.011G181500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 540.0)
 (original description: pacid=37156674 transcript=Phvul.011G181500.1 locus=Phvul.011G181500 ID=Phvul.011G181500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 540.0)
 (original description: pacid=37154890 transcript=Phvul.011G198000.1 locus=Phvul.011G198000 ID=Phvul.011G198000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 559.0)
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 (original description: pacid=37154890 transcript=Phvul.011G198000.1 locus=Phvul.011G198000 ID=Phvul.011G198000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 559.0)
 (original description: pacid=37154739 transcript=Phvul.011G200880.2 locus=Phvul.011G200880 ID=Phvul.011G200880.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 489.0)
 (original description: pacid=37154739 transcript=Phvul.011G200880.2 locus=Phvul.011G200880 ID=Phvul.011G200880.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 489.0)
 (original description: pacid=37154846 transcript=Phvul.011G201000.1 locus=Phvul.011G201000 ID=Phvul.011G201000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 333.0)
 (original description: pacid=37154846 transcript=Phvul.011G201000.1 locus=Phvul.011G201000 ID=Phvul.011G201000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 333.0)
 (original description: pacid=37156971 transcript=Phvul.011G201101.1 locus=Phvul.011G201101 ID=Phvul.011G201101.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 159.0)
 (original description: pacid=37156971 transcript=Phvul.011G201101.1 locus=Phvul.011G201101 ID=Phvul.011G201101.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 159.0)
 (original description: pacid=37156646 transcript=Phvul.011G202366.1 locus=Phvul.011G202366 ID=Phvul.011G202366.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 203.0)
 (original description: pacid=37156646 transcript=Phvul.011G202366.1 locus=Phvul.011G202366 ID=Phvul.011G202366.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 203.0)
Glucan endo-1,3-beta-glucosidase 11 OS=Arabidopsis thaliana (sp|q8l868|e1311_arath : 469.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 354.6) (original description: pacid=37163915 transcript=Phvul.L004500.1 locus=Phvul.L004500 ID=Phvul.L004500.1.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 11 OS=Arabidopsis thaliana (sp|q8l868|e1311_arath : 469.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 354.6) (original description: pacid=37163915 transcript=Phvul.L004500.1 locus=Phvul.L004500 ID=Phvul.L004500.1.v2.1 annot-version=v2.1) &
transcription factor (PLATZ) (original description: pacid=37168365 transcript=Phvul.001G183400.4 locus=Phvul.001G183400 ID=Phvul.001G183400.4.v2.1 annot-version=v2.1) &
transcription factor (PLATZ) (original description: pacid=37168365 transcript=Phvul.001G183400.4 locus=Phvul.001G183400 ID=Phvul.001G183400.4.v2.1 annot-version=v2.1) &
transcription factor (PLATZ) (original description: pacid=37168365 transcript=Phvul.001G183400.4 locus=Phvul.001G183400 ID=Phvul.001G183400.4.v2.1 annot-version=v2.1) &
transcription factor (PLATZ) (original description: pacid=37168365 transcript=Phvul.001G183400.4 locus=Phvul.001G183400 ID=Phvul.001G183400.4.v2.1 annot-version=v2.1) &
Whirly-type plastidial RNA splicing factor (original description: pacid=37176882 transcript=Phvul.002G089800.1 locus=Phvul.002G089800 ID=Phvul.002G089800.1.v2.1 annot-version=v2.1) &
Whirly-type plastidial RNA splicing factor (original description: pacid=37176882 transcript=Phvul.002G089800.1 locus=Phvul.002G089800 ID=Phvul.002G089800.1.v2.1 annot-version=v2.1) &
effector receptor (NLR) (original description: pacid=37177710 transcript=Phvul.002G171400.1 locus=Phvul.002G171400 ID=Phvul.002G171400.1.v2.1 annot-version=v2.1) &
transport protein (TSUP) (original description: pacid=37177847 transcript=Phvul.002G244900.1 locus=Phvul.002G244900 ID=Phvul.002G244900.1.v2.1 annot-version=v2.1) &
transport protein (TSUP) (original description: pacid=37177847 transcript=Phvul.002G244900.1 locus=Phvul.002G244900 ID=Phvul.002G244900.1.v2.1 annot-version=v2.1) &
transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
transport protein (TSUP) (original description: pacid=37175732 transcript=Phvul.002G245000.5 locus=Phvul.002G245000 ID=Phvul.002G245000.5.v2.1 annot-version=v2.1) &
class VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
class VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
class VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
class VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
class VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
class VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37146447 transcript=Phvul.003G050200.2 locus=Phvul.003G050200 ID=Phvul.003G050200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37146447 transcript=Phvul.003G050200.2 locus=Phvul.003G050200 ID=Phvul.003G050200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145696 transcript=Phvul.003G244225.3 locus=Phvul.003G244225 ID=Phvul.003G244225.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145696 transcript=Phvul.003G244225.3 locus=Phvul.003G244225 ID=Phvul.003G244225.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37145696 transcript=Phvul.003G244225.3 locus=Phvul.003G244225 ID=Phvul.003G244225.3.v2.1 annot-version=v2.1)
SUVH2/9 methyl-DNA-binding factor of DNA methylation pathway (original description: pacid=37145910 transcript=Phvul.003G282200.3 locus=Phvul.003G282200 ID=Phvul.003G282200.3.v2.1 annot-version=v2.1) &
SUVH2/9 methyl-DNA-binding factor of DNA methylation pathway (original description: pacid=37145910 transcript=Phvul.003G282200.3 locus=Phvul.003G282200 ID=Phvul.003G282200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37146499 transcript=Phvul.003G282250.1 locus=Phvul.003G282250 ID=Phvul.003G282250.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g03380, mitochondrial OS=Arabidopsis thaliana (sp|q9zq74|pp146_arath : 626.0)
polynucleotide phosphorylase (PNP) (original description: pacid=37161570 transcript=Phvul.004G011100.1 locus=Phvul.004G011100 ID=Phvul.004G011100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37161848 transcript=Phvul.004G086300.2 locus=Phvul.004G086300 ID=Phvul.004G086300.2.v2.1 annot-version=v2.1) &
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protein kinase (LRR-II) (original description: pacid=37161848 transcript=Phvul.004G086300.2 locus=Phvul.004G086300 ID=Phvul.004G086300.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37154419 transcript=Phvul.005G041300.1 locus=Phvul.005G041300 ID=Phvul.005G041300.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g03510 OS=Arabidopsis thaliana (sp|q9lr72|ppr7_arath : 388.0)
 (original description: pacid=37154419 transcript=Phvul.005G041300.1 locus=Phvul.005G041300 ID=Phvul.005G041300.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g03510 OS=Arabidopsis thaliana (sp|q9lr72|ppr7_arath : 388.0)
 (original description: pacid=37152832 transcript=Phvul.005G069700.1 locus=Phvul.005G069700 ID=Phvul.005G069700.1.v2.1 annot-version=v2.1) & Nuclear pore complex protein NUP98A OS=Arabidopsis thaliana (sp|q8ry25|nu98a_arath : 109.0)
 (original description: pacid=37152832 transcript=Phvul.005G069700.1 locus=Phvul.005G069700 ID=Phvul.005G069700.1.v2.1 annot-version=v2.1) & Nuclear pore complex protein NUP98A OS=Arabidopsis thaliana (sp|q8ry25|nu98a_arath : 109.0)
 no hits & (original description: pacid=37152508 transcript=Phvul.005G072000.1 locus=Phvul.005G072000 ID=Phvul.005G072000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37172484 transcript=Phvul.006G027500.1 locus=Phvul.006G027500 ID=Phvul.006G027500.1.v2.1 annot-version=v2.1) & WD repeat-containing protein 26 homolog OS=Arabidopsis thaliana (sp|q9fnn2|wdr26_arath : 697.0)
 (original description: pacid=37172484 transcript=Phvul.006G027500.1 locus=Phvul.006G027500 ID=Phvul.006G027500.1.v2.1 annot-version=v2.1) & WD repeat-containing protein 26 homolog OS=Arabidopsis thaliana (sp|q9fnn2|wdr26_arath : 697.0)
ribose 5-phosphate isomerase (original description: pacid=37173541 transcript=Phvul.006G100600.1 locus=Phvul.006G100600 ID=Phvul.006G100600.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37171587 transcript=Phvul.006G126400.1 locus=Phvul.006G126400 ID=Phvul.006G126400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171587 transcript=Phvul.006G126400.1 locus=Phvul.006G126400 ID=Phvul.006G126400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171863 transcript=Phvul.006G170700.1 locus=Phvul.006G170700 ID=Phvul.006G170700.1.v2.1 annot-version=v2.1)
 (original description: pacid=37161510 transcript=Phvul.008G107400.1 locus=Phvul.008G107400 ID=Phvul.008G107400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g09060 OS=Arabidopsis thaliana (sp|q9ss81|pp221_arath : 736.0)
 (original description: pacid=37161510 transcript=Phvul.008G107400.1 locus=Phvul.008G107400 ID=Phvul.008G107400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g09060 OS=Arabidopsis thaliana (sp|q9ss81|pp221_arath : 736.0)
XRN4-exoribonuclease cofactor (LARP1) (original description: pacid=37159819 transcript=Phvul.008G206300.1 locus=Phvul.008G206300 ID=Phvul.008G206300.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-III) (original description: pacid=37149262 transcript=Phvul.009G103100.1 locus=Phvul.009G103100 ID=Phvul.009G103100.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37143651 transcript=Phvul.010G008500.1 locus=Phvul.010G008500 ID=Phvul.010G008500.1.v2.1 annot-version=v2.1) & no description available(sp|q9ss80|ops_arath : 167.0)
transcription factor (DOF) (original description: pacid=37142918 transcript=Phvul.010G013500.1 locus=Phvul.010G013500 ID=Phvul.010G013500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37143088 transcript=Phvul.010G044000.3 locus=Phvul.010G044000 ID=Phvul.010G044000.3.v2.1 annot-version=v2.1)
subfamily ABCG transporter (original description: pacid=37143235 transcript=Phvul.010G145600.1 locus=Phvul.010G145600 ID=Phvul.010G145600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156104 transcript=Phvul.011G181700.1 locus=Phvul.011G181700 ID=Phvul.011G181700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 541.0)
 (original description: pacid=37157395 transcript=Phvul.011G200820.1 locus=Phvul.011G200820 ID=Phvul.011G200820.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 565.0)
 (original description: pacid=37156073 transcript=Phvul.011G202100.1 locus=Phvul.011G202100 ID=Phvul.011G202100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 479.0)
 (original description: pacid=37155566 transcript=Phvul.011G202300.1 locus=Phvul.011G202300 ID=Phvul.011G202300.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 483.0)
 (original description: pacid=37156337 transcript=Phvul.011G203100.1 locus=Phvul.011G203100 ID=Phvul.011G203100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 519.0)
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 (original description: pacid=37163660 transcript=Phvul.004G048000.1 locus=Phvul.004G048000 ID=Phvul.004G048000.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 137.0)
 (original description: pacid=37168996 transcript=Phvul.001G224800.2 locus=Phvul.001G224800 ID=Phvul.001G224800.2.v2.1 annot-version=v2.1) & no description available(sp|q10az7|gpa3_orysj : 136.0)
 (original description: pacid=37168996 transcript=Phvul.001G224800.2 locus=Phvul.001G224800 ID=Phvul.001G224800.2.v2.1 annot-version=v2.1) & no description available(sp|q10az7|gpa3_orysj : 136.0)
 (original description: pacid=37168996 transcript=Phvul.001G224800.2 locus=Phvul.001G224800 ID=Phvul.001G224800.2.v2.1 annot-version=v2.1) & no description available(sp|q10az7|gpa3_orysj : 136.0)
 (original description: pacid=37168996 transcript=Phvul.001G224800.2 locus=Phvul.001G224800 ID=Phvul.001G224800.2.v2.1 annot-version=v2.1) & no description available(sp|q10az7|gpa3_orysj : 136.0)
 (original description: pacid=37165645 transcript=Phvul.007G201700.1 locus=Phvul.007G201700 ID=Phvul.007G201700.1.v2.1 annot-version=v2.1) & Acyl-CoA-binding domain-containing protein 5 OS=Arabidopsis thaliana (sp|q8rwd9|acbp5_arath : 133.0)
 (original description: pacid=37165645 transcript=Phvul.007G201700.1 locus=Phvul.007G201700 ID=Phvul.007G201700.1.v2.1 annot-version=v2.1) & Acyl-CoA-binding domain-containing protein 5 OS=Arabidopsis thaliana (sp|q8rwd9|acbp5_arath : 133.0)
 (original description: pacid=37160667 transcript=Phvul.008G061300.2 locus=Phvul.008G061300 ID=Phvul.008G061300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g63020 OS=Arabidopsis thaliana (sp|q8rxs5|drl40_arath : 433.0)
 (original description: pacid=37160667 transcript=Phvul.008G061300.2 locus=Phvul.008G061300 ID=Phvul.008G061300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g63020 OS=Arabidopsis thaliana (sp|q8rxs5|drl40_arath : 433.0)
 (original description: pacid=37160667 transcript=Phvul.008G061300.2 locus=Phvul.008G061300 ID=Phvul.008G061300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g63020 OS=Arabidopsis thaliana (sp|q8rxs5|drl40_arath : 433.0)
 (original description: pacid=37160667 transcript=Phvul.008G061300.2 locus=Phvul.008G061300 ID=Phvul.008G061300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At5g63020 OS=Arabidopsis thaliana (sp|q8rxs5|drl40_arath : 433.0)

ATPase component TGD3 of TGD lipid importer complex (original description: pacid=37160544 transcript=Phvul.008G055500.1 locus=Phvul.008G055500 ID=Phvul.008G055500.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37142899 transcript=Phvul.010G064700.1 locus=Phvul.010G064700 ID=Phvul.010G064700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 265.0)

 (original description: pacid=37156909 transcript=Phvul.011G166100.1 locus=Phvul.011G166100 ID=Phvul.011G166100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 458.0)
 (original description: pacid=37171124 transcript=Phvul.001G128200.2 locus=Phvul.001G128200 ID=Phvul.001G128200.2.v2.1 annot-version=v2.1) & TMV resistance protein N OS=Nicotiana glutinosa (sp|q40392|tmvrn_nicgu : 238.0)
 (original description: pacid=37169603 transcript=Phvul.001G134000.1 locus=Phvul.001G134000 ID=Phvul.001G134000.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 413.0)
 (original description: pacid=37169603 transcript=Phvul.001G134000.1 locus=Phvul.001G134000 ID=Phvul.001G134000.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 413.0)
SMXL strigolactone signal transducer (original description: pacid=37170890 transcript=Phvul.001G243900.1 locus=Phvul.001G243900 ID=Phvul.001G243900.1.v2.1 annot-version=v2.1) &
SMXL strigolactone signal transducer (original description: pacid=37170890 transcript=Phvul.001G243900.1 locus=Phvul.001G243900 ID=Phvul.001G243900.1.v2.1 annot-version=v2.1) &
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poly(A) RNA polymerase regulatory protein (original description: pacid=37177379 transcript=Phvul.002G261500.1 locus=Phvul.002G261500 ID=Phvul.002G261500.1.v2.1 annot-version=v2.1) &
poly(A) RNA polymerase regulatory protein (original description: pacid=37177379 transcript=Phvul.002G261500.1 locus=Phvul.002G261500 ID=Phvul.002G261500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147525 transcript=Phvul.003G101200.1 locus=Phvul.003G101200 ID=Phvul.003G101200.1.v2.1 annot-version=v2.1) & CASP-like protein 1E1 OS=Glycine max (sp|c6tbd0|cspl6_soybn : 249.0)
 (original description: pacid=37147525 transcript=Phvul.003G101200.1 locus=Phvul.003G101200 ID=Phvul.003G101200.1.v2.1 annot-version=v2.1) & CASP-like protein 1E1 OS=Glycine max (sp|c6tbd0|cspl6_soybn : 249.0)
component SUF-E2/-E3 of plastidial SUF system assembly phase (original description: pacid=37146060 transcript=Phvul.003G202900.1 locus=Phvul.003G202900 ID=Phvul.003G202900.1.v2.1 annot-version=v2.1) &
component SUF-E2/-E3 of plastidial SUF system assembly phase (original description: pacid=37146060 transcript=Phvul.003G202900.1 locus=Phvul.003G202900 ID=Phvul.003G202900.1.v2.1 annot-version=v2.1) &
component SSRP of FACT histone chaperone complex (original description: pacid=37162776 transcript=Phvul.004G026200.1 locus=Phvul.004G026200 ID=Phvul.004G026200.1.v2.1 annot-version=v2.1) &

uroporphyrinogen III methyltransferase (original description: pacid=37152438 transcript=Phvul.005G038200.1 locus=Phvul.005G038200 ID=Phvul.005G038200.1.v2.1 annot-version=v2.1) &
uroporphyrinogen III methyltransferase (original description: pacid=37152438 transcript=Phvul.005G038200.1 locus=Phvul.005G038200 ID=Phvul.005G038200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153472 transcript=Phvul.005G087100.1 locus=Phvul.005G087100 ID=Phvul.005G087100.1.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 303.0)
 (original description: pacid=37153472 transcript=Phvul.005G087100.1 locus=Phvul.005G087100 ID=Phvul.005G087100.1.v2.1 annot-version=v2.1) & Putative disease resistance protein At4g10780 OS=Arabidopsis thaliana (sp|o82484|drl23_arath : 303.0)

 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
LAS1 pre-rRNA cleavage factor involved in ITS2 rRNA removal (original description: pacid=37157997 transcript=Phvul.008G202300.1 locus=Phvul.008G202300 ID=Phvul.008G202300.1.v2.1 annot-version=v2.1) &
potassium cation transporter (HAK/KUP/KT) (original description: pacid=37159589 transcript=Phvul.008G259600.2 locus=Phvul.008G259600 ID=Phvul.008G259600.2.v2.1 annot-version=v2.1) &
potassium cation transporter (HAK/KUP/KT) (original description: pacid=37159589 transcript=Phvul.008G259600.2 locus=Phvul.008G259600 ID=Phvul.008G259600.2.v2.1 annot-version=v2.1) &
potassium cation transporter (HAK/KUP/KT) (original description: pacid=37159589 transcript=Phvul.008G259600.2 locus=Phvul.008G259600 ID=Phvul.008G259600.2.v2.1 annot-version=v2.1) &
potassium cation transporter (HAK/KUP/KT) (original description: pacid=37159589 transcript=Phvul.008G259600.2 locus=Phvul.008G259600 ID=Phvul.008G259600.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37143313 transcript=Phvul.010G132333.3 locus=Phvul.010G132333 ID=Phvul.010G132333.3.v2.1 annot-version=v2.1) & Disease resistance protein RML1A OS=Arabidopsis thaliana (sp|f4i594|rlm1a_arath : 191.0)

 (original description: pacid=37157447 transcript=Phvul.011G151300.1 locus=Phvul.011G151300 ID=Phvul.011G151300.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 503.0)
 (original description: pacid=37156104 transcript=Phvul.011G181700.1 locus=Phvul.011G181700 ID=Phvul.011G181700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 541.0)
 (original description: pacid=37156104 transcript=Phvul.011G181700.1 locus=Phvul.011G181700 ID=Phvul.011G181700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 541.0)
 (original description: pacid=37157092 transcript=Phvul.011G192400.1 locus=Phvul.011G192400 ID=Phvul.011G192400.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 474.0)
 (original description: pacid=37155577 transcript=Phvul.011G192600.1 locus=Phvul.011G192600 ID=Phvul.011G192600.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 513.0)
 (original description: pacid=37155824 transcript=Phvul.011G193100.1 locus=Phvul.011G193100 ID=Phvul.011G193100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 538.0)
 (original description: pacid=37155134 transcript=Phvul.011G193500.1 locus=Phvul.011G193500 ID=Phvul.011G193500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 543.0)
 (original description: pacid=37155823 transcript=Phvul.011G193600.1 locus=Phvul.011G193600 ID=Phvul.011G193600.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 541.0)
 (original description: pacid=37155090 transcript=Phvul.011G194800.1 locus=Phvul.011G194800 ID=Phvul.011G194800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 501.0)
 (original description: pacid=37154689 transcript=Phvul.011G194900.1 locus=Phvul.011G194900 ID=Phvul.011G194900.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 555.0)
 (original description: pacid=37157033 transcript=Phvul.011G195000.1 locus=Phvul.011G195000 ID=Phvul.011G195000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 536.0)
 (original description: pacid=37156343 transcript=Phvul.011G195200.1 locus=Phvul.011G195200 ID=Phvul.011G195200.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 549.0)
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 (original description: pacid=37157211 transcript=Phvul.011G195400.2 locus=Phvul.011G195400 ID=Phvul.011G195400.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 360.0)
 (original description: pacid=37155487 transcript=Phvul.011G195500.1 locus=Phvul.011G195500 ID=Phvul.011G195500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 483.0)
 (original description: pacid=37156565 transcript=Phvul.011G196000.1 locus=Phvul.011G196000 ID=Phvul.011G196000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 543.0)
 (original description: pacid=37157155 transcript=Phvul.011G196066.1 locus=Phvul.011G196066 ID=Phvul.011G196066.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 357.0)
 (original description: pacid=37157395 transcript=Phvul.011G200820.1 locus=Phvul.011G200820 ID=Phvul.011G200820.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 565.0)
 (original description: pacid=37157395 transcript=Phvul.011G200820.1 locus=Phvul.011G200820 ID=Phvul.011G200820.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 565.0)
 (original description: pacid=37156073 transcript=Phvul.011G202100.1 locus=Phvul.011G202100 ID=Phvul.011G202100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 479.0)
 (original description: pacid=37156073 transcript=Phvul.011G202100.1 locus=Phvul.011G202100 ID=Phvul.011G202100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 479.0)
 (original description: pacid=37155566 transcript=Phvul.011G202300.1 locus=Phvul.011G202300 ID=Phvul.011G202300.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 483.0)
 (original description: pacid=37155566 transcript=Phvul.011G202300.1 locus=Phvul.011G202300 ID=Phvul.011G202300.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 483.0)
 (original description: pacid=37156337 transcript=Phvul.011G203100.1 locus=Phvul.011G203100 ID=Phvul.011G203100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 519.0)
 (original description: pacid=37156337 transcript=Phvul.011G203100.1 locus=Phvul.011G203100 ID=Phvul.011G203100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 519.0)
 (original description: pacid=37157542 transcript=Phvul.L002337.2 locus=Phvul.L002337 ID=Phvul.L002337.2.v2.1 annot-version=v2.1) & Alcohol dehydrogenase-like 7 OS=Arabidopsis thaliana (sp|q9fh04|adhl7_arath : 523.0)
 (original description: pacid=37157542 transcript=Phvul.L002337.2 locus=Phvul.L002337 ID=Phvul.L002337.2.v2.1 annot-version=v2.1) & Alcohol dehydrogenase-like 7 OS=Arabidopsis thaliana (sp|q9fh04|adhl7_arath : 523.0)
 (original description: pacid=37157542 transcript=Phvul.L002337.2 locus=Phvul.L002337 ID=Phvul.L002337.2.v2.1 annot-version=v2.1) & Alcohol dehydrogenase-like 7 OS=Arabidopsis thaliana (sp|q9fh04|adhl7_arath : 523.0)
 (original description: pacid=37157542 transcript=Phvul.L002337.2 locus=Phvul.L002337 ID=Phvul.L002337.2.v2.1 annot-version=v2.1) & Alcohol dehydrogenase-like 7 OS=Arabidopsis thaliana (sp|q9fh04|adhl7_arath : 523.0)
 (original description: pacid=37169910 transcript=Phvul.001G015600.3 locus=Phvul.001G015600 ID=Phvul.001G015600.3.v2.1 annot-version=v2.1) & Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana (sp|q8l7r3|lpct1_arath : 452.0)
 (original description: pacid=37169910 transcript=Phvul.001G015600.3 locus=Phvul.001G015600 ID=Phvul.001G015600.3.v2.1 annot-version=v2.1) & Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana (sp|q8l7r3|lpct1_arath : 452.0)
 (original description: pacid=37169910 transcript=Phvul.001G015600.3 locus=Phvul.001G015600 ID=Phvul.001G015600.3.v2.1 annot-version=v2.1) & Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana (sp|q8l7r3|lpct1_arath : 452.0)
 (original description: pacid=37169910 transcript=Phvul.001G015600.3 locus=Phvul.001G015600 ID=Phvul.001G015600.3.v2.1 annot-version=v2.1) & Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana (sp|q8l7r3|lpct1_arath : 452.0)

 (original description: pacid=37177875 transcript=Phvul.002G298800.1 locus=Phvul.002G298800 ID=Phvul.002G298800.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At4g10955 OS=Arabidopsis thaliana (sp|q680c0|gdl62_arath : 442.0)
G-alpha component XLG of non-canonical heterotrimeric G-protein complex (original description: pacid=37145098 transcript=Phvul.003G010900.1 locus=Phvul.003G010900 ID=Phvul.003G010900.1.v2.1 annot-version=v2.1) &
G-alpha component XLG of non-canonical heterotrimeric G-protein complex (original description: pacid=37145098 transcript=Phvul.003G010900.1 locus=Phvul.003G010900 ID=Phvul.003G010900.1.v2.1 annot-version=v2.1) &
PAP2/TAC2 cofactor of plastid-encoded RNA polymerase (original description: pacid=37145330 transcript=Phvul.003G195800.2 locus=Phvul.003G195800 ID=Phvul.003G195800.2.v2.1 annot-version=v2.1) &
PAP2/TAC2 cofactor of plastid-encoded RNA polymerase (original description: pacid=37145330 transcript=Phvul.003G195800.2 locus=Phvul.003G195800 ID=Phvul.003G195800.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37145501 transcript=Phvul.003G252400.1 locus=Phvul.003G252400 ID=Phvul.003G252400.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37145501 transcript=Phvul.003G252400.1 locus=Phvul.003G252400 ID=Phvul.003G252400.1.v2.1 annot-version=v2.1) &
component ATG2 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37146502 transcript=Phvul.003G295800.4 locus=Phvul.003G295800 ID=Phvul.003G295800.4.v2.1 annot-version=v2.1) &
component ATG2 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37146502 transcript=Phvul.003G295800.4 locus=Phvul.003G295800 ID=Phvul.003G295800.4.v2.1 annot-version=v2.1) &
component ATG2 of autophagosome ATG9-2-18 membrane shuttling complex (original description: pacid=37146502 transcript=Phvul.003G295800.4 locus=Phvul.003G295800 ID=Phvul.003G295800.4.v2.1 annot-version=v2.1) &
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
 (original description: pacid=37163670 transcript=Phvul.004G032300.4 locus=Phvul.004G032300 ID=Phvul.004G032300.4.v2.1 annot-version=v2.1) & Purple acid phosphatase 23 OS=Arabidopsis thaliana (sp|q6tph1|ppa23_arath : 715.0)
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 (original description: pacid=37163660 transcript=Phvul.004G048000.1 locus=Phvul.004G048000 ID=Phvul.004G048000.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 137.0)
 (original description: pacid=37163660 transcript=Phvul.004G048000.1 locus=Phvul.004G048000 ID=Phvul.004G048000.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 137.0)
MinD plastid division FtsZ assembly factor (original description: pacid=37162532 transcript=Phvul.004G106800.2 locus=Phvul.004G106800 ID=Phvul.004G106800.2.v2.1 annot-version=v2.1) &
MinD plastid division FtsZ assembly factor (original description: pacid=37162532 transcript=Phvul.004G106800.2 locus=Phvul.004G106800 ID=Phvul.004G106800.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37162837 transcript=Phvul.004G133100.1 locus=Phvul.004G133100 ID=Phvul.004G133100.1.v2.1 annot-version=v2.1) & Probable carboxylesterase 18 OS=Arabidopsis thaliana (sp|q9lt10|cxe18_arath : 385.0)
 (original description: pacid=37154568 transcript=Phvul.005G165800.1 locus=Phvul.005G165800 ID=Phvul.005G165800.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g49730 OS=Arabidopsis thaliana (sp|p0c8a0|pp275_arath : 692.0)
 (original description: pacid=37154568 transcript=Phvul.005G165800.1 locus=Phvul.005G165800 ID=Phvul.005G165800.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g49730 OS=Arabidopsis thaliana (sp|p0c8a0|pp275_arath : 692.0)
 (original description: pacid=37171447 transcript=Phvul.006G066800.1 locus=Phvul.006G066800 ID=Phvul.006G066800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 446.0)

Trans-resveratrol di-O-methyltransferase OS=Vitis vinifera (sp|b6vjs4|romt_vitvi : 346.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 182.1) (original description: pacid=37173441 transcript=Phvul.006G180900.1 locus=Phvul.006G180900 ID=Phvul.006G180900.1.v2.1 annot-version=v2.1) &
Trans-resveratrol di-O-methyltransferase OS=Vitis vinifera (sp|b6vjs4|romt_vitvi : 346.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 182.1) (original description: pacid=37173441 transcript=Phvul.006G180900.1 locus=Phvul.006G180900 ID=Phvul.006G180900.1.v2.1 annot-version=v2.1) &

ATPase ARSA1 OS=Chlamydomonas reinhardtii (sp|a8jgb0|asna1_chlre : 369.0) & Enzyme classification.EC_3 hydrolases.EC_3.6 hydrolase acting on acid anhydride(50.3.6 : 133.9) (original description: pacid=37166954 transcript=Phvul.007G096800.1 locus=Phvul.007G096800 ID=Phvul.007G096800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148715 transcript=Phvul.009G213300.1 locus=Phvul.009G213300 ID=Phvul.009G213300.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g19290 OS=Arabidopsis thaliana (sp|q9ln69|ppr50_arath : 769.0)
 (original description: pacid=37149744 transcript=Phvul.009G226300.2 locus=Phvul.009G226300 ID=Phvul.009G226300.2.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 16 OS=Arabidopsis thaliana (sp|f4k5l5|tbl16_arath : 573.0)
 (original description: pacid=37149744 transcript=Phvul.009G226300.2 locus=Phvul.009G226300 ID=Phvul.009G226300.2.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 16 OS=Arabidopsis thaliana (sp|f4k5l5|tbl16_arath : 573.0)
 (original description: pacid=37149744 transcript=Phvul.009G226300.2 locus=Phvul.009G226300 ID=Phvul.009G226300.2.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 16 OS=Arabidopsis thaliana (sp|f4k5l5|tbl16_arath : 573.0)
 (original description: pacid=37149744 transcript=Phvul.009G226300.2 locus=Phvul.009G226300 ID=Phvul.009G226300.2.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 16 OS=Arabidopsis thaliana (sp|f4k5l5|tbl16_arath : 573.0)
 (original description: pacid=37151719 transcript=Phvul.009G233700.1 locus=Phvul.009G233700 ID=Phvul.009G233700.1.v2.1 annot-version=v2.1) & Probable disease resistance RPP8-like protein 2 OS=Arabidopsis thaliana (sp|p0c8s1|rp8l2_arath : 498.0)
 (original description: pacid=37151719 transcript=Phvul.009G233700.1 locus=Phvul.009G233700 ID=Phvul.009G233700.1.v2.1 annot-version=v2.1) & Probable disease resistance RPP8-like protein 2 OS=Arabidopsis thaliana (sp|p0c8s1|rp8l2_arath : 498.0)
 (original description: pacid=37151719 transcript=Phvul.009G233700.1 locus=Phvul.009G233700 ID=Phvul.009G233700.1.v2.1 annot-version=v2.1) & Probable disease resistance RPP8-like protein 2 OS=Arabidopsis thaliana (sp|p0c8s1|rp8l2_arath : 498.0)
 (original description: pacid=37143979 transcript=Phvul.010G008700.2 locus=Phvul.010G008700 ID=Phvul.010G008700.2.v2.1 annot-version=v2.1) & TMV resistance protein N OS=Nicotiana glutinosa (sp|q40392|tmvrn_nicgu : 371.0)
 (original description: pacid=37143979 transcript=Phvul.010G008700.2 locus=Phvul.010G008700 ID=Phvul.010G008700.2.v2.1 annot-version=v2.1) & TMV resistance protein N OS=Nicotiana glutinosa (sp|q40392|tmvrn_nicgu : 371.0)
 (original description: pacid=37142864 transcript=Phvul.010G056500.1 locus=Phvul.010G056500 ID=Phvul.010G056500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g17670 OS=Arabidopsis thaliana (sp|q84j71|pp161_arath : 496.0)
 (original description: pacid=37142864 transcript=Phvul.010G056500.1 locus=Phvul.010G056500 ID=Phvul.010G056500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g17670 OS=Arabidopsis thaliana (sp|q84j71|pp161_arath : 496.0)
 (original description: pacid=37142368 transcript=Phvul.010G063100.1 locus=Phvul.010G063100 ID=Phvul.010G063100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 612.0)
 (original description: pacid=37142879 transcript=Phvul.010G070584.1 locus=Phvul.010G070584 ID=Phvul.010G070584.1.v2.1 annot-version=v2.1) & Long-chain-alcohol oxidase FAO1 OS=Lotus japonicus (sp|b5wwz8|fao1_lotja : 932.0)

 (original description: pacid=37156367 transcript=Phvul.011G014500.2 locus=Phvul.011G014500 ID=Phvul.011G014500.2.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 310.0)
 (original description: pacid=37156367 transcript=Phvul.011G014500.2 locus=Phvul.011G014500 ID=Phvul.011G014500.2.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 310.0)
 (original description: pacid=37156367 transcript=Phvul.011G014500.2 locus=Phvul.011G014500 ID=Phvul.011G014500.2.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 310.0)
 (original description: pacid=37157349 transcript=Phvul.011G082700.3 locus=Phvul.011G082700 ID=Phvul.011G082700.3.v2.1 annot-version=v2.1) & P-loop NTPase domain-containing protein LPA1 homolog 1 OS=Arabidopsis thaliana (sp|q9fjh9|lpah1_arath : 804.0)
 (original description: pacid=37157349 transcript=Phvul.011G082700.3 locus=Phvul.011G082700 ID=Phvul.011G082700.3.v2.1 annot-version=v2.1) & P-loop NTPase domain-containing protein LPA1 homolog 1 OS=Arabidopsis thaliana (sp|q9fjh9|lpah1_arath : 804.0)
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 (original description: pacid=37157349 transcript=Phvul.011G082700.3 locus=Phvul.011G082700 ID=Phvul.011G082700.3.v2.1 annot-version=v2.1) & P-loop NTPase domain-containing protein LPA1 homolog 1 OS=Arabidopsis thaliana (sp|q9fjh9|lpah1_arath : 804.0)
 (original description: pacid=37154977 transcript=Phvul.011G149400.1 locus=Phvul.011G149400 ID=Phvul.011G149400.1.v2.1 annot-version=v2.1) & Disease resistance protein At4g27190 OS=Arabidopsis thaliana (sp|q9t048|drl27_arath : 177.0)
 (original description: pacid=37154977 transcript=Phvul.011G149400.1 locus=Phvul.011G149400 ID=Phvul.011G149400.1.v2.1 annot-version=v2.1) & Disease resistance protein At4g27190 OS=Arabidopsis thaliana (sp|q9t048|drl27_arath : 177.0)
 (original description: pacid=37156674 transcript=Phvul.011G181500.1 locus=Phvul.011G181500 ID=Phvul.011G181500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 540.0)

 (original description: pacid=37155164 transcript=Phvul.011G191600.1 locus=Phvul.011G191600 ID=Phvul.011G191600.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 542.0)
 (original description: pacid=37157159 transcript=Phvul.011G191800.1 locus=Phvul.011G191800 ID=Phvul.011G191800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 545.0)
 (original description: pacid=37155368 transcript=Phvul.011G192200.1 locus=Phvul.011G192200 ID=Phvul.011G192200.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 525.0)
 (original description: pacid=37155339 transcript=Phvul.011G192900.1 locus=Phvul.011G192900 ID=Phvul.011G192900.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 424.0)
 (original description: pacid=37155339 transcript=Phvul.011G192900.1 locus=Phvul.011G192900 ID=Phvul.011G192900.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 424.0)
 (original description: pacid=37155272 transcript=Phvul.011G195751.1 locus=Phvul.011G195751 ID=Phvul.011G195751.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 443.0)
 (original description: pacid=37155563 transcript=Phvul.011G198400.1 locus=Phvul.011G198400 ID=Phvul.011G198400.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 558.0)
 (original description: pacid=37154846 transcript=Phvul.011G201000.1 locus=Phvul.011G201000 ID=Phvul.011G201000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 333.0)
 (original description: pacid=37156971 transcript=Phvul.011G201101.1 locus=Phvul.011G201101 ID=Phvul.011G201101.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 159.0)
 (original description: pacid=37168061 transcript=Phvul.001G027100.1 locus=Phvul.001G027100 ID=Phvul.001G027100.1.v2.1 annot-version=v2.1) & F-box/kelch-repeat protein At5g43190 OS=Arabidopsis thaliana (sp|q9fhs6|fk119_arath : 285.0)
 (original description: pacid=37171176 transcript=Phvul.001G123000.2 locus=Phvul.001G123000 ID=Phvul.001G123000.2.v2.1 annot-version=v2.1) & Alpha-glucosidase OS=Spinacia oleracea (sp|o04893|aglu_spiol : 80.9)
 (original description: pacid=37171258 transcript=Phvul.001G132516.1 locus=Phvul.001G132516 ID=Phvul.001G132516.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 306.0)
 (original description: pacid=37171258 transcript=Phvul.001G132516.1 locus=Phvul.001G132516 ID=Phvul.001G132516.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 306.0)
 (original description: pacid=37169452 transcript=Phvul.001G132701.1 locus=Phvul.001G132701 ID=Phvul.001G132701.1.v2.1 annot-version=v2.1) & Disease resistance protein RGA2 OS=Solanum bulbocastanum (sp|q7xbq9|rga2_solbu : 325.0)
 (original description: pacid=37169452 transcript=Phvul.001G132701.1 locus=Phvul.001G132701 ID=Phvul.001G132701.1.v2.1 annot-version=v2.1) & Disease resistance protein RGA2 OS=Solanum bulbocastanum (sp|q7xbq9|rga2_solbu : 325.0)
 (original description: pacid=37170073 transcript=Phvul.001G132800.1 locus=Phvul.001G132800 ID=Phvul.001G132800.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 332.0)
 (original description: pacid=37170073 transcript=Phvul.001G132800.1 locus=Phvul.001G132800 ID=Phvul.001G132800.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 332.0)
 (original description: pacid=37167899 transcript=Phvul.001G132864.1 locus=Phvul.001G132864 ID=Phvul.001G132864.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 367.0)
 (original description: pacid=37167899 transcript=Phvul.001G132864.1 locus=Phvul.001G132864 ID=Phvul.001G132864.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 367.0)
 (original description: pacid=37168771 transcript=Phvul.001G133100.1 locus=Phvul.001G133100 ID=Phvul.001G133100.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 389.0)
 (original description: pacid=37168771 transcript=Phvul.001G133100.1 locus=Phvul.001G133100 ID=Phvul.001G133100.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA3 OS=Solanum bulbocastanum (sp|q7xa40|rga3_solbu : 389.0)
 (original description: pacid=37168444 transcript=Phvul.001G133101.1 locus=Phvul.001G133101 ID=Phvul.001G133101.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 379.0)
 (original description: pacid=37168444 transcript=Phvul.001G133101.1 locus=Phvul.001G133101 ID=Phvul.001G133101.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 379.0)

voltage-gated potassium cation channel (TPK/KCO) (original description: pacid=37170086 transcript=Phvul.001G217800.1 locus=Phvul.001G217800 ID=Phvul.001G217800.1.v2.1 annot-version=v2.1) &

SGS3 stabilization factor of DNA methylation pathway (original description: pacid=37178074 transcript=Phvul.002G279500.1 locus=Phvul.002G279500 ID=Phvul.002G279500.1.v2.1 annot-version=v2.1) &

Cytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &
Cytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37144721 transcript=Phvul.003G104900.1 locus=Phvul.003G104900 ID=Phvul.003G104900.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 36 OS=Arabidopsis thaliana (sp|q84j88|hip36_arath : 102.0)
 (original description: pacid=37144721 transcript=Phvul.003G104900.1 locus=Phvul.003G104900 ID=Phvul.003G104900.1.v2.1 annot-version=v2.1) & Heavy metal-associated isoprenylated plant protein 36 OS=Arabidopsis thaliana (sp|q84j88|hip36_arath : 102.0)
component Fip1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37147165 transcript=Phvul.003G157600.1 locus=Phvul.003G157600 ID=Phvul.003G157600.1.v2.1 annot-version=v2.1) &
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GTPase interactive protein kinase (RBK/RRK) (original description: pacid=37148383 transcript=Phvul.003G288300.1 locus=Phvul.003G288300 ID=Phvul.003G288300.1.v2.1 annot-version=v2.1) &
GTPase interactive protein kinase (RBK/RRK) (original description: pacid=37148383 transcript=Phvul.003G288300.1 locus=Phvul.003G288300 ID=Phvul.003G288300.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162157 transcript=Phvul.004G064300.1 locus=Phvul.004G064300 ID=Phvul.004G064300.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 171.0)
 (original description: pacid=37162157 transcript=Phvul.004G064300.1 locus=Phvul.004G064300 ID=Phvul.004G064300.1.v2.1 annot-version=v2.1) & Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana (sp|q9fn03|uvr8_arath : 171.0)
 (original description: pacid=37163473 transcript=Phvul.004G131300.1 locus=Phvul.004G131300 ID=Phvul.004G131300.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g12300, mitochondrial OS=Arabidopsis thaliana (sp|q0wkv3|ppr36_arath : 382.0)
 (original description: pacid=37163473 transcript=Phvul.004G131300.1 locus=Phvul.004G131300 ID=Phvul.004G131300.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g12300, mitochondrial OS=Arabidopsis thaliana (sp|q0wkv3|ppr36_arath : 382.0)
 (original description: pacid=37154207 transcript=Phvul.005G031200.1 locus=Phvul.005G031200 ID=Phvul.005G031200.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 617.0)

component CPFS6/CFIm68 of Cleavage Factor I (CF-Im) complex (original description: pacid=37172307 transcript=Phvul.006G057000.1 locus=Phvul.006G057000 ID=Phvul.006G057000.1.v2.1 annot-version=v2.1) &
component CPFS6/CFIm68 of Cleavage Factor I (CF-Im) complex (original description: pacid=37172194 transcript=Phvul.006G057100.5 locus=Phvul.006G057100 ID=Phvul.006G057100.5.v2.1 annot-version=v2.1) &
component CPFS6/CFIm68 of Cleavage Factor I (CF-Im) complex (original description: pacid=37172194 transcript=Phvul.006G057100.5 locus=Phvul.006G057100 ID=Phvul.006G057100.5.v2.1 annot-version=v2.1) &

 (original description: pacid=37171447 transcript=Phvul.006G066800.1 locus=Phvul.006G066800 ID=Phvul.006G066800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 446.0)
 (original description: pacid=37171447 transcript=Phvul.006G066800.1 locus=Phvul.006G066800 ID=Phvul.006G066800.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 446.0)
 (original description: pacid=37165347 transcript=Phvul.007G086300.2 locus=Phvul.007G086300 ID=Phvul.007G086300.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 597.0)
 (original description: pacid=37165347 transcript=Phvul.007G086300.2 locus=Phvul.007G086300 ID=Phvul.007G086300.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 597.0)
 (original description: pacid=37159623 transcript=Phvul.008G014700.1 locus=Phvul.008G014700 ID=Phvul.008G014700.1.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 306.0)
 (original description: pacid=37159623 transcript=Phvul.008G014700.1 locus=Phvul.008G014700 ID=Phvul.008G014700.1.v2.1 annot-version=v2.1) & Disease resistance protein RPP13 OS=Arabidopsis thaliana (sp|q9m667|rpp13_arath : 306.0)
 (original description: pacid=37158229 transcript=Phvul.008G072032.1 locus=Phvul.008G072032 ID=Phvul.008G072032.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 171.0)
 (original description: pacid=37158229 transcript=Phvul.008G072032.1 locus=Phvul.008G072032 ID=Phvul.008G072032.1.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 171.0)

 (original description: pacid=37142695 transcript=Phvul.010G063700.2 locus=Phvul.010G063700 ID=Phvul.010G063700.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 528.0)

 (original description: pacid=37143246 transcript=Phvul.010G149500.1 locus=Phvul.010G149500 ID=Phvul.010G149500.1.v2.1 annot-version=v2.1) & Regulator of telomere elongation helicase 1 homolog OS=Oryza sativa subsp. japonica (sp|a0a0p0v4r0|rtel1_orysj : 203.0)
 (original description: pacid=37143246 transcript=Phvul.010G149500.1 locus=Phvul.010G149500 ID=Phvul.010G149500.1.v2.1 annot-version=v2.1) & Regulator of telomere elongation helicase 1 homolog OS=Oryza sativa subsp. japonica (sp|a0a0p0v4r0|rtel1_orysj : 203.0)

 (original description: pacid=37156674 transcript=Phvul.011G181500.1 locus=Phvul.011G181500 ID=Phvul.011G181500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 540.0)
 (original description: pacid=37156674 transcript=Phvul.011G181500.1 locus=Phvul.011G181500 ID=Phvul.011G181500.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 540.0)
 (original description: pacid=37154890 transcript=Phvul.011G198000.1 locus=Phvul.011G198000 ID=Phvul.011G198000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 559.0)
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 (original description: pacid=37154890 transcript=Phvul.011G198000.1 locus=Phvul.011G198000 ID=Phvul.011G198000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 559.0)
 (original description: pacid=37154739 transcript=Phvul.011G200880.2 locus=Phvul.011G200880 ID=Phvul.011G200880.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 489.0)
 (original description: pacid=37154739 transcript=Phvul.011G200880.2 locus=Phvul.011G200880 ID=Phvul.011G200880.2.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 489.0)
 (original description: pacid=37154846 transcript=Phvul.011G201000.1 locus=Phvul.011G201000 ID=Phvul.011G201000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 333.0)
 (original description: pacid=37154846 transcript=Phvul.011G201000.1 locus=Phvul.011G201000 ID=Phvul.011G201000.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 333.0)
 (original description: pacid=37156971 transcript=Phvul.011G201101.1 locus=Phvul.011G201101 ID=Phvul.011G201101.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 159.0)
 (original description: pacid=37156971 transcript=Phvul.011G201101.1 locus=Phvul.011G201101 ID=Phvul.011G201101.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 159.0)
 (original description: pacid=37156646 transcript=Phvul.011G202366.1 locus=Phvul.011G202366 ID=Phvul.011G202366.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 203.0)
 (original description: pacid=37156646 transcript=Phvul.011G202366.1 locus=Phvul.011G202366 ID=Phvul.011G202366.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 203.0)
Glucan endo-1,3-beta-glucosidase 11 OS=Arabidopsis thaliana (sp|q8l868|e1311_arath : 469.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 354.6) (original description: pacid=37163915 transcript=Phvul.L004500.1 locus=Phvul.L004500 ID=Phvul.L004500.1.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 11 OS=Arabidopsis thaliana (sp|q8l868|e1311_arath : 469.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 354.6) (original description: pacid=37163915 transcript=Phvul.L004500.1 locus=Phvul.L004500 ID=Phvul.L004500.1.v2.1 annot-version=v2.1) &

Whirly-type plastidial RNA splicing factor (original description: pacid=37176882 transcript=Phvul.002G089800.1 locus=Phvul.002G089800 ID=Phvul.002G089800.1.v2.1 annot-version=v2.1) &
Whirly-type plastidial RNA splicing factor (original description: pacid=37176882 transcript=Phvul.002G089800.1 locus=Phvul.002G089800 ID=Phvul.002G089800.1.v2.1 annot-version=v2.1) &

class VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
class VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
class VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
class VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
class VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &
class VIII myosin microfilament-based motor protein (original description: pacid=37144970 transcript=Phvul.003G002200.5 locus=Phvul.003G002200 ID=Phvul.003G002200.5.v2.1 annot-version=v2.1) &

SUVH2/9 methyl-DNA-binding factor of DNA methylation pathway (original description: pacid=37145910 transcript=Phvul.003G282200.3 locus=Phvul.003G282200 ID=Phvul.003G282200.3.v2.1 annot-version=v2.1) &
SUVH2/9 methyl-DNA-binding factor of DNA methylation pathway (original description: pacid=37145910 transcript=Phvul.003G282200.3 locus=Phvul.003G282200 ID=Phvul.003G282200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37146499 transcript=Phvul.003G282250.1 locus=Phvul.003G282250 ID=Phvul.003G282250.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g03380, mitochondrial OS=Arabidopsis thaliana (sp|q9zq74|pp146_arath : 626.0)
polynucleotide phosphorylase (PNP) (original description: pacid=37161570 transcript=Phvul.004G011100.1 locus=Phvul.004G011100 ID=Phvul.004G011100.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37154419 transcript=Phvul.005G041300.1 locus=Phvul.005G041300 ID=Phvul.005G041300.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g03510 OS=Arabidopsis thaliana (sp|q9lr72|ppr7_arath : 388.0)
 (original description: pacid=37154419 transcript=Phvul.005G041300.1 locus=Phvul.005G041300 ID=Phvul.005G041300.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g03510 OS=Arabidopsis thaliana (sp|q9lr72|ppr7_arath : 388.0)
 (original description: pacid=37152832 transcript=Phvul.005G069700.1 locus=Phvul.005G069700 ID=Phvul.005G069700.1.v2.1 annot-version=v2.1) & Nuclear pore complex protein NUP98A OS=Arabidopsis thaliana (sp|q8ry25|nu98a_arath : 109.0)
 (original description: pacid=37152832 transcript=Phvul.005G069700.1 locus=Phvul.005G069700 ID=Phvul.005G069700.1.v2.1 annot-version=v2.1) & Nuclear pore complex protein NUP98A OS=Arabidopsis thaliana (sp|q8ry25|nu98a_arath : 109.0)

 (original description: pacid=37172484 transcript=Phvul.006G027500.1 locus=Phvul.006G027500 ID=Phvul.006G027500.1.v2.1 annot-version=v2.1) & WD repeat-containing protein 26 homolog OS=Arabidopsis thaliana (sp|q9fnn2|wdr26_arath : 697.0)
 (original description: pacid=37172484 transcript=Phvul.006G027500.1 locus=Phvul.006G027500 ID=Phvul.006G027500.1.v2.1 annot-version=v2.1) & WD repeat-containing protein 26 homolog OS=Arabidopsis thaliana (sp|q9fnn2|wdr26_arath : 697.0)

 (original description: pacid=37161510 transcript=Phvul.008G107400.1 locus=Phvul.008G107400 ID=Phvul.008G107400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g09060 OS=Arabidopsis thaliana (sp|q9ss81|pp221_arath : 736.0)
 (original description: pacid=37161510 transcript=Phvul.008G107400.1 locus=Phvul.008G107400 ID=Phvul.008G107400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g09060 OS=Arabidopsis thaliana (sp|q9ss81|pp221_arath : 736.0)
XRN4-exoribonuclease cofactor (LARP1) (original description: pacid=37159819 transcript=Phvul.008G206300.1 locus=Phvul.008G206300 ID=Phvul.008G206300.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37143651 transcript=Phvul.010G008500.1 locus=Phvul.010G008500 ID=Phvul.010G008500.1.v2.1 annot-version=v2.1) & no description available(sp|q9ss80|ops_arath : 167.0)

 (original description: pacid=37156104 transcript=Phvul.011G181700.1 locus=Phvul.011G181700 ID=Phvul.011G181700.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 541.0)
 (original description: pacid=37157395 transcript=Phvul.011G200820.1 locus=Phvul.011G200820 ID=Phvul.011G200820.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 565.0)
 (original description: pacid=37156073 transcript=Phvul.011G202100.1 locus=Phvul.011G202100 ID=Phvul.011G202100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 479.0)
 (original description: pacid=37155566 transcript=Phvul.011G202300.1 locus=Phvul.011G202300 ID=Phvul.011G202300.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 483.0)
 (original description: pacid=37156337 transcript=Phvul.011G203100.1 locus=Phvul.011G203100 ID=Phvul.011G203100.1.v2.1 annot-version=v2.1) & Putative disease resistance RPP13-like protein 1 OS=Arabidopsis thaliana (sp|q9lrr4|r13l1_arath : 519.0)
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Do not distribute
Trans-resveratrol di-O-methyltransferase OS=Vitis vinifera (sp|b6vjs4|romt_vitvi : 346.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 182.1) (original description: pacid=37173441 transcript=Phvul.006G180900.1 locus=Phvul.006G180900 ID=Phvul.006G180900.1.v2.1 annot-version=v2.1) &
Trans-resveratrol di-O-methyltransferase OS=Vitis vinifera (sp|b6vjs4|romt_vitvi : 346.0) & Enzyme classification.EC_2 transferases.EC_2.1 transferase transferring one-carbon group(50.2.1 : 182.1) (original description: pacid=37173441 transcript=Phvul.006G180900.1 locus=Phvul.006G180900 ID=Phvul.006G180900.1.v2.1 annot-version=v2.1) &

ATPase ARSA1 OS=Chlamydomonas reinhardtii (sp|a8jgb0|asna1_chlre : 369.0) & Enzyme classification.EC_3 hydrolases.EC_3.6 hydrolase acting on acid anhydride(50.3.6 : 133.9) (original description: pacid=37166954 transcript=Phvul.007G096800.1 locus=Phvul.007G096800 ID=Phvul.007G096800.1.v2.1 annot-version=v2.1) &
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Cytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &
Cytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &
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Do not distribute
Glucan endo-1,3-beta-glucosidase 11 OS=Arabidopsis thaliana (sp|q8l868|e1311_arath : 469.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 354.6) (original description: pacid=37163915 transcript=Phvul.L004500.1 locus=Phvul.L004500 ID=Phvul.L004500.1.v2.1 annot-version=v2.1) &
Glucan endo-1,3-beta-glucosidase 11 OS=Arabidopsis thaliana (sp|q8l868|e1311_arath : 469.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 354.6) (original description: pacid=37163915 transcript=Phvul.L004500.1 locus=Phvul.L004500 ID=Phvul.L004500.1.v2.1 annot-version=v2.1) &
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Cytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &
Cytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &
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miRNA_Acc. Target_Acc. Expectation UPE$ miRNA_start miRNA_end
ccgaccuuagcucaguuggugPhvul.005G179400.1 2.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.001G025900.1 3 -1 1 21
ccgaccuuagcucaguuggugPhvul.002G321900.1 3 -1 1 21
ccgaccuuagcucaguuggugPhvul.005G110300.3 3 -1 1 21
ccgaccuuagcucaguuggugPhvul.005G110300.2 3 -1 1 21
ccgaccuuagcucaguuggugPhvul.005G110300.1 3 -1 1 21
ccgaccuuagcucaguuggugPhvul.009G128800.1 3 -1 1 21
ccgaccuuagcucaguuggugPhvul.002G220500.1 3.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.006G047700.1 3.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.006G059900.1 3.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.002G133400.1 4 -1 1 21
ccgaccuuagcucaguuggugPhvul.002G302600.1 4 -1 1 21
ccgaccuuagcucaguuggugPhvul.003G263400.1 4 -1 1 21
ccgaccuuagcucaguuggugPhvul.005G100500.1 4 -1 1 21
ccgaccuuagcucaguuggugPhvul.006G017100.1 4 -1 1 21
ccgaccuuagcucaguuggugPhvul.006G199400.1 4 -1 1 21
ccgaccuuagcucaguuggugPhvul.008G070100.1 4 -1 1 21
ccgaccuuagcucaguuggugPhvul.001G119000.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.001G259300.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.002G003000.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.002G278800.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.003G138382.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.003G155500.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.003G185100.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.006G015900.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.006G015900.2 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.006G086100.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.006G117700.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.006G125600.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.006G142200.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.007G042700.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.011G012400.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.011G024700.1 4.5 -1 1 21
ccgaccuuagcucaguuggugPhvul.001G016500.2 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.001G016500.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.001G023100.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.002G208300.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.002G267600.2 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.002G267600.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.003G011400.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.003G031500.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.003G216800.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.004G041500.2 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.004G041500.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.004G106700.1 5 -1 1 21
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ccgaccuuagcucaguuggugPhvul.004G170800.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.005G003300.2 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.005G003300.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.005G084000.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.005G160700.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.006G004580.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.006G135500.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.007G080800.2 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.008G080100.2 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.008G080100.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.008G131301.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.008G191200.2 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.008G191200.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.008G240000.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.008G240300.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.008G240500.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.009G183600.4 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.009G183600.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.009G183600.3 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.009G183600.2 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.009G194700.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.009G194700.2 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.010G069638.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.010G112500.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.011G077600.1 5 -1 1 21
ccgaccuuagcucaguuggugPhvul.011G158600.1 5 -1 1 21
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Target_start Target_end miRNA_aligned_fragmentalignment Target_aligned_fragmentInhibition Target_Desc.
468 488 CCGACCUUAGCUCAGUUGGUG  .:::. ::::::::::.:: GUUCAAUCGAGCUAAGGUUGGCleavage pacid=37153994 locus=Phvul.005G179400 ID=Phvul.005G179400.1.v2.1 annot-version=v2.1

1494 1514 CCGACCUUAGCUCAGUUGGUG: ::: ::::::::::::. : CUCCAUCUGAGCUAAGGUUUGCleavage pacid=37169232 locus=Phvul.001G025900 ID=Phvul.001G025900.1.v2.1 annot-version=v2.1
493 513 CCGACCUUAGCUCAGUUGGUG  ..::::: ::::::::.:: AUUUAACUGUGCUAAGGUUGGCleavage pacid=37176929 locus=Phvul.002G321900 ID=Phvul.002G321900.1.v2.1 annot-version=v2.1
865 885 CCGACCUUAGCUCAGUUGGUG: ::::: :.: ::::::::: CUCCAACAGGGAUAAGGUCGGTranslation pacid=37153001 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1
966 986 CCGACCUUAGCUCAGUUGGUG: ::::: :.: ::::::::: CUCCAACAGGGAUAAGGUCGGTranslation pacid=37153000 locus=Phvul.005G110300 ID=Phvul.005G110300.2.v2.1 annot-version=v2.1

1033 1053 CCGACCUUAGCUCAGUUGGUG: ::::: :.: ::::::::: CUCCAACAGGGAUAAGGUCGGTranslation pacid=37152999 locus=Phvul.005G110300 ID=Phvul.005G110300.1.v2.1 annot-version=v2.1
491 511 CCGACCUUAGCUCAGUUGGUG  ..::::: ::::::::.:: AUUUAACUGUGCUAAGGUUGGCleavage pacid=37149943 locus=Phvul.009G128800 ID=Phvul.009G128800.1.v2.1 annot-version=v2.1

1612 1632 CCGACCUUAGCUCAGUUGGUG :.::::::::.::.: :.:: GAUCAACUGAGUUAGGUUUGGCleavage pacid=37175156 locus=Phvul.002G220500 ID=Phvul.002G220500.1.v2.1 annot-version=v2.1
1828 1848 CCGACCUUAGCUCAGUUGGUG   ::.:::.:.:.::::.:: CUACAGCUGGGUUGAGGUUGGCleavage pacid=37172255 locus=Phvul.006G047700 ID=Phvul.006G047700.1.v2.1 annot-version=v2.1
2179 2199 CCGACCUUAGCUCAGUUGGUG   ::.:::.:.:.::::.:: CUACAGCUGGGUUGAGGUUGGCleavage pacid=37173205 locus=Phvul.006G059900 ID=Phvul.006G059900.1.v2.1 annot-version=v2.1

632 652 CCGACCUUAGCUCAGUUGGUG ...: :::.::::.::::: AGUUACCUGGGCUAGGGUCGACleavage pacid=37177101 locus=Phvul.002G133400 ID=Phvul.002G133400.1.v2.1 annot-version=v2.1
503 523 CCGACCUUAGCUCAGUUGGUG ::. :. :::::.::::.:: GACUCAUAGAGCUGAGGUUGGCleavage pacid=37177113 locus=Phvul.002G302600 ID=Phvul.002G302600.1.v2.1 annot-version=v2.1
550 570 CCGACCUUAGCUCAGUUGGUG  :::.: :::::.::: .:: GCCCAGCGGAGCUGAGGGUGGCleavage pacid=37147040 locus=Phvul.003G263400 ID=Phvul.003G263400.1.v2.1 annot-version=v2.1

1367 1386 CCGACCUUAGCUCAGUUGGUG ..::: :::::::::::.: AGUCAA-UGAGCUAAGGUUGACleavage pacid=37153534 locus=Phvul.005G100500 ID=Phvul.005G100500.1.v2.1 annot-version=v2.1
1847 1867 CCGACCUUAGCUCAGUUGGUG  .:::. :::.:::: :::: ACUCAAUGGAGUUAAGCUCGGCleavage pacid=37174172 locus=Phvul.006G017100 ID=Phvul.006G017100.1.v2.1 annot-version=v2.1
2302 2322 CCGACCUUAGCUCAGUUGGUG :.:::.::: .:::::::: AAUCAAUUGAUUUAAGGUCGUTranslation pacid=37171293 locus=Phvul.006G199400 ID=Phvul.006G199400.1.v2.1 annot-version=v2.1

604 624 CCGACCUUAGCUCAGUUGGUG: ::::.: ::::: :::.:: CUCCAAUUUAGCUAUGGUUGGCleavage pacid=37160296 locus=Phvul.008G070100 ID=Phvul.008G070100.1.v2.1 annot-version=v2.1
750 770 CCGACCUUAGCUCAGUUGGUG ::::  ::.:.:..:::.:: GACCACAUGGGUUGGGGUUGGCleavage pacid=37170064 locus=Phvul.001G119000 ID=Phvul.001G119000.1.v2.1 annot-version=v2.1

1493 1513 CCGACCUUAGCUCAGUUGGUG .::::.  .:.::::::.:: GGCCAAUGAGGUUAAGGUUGGCleavage pacid=37167920 locus=Phvul.001G259300 ID=Phvul.001G259300.1.v2.1 annot-version=v2.1
11011 11031 CCGACCUUAGCUCAGUUGGUG  ..::.::::.::.:: .:: UCUUAAUUGAGUUAGGGGUGGCleavage pacid=37175146 locus=Phvul.002G003000 ID=Phvul.002G003000.1.v2.1 annot-version=v2.1

155 174 CCGACCUUAGCUCAGUUGGUG  :::::::.:.:.:: :::: UCCCAACUGGGUUGAG-UCGGCleavage pacid=37178371 locus=Phvul.002G278800 ID=Phvul.002G278800.1.v2.1 annot-version=v2.1
328 348 CCGACCUUAGCUCAGUUGGUG   :::::::::: :: :.:: AGGCAACUGAGCUUAGAUUGGCleavage pacid=37147466 locus=Phvul.003G138382 ID=Phvul.003G138382.1.v2.1 annot-version=v2.1

1579 1599 CCGACCUUAGCUCAGUUGGUG.::.::.: .::::::::.: UACUAAUUUGGCUAAGGUUGCCleavage pacid=37148117 locus=Phvul.003G155500 ID=Phvul.003G155500.1.v2.1 annot-version=v2.1
868 888 CCGACCUUAGCUCAGUUGGUG  :..:.::.:::::::: : ACCUGAUUGGGCUAAGGUGGACleavage pacid=37145570 locus=Phvul.003G185100 ID=Phvul.003G185100.1.v2.1 annot-version=v2.1

1196 1216 CCGACCUUAGCUCAGUUGGUG   :::::::: :.::::.: GGGCAACUGAGAUGAGGUUGCTranslation pacid=37172684 locus=Phvul.006G015900 ID=Phvul.006G015900.1.v2.1 annot-version=v2.1
1210 1230 CCGACCUUAGCUCAGUUGGUG   :::::::: :.::::.: GGGCAACUGAGAUGAGGUUGCTranslation pacid=37172683 locus=Phvul.006G015900 ID=Phvul.006G015900.2.v2.1 annot-version=v2.1
1859 1879 CCGACCUUAGCUCAGUUGGUG    ::.: ::.::::::::: UUUGAAUUAAGUUAAGGUCGGCleavage pacid=37171712 locus=Phvul.006G086100 ID=Phvul.006G086100.1.v2.1 annot-version=v2.1
1058 1078 CCGACCUUAGCUCAGUUGGUG   .:::::::.::.:::. : UUAUAACUGAGUUAGGGUUUGCleavage pacid=37173640 locus=Phvul.006G117700 ID=Phvul.006G117700.1.v2.1 annot-version=v2.1

927 947 CCGACCUUAGCUCAGUUGGUG ::.: : :::::.::::.: AACUAUCAGAGCUGAGGUUGUCleavage pacid=37172282 locus=Phvul.006G125600 ID=Phvul.006G125600.1.v2.1 annot-version=v2.1
419 439 CCGACCUUAGCUCAGUUGGUG: .:::.: ::::: :::.:: CCUCAAUUCAGCUAUGGUUGGCleavage pacid=37172040 locus=Phvul.006G142200 ID=Phvul.006G142200.1.v2.1 annot-version=v2.1
822 842 CCGACCUUAGCUCAGUUGGUG :::.:: :.:.:.::::.: AACCGACGGGGUUGAGGUUGACleavage pacid=37165270 locus=Phvul.007G042700 ID=Phvul.007G042700.1.v2.1 annot-version=v2.1

1225 1245 CCGACCUUAGCUCAGUUGGUG::  :::::: ::::::::: CAAAAACUGACCUAAGGUCGATranslation pacid=37154680 locus=Phvul.011G012400 ID=Phvul.011G012400.1.v2.1 annot-version=v2.1
313 333 CCGACCUUAGCUCAGUUGGUG  :....: .::::::::.:: ACCUGGUUUGGCUAAGGUUGGCleavage pacid=37156658 locus=Phvul.011G024700 ID=Phvul.011G024700.1.v2.1 annot-version=v2.1

1535 1555 CCGACCUUAGCUCAGUUGGUG ::::::: . .:..:::::: GACCAACUUGAUUGGGGUCGGTranslation pacid=37168734 locus=Phvul.001G016500 ID=Phvul.001G016500.2.v2.1 annot-version=v2.1
1672 1692 CCGACCUUAGCUCAGUUGGUG ::::::: . .:..:::::: GACCAACUUGAUUGGGGUCGGTranslation pacid=37168733 locus=Phvul.001G016500 ID=Phvul.001G016500.1.v2.1 annot-version=v2.1

440 460 CCGACCUUAGCUCAGUUGGUG...::::::.:.::.: :.: UGUCAACUGGGUUAGGCUUGUCleavage pacid=37170145 locus=Phvul.001G023100 ID=Phvul.001G023100.1.v2.1 annot-version=v2.1
1441 1461 CCGACCUUAGCUCAGUUGGUG : ..:::::: :..:::.:: AAAUGACUGAGAUGGGGUUGGTranslation pacid=37178018 locus=Phvul.002G208300 ID=Phvul.002G208300.1.v2.1 annot-version=v2.1
1929 1949 CCGACCUUAGCUCAGUUGGUG.:. ::::: :::.::::.: UAUGAACUGUGCUGAGGUUGUCleavage pacid=37177124 locus=Phvul.002G267600 ID=Phvul.002G267600.2.v2.1 annot-version=v2.1
1933 1953 CCGACCUUAGCUCAGUUGGUG.:. ::::: :::.::::.: UAUGAACUGUGCUGAGGUUGUCleavage pacid=37177123 locus=Phvul.002G267600 ID=Phvul.002G267600.1.v2.1 annot-version=v2.1
2267 2288 CCGACCUUAGC-UCAGUUGGUG.:::::. :: ::::::::.::UACCAAUGGAAGCUAAGGUUGGTranslation pacid=37148267 locus=Phvul.003G011400 ID=Phvul.003G011400.1.v2.1 annot-version=v2.1

993 1013 CCGACCUUAGCUCAGUUGGUG :::::.::::.::. ::. : AACCAAUUGAGUUAGAGUUUGCleavage pacid=37147655 locus=Phvul.003G031500 ID=Phvul.003G031500.1.v2.1 annot-version=v2.1
1219 1239 CCGACCUUAGCUCAGUUGGUG.:. ::.::::.:.: ::.:: UAUAAAUUGAGUUGAUGUUGGCleavage pacid=37145919 locus=Phvul.003G216800 ID=Phvul.003G216800.1.v2.1 annot-version=v2.1

698 718 CCGACCUUAGCUCAGUUGGUG   :: :::.:::::::::  CUGCAUCUGGGCUAAGGUCUCCleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
698 718 CCGACCUUAGCUCAGUUGGUG   :: :::.:::::::::  CUGCAUCUGGGCUAAGGUCUCCleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
378 398 CCGACCUUAGCUCAGUUGGUG..::::. :.:.:..:::.: UGCCAAUGGGGUUGGGGUUGACleavage pacid=37163415 locus=Phvul.004G106700 ID=Phvul.004G106700.1.v2.1 annot-version=v2.1
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1561 1581 CCGACCUUAGCUCAGUUGGUG.:::::. :::. :.::::: UACCAAUGGAGUGAGGGUCGUCleavage pacid=37163561 locus=Phvul.004G170800 ID=Phvul.004G170800.1.v2.1 annot-version=v2.1
1676 1696 CCGACCUUAGCUCAGUUGGUG ...:::: ::.::: ::.:: AGUUAACUCAGUUAAUGUUGGCleavage pacid=37154375 locus=Phvul.005G003300 ID=Phvul.005G003300.2.v2.1 annot-version=v2.1
1787 1807 CCGACCUUAGCUCAGUUGGUG ...:::: ::.::: ::.:: AGUUAACUCAGUUAAUGUUGGCleavage pacid=37154374 locus=Phvul.005G003300 ID=Phvul.005G003300.1.v2.1 annot-version=v2.1
2606 2626 CCGACCUUAGCUCAGUUGGUG:: ::.:::: ::::: :.:: CAGCAGCUGAUCUAAGUUUGGTranslation pacid=37153134 locus=Phvul.005G084000 ID=Phvul.005G084000.1.v2.1 annot-version=v2.1
2602 2622 CCGACCUUAGCUCAGUUGGUG ::..:.::: : :::::.:: AACUGAUUGAUCCAAGGUUGGTranslation pacid=37152765 locus=Phvul.005G160700 ID=Phvul.005G160700.1.v2.1 annot-version=v2.1

530 550 CCGACCUUAGCUCAGUUGGUG:::.: . :::::::: :.:: CACUAUUAGAGCUAAGAUUGGCleavage pacid=37174231 locus=Phvul.006G004580 ID=Phvul.006G004580.1.v2.1 annot-version=v2.1
1265 1285 CCGACCUUAGCUCAGUUGGUG::...:. :::.::::::.: CAUUGAUGGAGUUAAGGUUGACleavage pacid=37171646 locus=Phvul.006G135500 ID=Phvul.006G135500.1.v2.1 annot-version=v2.1
1827 1847 CCGACCUUAGCUCAGUUGGUG    ::.::::::::::::  AGGGAAUUGAGCUAAGGUCCUCleavage pacid=37167623 locus=Phvul.007G080800 ID=Phvul.007G080800.2.v2.1 annot-version=v2.1
2286 2306 CCGACCUUAGCUCAGUUGGUG:: : .::::: :::::::: CAGCUGCUGAGAUAAGGUCGUTranslation pacid=37161262 locus=Phvul.008G080100 ID=Phvul.008G080100.2.v2.1 annot-version=v2.1
2271 2291 CCGACCUUAGCUCAGUUGGUG:: : .::::: :::::::: CAGCUGCUGAGAUAAGGUCGUTranslation pacid=37161263 locus=Phvul.008G080100 ID=Phvul.008G080100.1.v2.1 annot-version=v2.1

517 537 CCGACCUUAGCUCAGUUGGUG.:::: .:::::: .:::: : UACCAUUUGAGCUCGGGUCCGCleavage pacid=37160906 locus=Phvul.008G131301 ID=Phvul.008G131301.1.v2.1 annot-version=v2.1
1062 1082 CCGACCUUAGCUCAGUUGGUG    .:.:::::::::::. : GGGAGAUUGAGCUAAGGUUUGCleavage pacid=37159620 locus=Phvul.008G191200 ID=Phvul.008G191200.2.v2.1 annot-version=v2.1
1156 1176 CCGACCUUAGCUCAGUUGGUG    .:.:::::::::::. : GGGAGAUUGAGCUAAGGUUUGCleavage pacid=37159619 locus=Phvul.008G191200 ID=Phvul.008G191200.1.v2.1 annot-version=v2.1

238 258 CCGACCUUAGCUCAGUUGGUG :.::: ::.:.:..::: :: AAUCAAGUGGGUUGGGGUGGGCleavage pacid=37160578 locus=Phvul.008G240000 ID=Phvul.008G240000.1.v2.1 annot-version=v2.1
517 537 CCGACCUUAGCUCAGUUGGUG :.::: ::.:.:..::: :: GAUCAAGUGGGUUGGGGUGGGCleavage pacid=37160890 locus=Phvul.008G240300 ID=Phvul.008G240300.1.v2.1 annot-version=v2.1
685 705 CCGACCUUAGCUCAGUUGGUG :.::: ::.:.:..::: :: GAUCAAGUGGGUUGGGGUGGGCleavage pacid=37157759 locus=Phvul.008G240500 ID=Phvul.008G240500.1.v2.1 annot-version=v2.1

75 95 CCGACCUUAGCUCAGUUGGUG.:.. ::::::.:.:: :.:: UAUUUACUGAGUUGAGUUUGGCleavage pacid=37149341 locus=Phvul.009G183600 ID=Phvul.009G183600.4.v2.1 annot-version=v2.1
75 95 CCGACCUUAGCUCAGUUGGUG.:.. ::::::.:.:: :.:: UAUUUACUGAGUUGAGUUUGGCleavage pacid=37149339 locus=Phvul.009G183600 ID=Phvul.009G183600.1.v2.1 annot-version=v2.1
75 95 CCGACCUUAGCUCAGUUGGUG.:.. ::::::.:.:: :.:: UAUUUACUGAGUUGAGUUUGGCleavage pacid=37149338 locus=Phvul.009G183600 ID=Phvul.009G183600.3.v2.1 annot-version=v2.1
75 95 CCGACCUUAGCUCAGUUGGUG.:.. ::::::.:.:: :.:: UAUUUACUGAGUUGAGUUUGGCleavage pacid=37149340 locus=Phvul.009G183600 ID=Phvul.009G183600.2.v2.1 annot-version=v2.1

1382 1402 CCGACCUUAGCUCAGUUGGUG.::.::.  :::::::::.: UACUAAUCUAGCUAAGGUUGCCleavage pacid=37149161 locus=Phvul.009G194700 ID=Phvul.009G194700.1.v2.1 annot-version=v2.1
1526 1546 CCGACCUUAGCUCAGUUGGUG.::.::.  :::::::::.: UACUAAUCUAGCUAAGGUUGCCleavage pacid=37149160 locus=Phvul.009G194700 ID=Phvul.009G194700.2.v2.1 annot-version=v2.1

600 620 CCGACCUUAGCUCAGUUGGUG :.:::. :.:.:::: :.:: GAUCAAUGGGGUUAAGCUUGGCleavage pacid=37143788 locus=Phvul.010G069638 ID=Phvul.010G069638.1.v2.1 annot-version=v2.1
64 85 CCGACCUUAGCUCAG-UUGGUG..:::: :: :::::::::.: UGCCAAGCUAAGCUAAGGUUGACleavage pacid=37143807 locus=Phvul.010G112500 ID=Phvul.010G112500.1.v2.1 annot-version=v2.1

2178 2198 CCGACCUUAGCUCAGUUGGUG:: .:::  ::::::::::: CAGUAACAAAGCUAAGGUCGACleavage pacid=37154665 locus=Phvul.011G077600 ID=Phvul.011G077600.1.v2.1 annot-version=v2.1
702 722 CCGACCUUAGCUCAGUUGGUG::::: . ::: :.::::.:: CACCACUAGAGGUGAGGUUGGTranslation pacid=37155876 locus=Phvul.011G158600 ID=Phvul.011G158600.1.v2.1 annot-version=v2.1
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Multiplicity Target_Acc. ID locusName Pfam
1 Phvul.005G179400.1 Phvul.005G179400 Phvul.005G179400 PF01257
1 Phvul.001G025900.1 Phvul.001G025900 Phvul.001G025900 PF04788
1 Phvul.002G321900.1 Phvul.002G321900 Phvul.002G321900 PF01920
1 Phvul.005G110300.3 Phvul.005G110300 Phvul.005G110300 PF08276,PF00069
1 Phvul.005G110300.2 Phvul.005G110300 Phvul.005G110300 PF08276,PF00069
1 Phvul.005G110300.1 Phvul.005G110300 Phvul.005G110300 PF08276,PF00069
1 Phvul.009G128800.1 Phvul.009G128800 Phvul.009G128800 PF01920
1 Phvul.002G220500.1 Phvul.002G220500 Phvul.002G220500 PF08276,PF00954,PF01453,PF07714
1 Phvul.006G047700.1 Phvul.006G047700 Phvul.006G047700 PF14432,PF13041,PF01535
1 Phvul.006G059900.1 Phvul.006G059900 Phvul.006G059900 PF14432,PF01535,PF13041
1 Phvul.002G133400.1 Phvul.002G133400 Phvul.002G133400 PF13855,PF00931
1 Phvul.002G302600.1 Phvul.002G302600 Phvul.002G302600 PF08263,PF13855,PF00069
1 Phvul.003G263400.1 Phvul.003G263400 Phvul.003G263400 PF00314
1 Phvul.005G100500.1 Phvul.005G100500 Phvul.005G100500 PF00226,PF01556
1 Phvul.006G017100.1 Phvul.006G017100 Phvul.006G017100 PF01477,PF00305
1 Phvul.006G199400.1 Phvul.006G199400 Phvul.006G199400 PF00439,PF17035
1 Phvul.008G070100.1 Phvul.008G070100 Phvul.008G070100 PF08449
1 Phvul.001G119000.1 Phvul.001G119000 Phvul.001G119000 PF07690
1 Phvul.001G259300.1 Phvul.001G259300 Phvul.001G259300 PF08418,PF04042
1 Phvul.002G003000.1 Phvul.002G003000 Phvul.002G003000 PF00169,PF12624,PF06101,PF16910,PF16908
1 Phvul.002G278800.1 Phvul.002G278800 Phvul.002G278800 0
1 Phvul.003G138382.1 Phvul.003G138382 Phvul.003G138382 PF02309
1 Phvul.003G155500.1 Phvul.003G155500 Phvul.003G155500 PF02881,PF00448,PF04086
1 Phvul.003G185100.1 Phvul.003G185100 Phvul.003G185100 PF12171,PF00226
1 Phvul.006G015900.1 Phvul.006G015900 Phvul.006G015900 PF00646
1 Phvul.006G015900.2 Phvul.006G015900 Phvul.006G015900 PF00646
1 Phvul.006G086100.1 Phvul.006G086100 Phvul.006G086100 PF13193,PF00501
1 Phvul.006G117700.1 Phvul.006G117700 Phvul.006G117700 PF00583
1 Phvul.006G125600.1 Phvul.006G125600 Phvul.006G125600 PF08031,PF01565
1 Phvul.006G142200.1 Phvul.006G142200 Phvul.006G142200 PF04526
1 Phvul.007G042700.1 Phvul.007G042700 Phvul.007G042700 PF12854,PF13041
1 Phvul.011G012400.1 Phvul.011G012400 Phvul.011G012400 PF14226
1 Phvul.011G024700.1 Phvul.011G024700 Phvul.011G024700 PF02365
1 Phvul.001G016500.2 Phvul.001G016500 Phvul.001G016500 PF07974,PF01457
1 Phvul.001G016500.1 Phvul.001G016500 Phvul.001G016500 PF07974,PF01457
1 Phvul.001G023100.1 Phvul.001G023100 Phvul.001G023100 PF13920
1 Phvul.002G208300.1 Phvul.002G208300 Phvul.002G208300 PF01535,PF13041
1 Phvul.002G267600.2 Phvul.002G267600 Phvul.002G267600 PF00443
1 Phvul.002G267600.1 Phvul.002G267600 Phvul.002G267600 PF00443
1 Phvul.003G011400.1 Phvul.003G011400 Phvul.003G011400 PF00787,PF08628,PF02194
1 Phvul.003G031500.1 Phvul.003G031500 Phvul.003G031500 PF10497,PF02373
1 Phvul.003G216800.1 Phvul.003G216800 Phvul.003G216800 PF08449
1 Phvul.004G041500.2 Phvul.004G041500 Phvul.004G041500 PF02005
1 Phvul.004G041500.1 Phvul.004G041500 Phvul.004G041500 PF02005
1 Phvul.004G106700.1 Phvul.004G106700 Phvul.004G106700 PF11947
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1 Phvul.004G170800.1 Phvul.004G170800 Phvul.004G170800 PF00390,PF03949
1 Phvul.005G003300.2 Phvul.005G003300 Phvul.005G003300 PF07714,PF00069
1 Phvul.005G003300.1 Phvul.005G003300 Phvul.005G003300 PF07714,PF00069
1 Phvul.005G084000.1 Phvul.005G084000 Phvul.005G084000 0
1 Phvul.005G160700.1 Phvul.005G160700 Phvul.005G160700 PF00069
1 Phvul.006G004580.1 Phvul.006G004580 Phvul.006G004580 PF08263
1 Phvul.006G135500.1 Phvul.006G135500 Phvul.006G135500 PF05691
1 Phvul.007G080800.2 Phvul.007G080800 Phvul.007G080800 PF03033
1 Phvul.008G080100.2 Phvul.008G080100 Phvul.008G080100 PF00651,PF03000
1 Phvul.008G080100.1 Phvul.008G080100 Phvul.008G080100 PF00651,PF03000
1 Phvul.008G131301.1 Phvul.008G131301 Phvul.008G131301 PF00498
1 Phvul.008G191200.2 Phvul.008G191200 Phvul.008G191200 0
1 Phvul.008G191200.1 Phvul.008G191200 Phvul.008G191200 0
1 Phvul.008G240000.1 Phvul.008G240000 Phvul.008G240000 PF03080
1 Phvul.008G240300.1 Phvul.008G240300 Phvul.008G240300 PF14365,PF03080
1 Phvul.008G240500.1 Phvul.008G240500 Phvul.008G240500 PF14365,PF03080
1 Phvul.009G183600.4 Phvul.009G183600 Phvul.009G183600 PF00010
1 Phvul.009G183600.1 Phvul.009G183600 Phvul.009G183600 PF00010
1 Phvul.009G183600.3 Phvul.009G183600 Phvul.009G183600 PF00010
1 Phvul.009G183600.2 Phvul.009G183600 Phvul.009G183600 PF00010
1 Phvul.009G194700.1 Phvul.009G194700 Phvul.009G194700 PF02881,PF00448,PF04086
1 Phvul.009G194700.2 Phvul.009G194700 Phvul.009G194700 PF02881,PF00448,PF04086
1 Phvul.010G069638.1 Phvul.010G069638 Phvul.010G069638 PF00225
1 Phvul.010G112500.1 Phvul.010G112500 Phvul.010G112500 PF10604
1 Phvul.011G077600.1 Phvul.011G077600 Phvul.011G077600 PF02837,PF02140,PF01301
1 Phvul.011G158600.1 Phvul.011G158600 Phvul.011G158600 PF02485
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Panther KOG KEGG KOG GO Best-hit-arabi-namearabi-symbol
PTHR10371,PTHR10371:SF3KOG3196 1.6.99.3,1.6.5.3K03943 0 AT4G02580.1 0
PTHR31300,PTHR31300:SF70 0 0 0 AT3G19540.1 0
PTHR21431,PTHR21431:SF0KOG3478 0 K04798 GO:0051082,GO:0016272,GO:0006457AT1G29990.1 PFD6
PTHR27002,PTHR27002:SF150KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT2G19130.1 0
PTHR27002,PTHR27002:SF150KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT2G19130.1 0
PTHR27002,PTHR27002:SF150KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT2G19130.1 0
PTHR21431,PTHR21431:SF00 0 K04798 GO:0051082,GO:0016272,GO:0006457AT1G29990.1 PFD6
PTHR27002,PTHR27002:SF66KOG1187 2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G21390.1 B120
PTHR24015,PTHR24015:SF4520 0 0 0 AT4G02750.1 0
PTHR24015,PTHR24015:SF4520 0 0 0 AT4G02750.1 0
PTHR23155,PTHR23155:SF633KOG4658 0 K13457 GO:0005515,GO:0043531AT3G07040.1 RPM1,RPS3
PTHR27008,PTHR27008:SF31KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT5G35390.1 0
PTHR31048,PTHR31048:SF110 0 0 0 AT4G38660.1 0
PTHR24078,PTHR24078:SF188KOG0714 0 K09510 0 AT2G20560.1 0
PTHR11771,PTHR11771:SF420 1.13.11.12 K00454 GO:0005515,GO:0055114,GO:0046872,GO:0016702AT3G45140.1 ATLOX2,LOX2
PTHR22880,PTHR22880:SF147KOG1474 0 0 GO:0005515 AT5G65630.1 GTE7
PTHR10778,PTHR10778:SF19KOG1582 0 K15277 GO:0055085 AT4G23010.3 ATUTR2,UTR2
PTHR11654,PTHR11654:SF920 0 K14638 GO:0055085,GO:0016021,GO:0016020,GO:0006810,GO:0005215AT1G68570.1 0
PTHR23061,PTHR23061:SF12KOG1625 2.7.7.7 K02321 GO:0006260,GO:0003887,GO:0003677AT1G67630.1 POLA2
PTHR16166,PTHR16166:SF105KOG1809 0 0 0 AT4G17140.3 0

0 0 0 0 0 0 0
PTHR31734,PTHR31734:SF110 0 K14484 GO:0006355,GO:0005634AT1G04240.1 IAA3,SHY2
PTHR11564,PTHR11564:SF160 0 K13431 GO:0006614,GO:0005525,GO:0006886,GO:0005785,GO:0005047,GO:0003924AT4G30600.1 0
PTHR24078,PTHR24078:SF2320 0 K09506 0 AT1G74250.1 0
PTHR31482,PTHR31482:SF20 0 0 GO:0005515 AT2G32560.1 0
PTHR31482,PTHR31482:SF20 0 0 GO:0005515 AT2G32560.1 0
PTHR24095,PTHR24095:SF1890 0 0 GO:0008152,GO:0003824AT1G65890.1 AAE12
PTHR23091,PTHR23091:SF2210 2.3.1.88 0 GO:0008080 AT2G23060.1 0
PTHR32448,PTHR32448:SF34KOG1231 1.3.3.8 0 GO:0055114,GO:0050660,GO:0016491AT4G20840.1 0
PTHR23130,PTHR23130:SF800 0 0 0 AT5G47530.1 0
PTHR24015,PTHR24015:SF3080 0 0 0 AT5G02860.1 0
PTHR10209,PTHR10209:SF2160 0 0 0 AT4G13400.1 0
PTHR31989,PTHR31989:SF20 0 0 GO:0006355,GO:0003677AT2G17040.1 anac036,NAC036
PTHR10942,PTHR10942:SF0KOG2556 3.4.24.36 0 GO:0016020,GO:0007155,GO:0006508,GO:0004222AT5G42620.2 0
PTHR10942,PTHR10942:SF0KOG2556 3.4.24.36 0 GO:0016020,GO:0007155,GO:0006508,GO:0004222AT5G42620.2 0
PTHR10044,PTHR10044:SF118KOG1100 0 K19042 0 AT1G45976.1 SBP1
PTHR24015,PTHR24015:SF5790 0 0 0 AT5G18390.1 0
PTHR24006,PTHR24006:SF4550 3.4.19.12 0 GO:0036459,GO:0016579AT4G39370.1 UBP27
PTHR24006,PTHR24006:SF4550 3.4.19.12 0 GO:0036459,GO:0016579AT4G39370.1 UBP27
PTHR22999,PTHR22999:SF230 0 K17925 GO:0035091 AT2G15900.1 0
PTHR12549,PTHR12549:SF160 0 K15601 0 AT1G62310.1 0
PTHR11132,PTHR11132:SF65KOG1441 0 0 GO:0055085 AT1G12500.1 0
PTHR10631 0 2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
PTHR10631 0 2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
PTHR34575,PTHR34575:SF10 0 0 0 AT5G52780.1 0
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PTHR23406,PTHR23406:SF260 1.1.1.40 K00029 GO:0055114,GO:0004471,GO:0051287AT1G79750.1 ATNADP-ME4,NADP-ME4
PTHR24351,PTHR24351:SF730 2.7.11.1 0 GO:0006468,GO:0004672,GO:0005524AT3G52890.1 KIPK
PTHR24351,PTHR24351:SF730 2.7.11.1 0 GO:0006468,GO:0004672,GO:0005524AT3G52890.1 KIPK
PTHR31008,PTHR31008:SF40 0 0 0 AT4G27430.1 CIP7
PTHR27001,PTHR27001:SF152KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G13690.1 0
PTHR27004,PTHR27004:SF250 0 0 0 AT4G13880.1 AtRLP48,RLP48
PTHR31268,PTHR31268:SF110 0 0 0 AT3G57520.1 AtSIP2,SIP2
PTHR11926,PTHR11926:SF1170 2.4.1.173 0 GO:0030259,GO:0016758,GO:0005975,GO:0008152AT1G43620.2 TT15,UGT80B1
PTHR32370,PTHR32370:SF50 0 0 GO:0005515 AT3G08570.1 0
PTHR32370,PTHR32370:SF50 0 0 GO:0005515 AT3G08570.1 0
PTHR21712,PTHR21712:SF350 0 0 GO:0005515 AT3G07220.1 0

0 0 0 0 0 0 0
0 0 0 0 0 0 0

PTHR31589,PTHR31589:SF260 0 0 0 AT4G23350.1 0
PTHR31589,PTHR31589:SF260 0 0 0 AT5G56530.1 0
PTHR31589,PTHR31589:SF260 0 0 0 AT4G23380.1 0
PTHR12565,PTHR12565:SF1430 0 0 GO:0046983 AT1G59640.2 BPE,BPEp,BPEub,ZCW32
PTHR12565,PTHR12565:SF1430 0 0 GO:0046983 AT1G59640.2 BPE,BPEp,BPEub,ZCW32
PTHR12565,PTHR12565:SF1430 0 0 GO:0046983 AT1G59640.2 BPE,BPEp,BPEub,ZCW32
PTHR12565,PTHR12565:SF1430 0 0 GO:0046983 AT1G59640.2 BPE,BPEp,BPEub,ZCW32
PTHR11564,PTHR11564:SF160 0 K13431 GO:0006614,GO:0005525,GO:0006886,GO:0005785,GO:0005047,GO:0003924AT4G30600.1 0
PTHR11564,PTHR11564:SF160 0 K13431 GO:0006614,GO:0005525,GO:0006886,GO:0005785,GO:0005047,GO:0003924AT4G30600.1 0
PTHR24115,PTHR24115:SF416KOG0242,KOG42803.6.4.4 0 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT4G14330.1 0
PTHR31213,PTHR31213:SF40 0 K14496 0 AT1G01360.1 PYL9,RCAR1
PTHR23421,PTHR23421:SF580 3.2.1.23 0 GO:0005975,GO:0004553,GO:0030246AT2G28470.1 BGAL8
PTHR19297,PTHR19297:SF75KOG0799 0 0 GO:0016020,GO:0008375AT3G15350.1 0
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Do not distribute

arabi-defline ID Annot_defline
NADH-ubiquinone oxidoreductase 24 kDa subunit, putative Phvul.005G179400K03943 - NADH dehydrogenase (ubiquinone) flavoprotein 2 (NDUFV2)  (1 of 1)
Protein of unknown function (DUF620) Phvul.001G025900PTHR31300:SF7 - LIPASE-RELATED (1 of 1)
prefoldin 6 Phvul.002G321900K04798 - prefoldin beta subunit (pfdB, PFDN6)  (1 of 2)
S-locus lectin protein kinase family protein Phvul.005G110300PF00069//PF00954//PF01453//PF08276 - Protein kinase domain (Pkinase)  // S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // PAN-like domain (PAN_2)  (1 of 5)
S-locus lectin protein kinase family protein Phvul.005G110300PF00069//PF00954//PF01453//PF08276 - Protein kinase domain (Pkinase)  // S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // PAN-like domain (PAN_2)  (1 of 5)
S-locus lectin protein kinase family protein Phvul.005G110300PF00069//PF00954//PF01453//PF08276 - Protein kinase domain (Pkinase)  // S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // PAN-like domain (PAN_2)  (1 of 5)
prefoldin 6 Phvul.009G128800K04798 - prefoldin beta subunit (pfdB, PFDN6)  (1 of 2)
S-locus lectin protein kinase family protein Phvul.002G220500PF00954//PF01453//PF07714//PF08276 - S-locus glycoprotein domain (S_locus_glycop)  // D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 25)
Tetratricopeptide repeat (TPR)-like superfamily protein Phvul.006G047700PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)
Tetratricopeptide repeat (TPR)-like superfamily protein Phvul.006G059900PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)
NB-ARC domain-containing disease resistance protein Phvul.002G133400PTHR23155//PTHR23155:SF633 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)
Leucine-rich repeat protein kinase family protein Phvul.002G302600PTHR27008:SF31 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RLK-RELATED (1 of 2)
Pathogenesis-related thaumatin superfamily protein Phvul.003G263400PTHR31048:SF11 - PATHOGENESIS-RELATED THAUMATIN FAMILY PROTEIN (1 of 3)
DNAJ heat shock family protein Phvul.005G100500PTHR24078:SF188 - DNAJ HEAT SHOCK PROTEIN (1 of 4)
lipoxygenase 2 Phvul.006G017100PTHR11771:SF42 - PROTEIN C13C4.7 (1 of 3)
global transcription factor group E7 Phvul.006G199400PTHR22880//PTHR22880:SF147 - FALZ-RELATED BROMODOMAIN-CONTAINING PROTEINS // SUBFAMILY NOT NAMED (1 of 2)
UDP-galactose transporter 2 Phvul.008G070100K15277 - solute carrier family 35 (adenosine 3'-phospho 5'-phosphosulfate transporter), member B3 (SLC35B3, PAPST2)  (1 of 2)
Major facilitator superfamily protein Phvul.001G119000PTHR11654//PTHR11654:SF92 - OLIGOPEPTIDE TRANSPORTER-RELATED // SUBFAMILY NOT NAMED (1 of 2)
DNA polymerase alpha 2 Phvul.001G259300K02321 - DNA polymerase alpha subunit B (POLA2)  (1 of 1)
pleckstrin homology (PH) domain-containing protein Phvul.002G003000PTHR16166:SF105 - PLECKSTRIN HOMOLOGY (PH) DOMAIN-CONTAINING PROTEIN (1 of 1)

0 0 0
AUX/IAA transcriptional regulator family protein Phvul.003G138382PTHR31734:SF11 - AUXIN-RESPONSIVE PROTEIN IAA1-RELATED (1 of 2)
signal recognition particle receptor alpha subunit family proteinPhvul.003G155500K13431 - signal recognition particle receptor subunit alpha (SRPR)  (1 of 2)
DNAJ heat shock N-terminal domain-containing protein Phvul.003G185100K09506 - DnaJ homolog subfamily A member 5 (DNAJA5)  (1 of 1)
F-box family protein Phvul.006G015900PF00646 - F-box domain (F-box)  (1 of 135)
F-box family protein Phvul.006G015900PF00646 - F-box domain (F-box)  (1 of 135)
acyl activating enzyme 12 Phvul.006G086100PF00501//PF13193 - AMP-binding enzyme (AMP-binding)  // AMP-binding enzyme C-terminal domain (AMP-binding_C)  (1 of 29)
Acyl-CoA N-acyltransferases (NAT) superfamily protein Phvul.006G117700PTHR23091:SF221 - GCN5-RELATED N-ACETYLTRANSFERASE (GNAT) FAMILY PROTEIN (1 of 4)
FAD-binding Berberine family protein Phvul.006G125600PTHR32448:SF34 - F22M8.11 PROTEIN-RELATED (1 of 7)
Auxin-responsive family protein Phvul.006G142200PTHR23130:SF80 - AUXIN-INDUCED IN ROOT CULTURES PROTEIN 12 (1 of 3)
Pentatricopeptide repeat (PPR) superfamily protein Phvul.007G042700PF12854//PF13041 - PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  (1 of 16)
2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily proteinPhvul.011G012400PTHR10209:SF216 - 2-OXOGLUTARATE (2OG) AND FE(II)-DEPENDENT OXYGENASE SUPERFAMILY PROTEIN (1 of 1)
NAC domain containing protein 36 Phvul.011G024700PTHR31989:SF2 - NAC DOMAIN CONTAINING PROTEIN 36 (1 of 1)
metalloendopeptidases;zinc ion binding Phvul.001G0165003.4.24.36 - Leishmanolysin / Promastigote surface endopeptidase (1 of 2)
metalloendopeptidases;zinc ion binding Phvul.001G0165003.4.24.36 - Leishmanolysin / Promastigote surface endopeptidase (1 of 2)
S-ribonuclease binding protein 1 Phvul.001G023100PTHR10044:SF118 - F2G19.2 (1 of 1)
Pentatricopeptide repeat (PPR) superfamily protein Phvul.002G208300PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)
ubiquitin-specific protease 27 Phvul.002G267600K11851 - ubiquitin carboxyl-terminal hydrolase 30 [EC:3.4.19.12] (USP30)  (1 of 1)
ubiquitin-specific protease 27 Phvul.002G267600K11851 - ubiquitin carboxyl-terminal hydrolase 30 [EC:3.4.19.12] (USP30)  (1 of 1)
Phox-associated domain;Phox-like;Sorting nexin, C-terminal Phvul.003G011400K17925 - sorting nexin-13 (SNX13)  (1 of 3)
transcription factor jumonji (jmjC) domain-containing proteinPhvul.003G031500K15601 - lysine-specific demethylase 3 [EC:1.14.11.-] (KDM3)  (1 of 8)
Nucleotide-sugar transporter family protein Phvul.003G216800PTHR11132//PTHR11132:SF65 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 1)
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)
Protein of unknown function (DUF3464) Phvul.004G106700PF11947 - Protein of unknown function (DUF3464) (DUF3464)  (1 of 2)
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NADP-malic enzyme 4 Phvul.004G170800PTHR23406:SF26 - NADP-DEPENDENT MALIC ENZYME 1 (1 of 2)
KCBP-interacting protein kinase Phvul.005G003300PTHR24351//PTHR24351:SF73 - RIBOSOMAL PROTEIN S6 KINASE // SUBFAMILY NOT NAMED (1 of 1)
KCBP-interacting protein kinase Phvul.005G003300PTHR24351//PTHR24351:SF73 - RIBOSOMAL PROTEIN S6 KINASE // SUBFAMILY NOT NAMED (1 of 1)
COP1-interacting protein 7 Phvul.005G084000PTHR31008:SF4 - COP1-INTERACTING PROTEIN 7 (CIP7) (1 of 1)
Protein kinase protein with adenine nucleotide alpha hydrolases-like domainPhvul.005G160700PTHR27001:SF152 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE:MMM17-RELATED (1 of 2)
receptor like protein 48 Phvul.006G004580PF08263 - Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 284)
seed imbibition 2 Phvul.006G135500PF05691 - Raffinose synthase or seed imbibition protein Sip1 (Raffinose_syn)  (1 of 9)
UDP-Glycosyltransferase superfamily protein Phvul.007G080800PTHR11926:SF117 - STEROL 3-BETA-GLUCOSYLTRANSFERASE UGT80B1 (1 of 2)
Phototropic-responsive NPH3 family protein Phvul.008G080100PF00651//PF03000 - BTB/POZ domain (BTB)  // NPH3 family (NPH3)  (1 of 21)
Phototropic-responsive NPH3 family protein Phvul.008G080100PF00651//PF03000 - BTB/POZ domain (BTB)  // NPH3 family (NPH3)  (1 of 21)
SMAD/FHA domain-containing protein Phvul.008G131301PF00498 - FHA domain (FHA)  (1 of 18)

0 0 0
0 0 0

Protein of Unknown Function (DUF239) Phvul.008G240000PF03080 - Domain of unknown function (DUF239) (DUF239)  (1 of 20)
Protein of Unknown Function (DUF239) Phvul.008G240300PF14365 - Domain of unknown function (DUF4409) (DUF4409)  (1 of 17)
Protein of Unknown Function (DUF239) Phvul.008G240500PF14365 - Domain of unknown function (DUF4409) (DUF4409)  (1 of 17)
BIG PETAL P Phvul.009G183600PTHR12565//PTHR12565:SF143 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
BIG PETAL P Phvul.009G183600PTHR12565//PTHR12565:SF143 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
BIG PETAL P Phvul.009G183600PTHR12565//PTHR12565:SF143 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
BIG PETAL P Phvul.009G183600PTHR12565//PTHR12565:SF143 - STEROL REGULATORY ELEMENT-BINDING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)
signal recognition particle receptor alpha subunit family proteinPhvul.009G194700K13431 - signal recognition particle receptor subunit alpha (SRPR)  (1 of 2)
signal recognition particle receptor alpha subunit family proteinPhvul.009G194700K13431 - signal recognition particle receptor subunit alpha (SRPR)  (1 of 2)
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.010G069638PTHR24115:SF416 - PHRAGMOPLAST-ASSOCIATED KINESIN-RELATED PROTEIN 2 (1 of 1)
regulatory component of ABA receptor 1 Phvul.010G112500PTHR31213:SF4 - ABSCISIC ACID RECEPTOR PYL7-RELATED (1 of 1)
beta-galactosidase 8 Phvul.011G077600PF01301//PF02140//PF02837 - Glycosyl hydrolases family 35 (Glyco_hydro_35)  // Galactose binding lectin domain (Gal_Lectin)  // Glycosyl hydrolases family 2, sugar binding domain (Glyco_hydro_2_N)  (1 of 1)
Core-2/I-branching beta-1,6-N-acetylglucosaminyltransferase family proteinPhvul.011G158600PTHR19297:SF75 - CORE-2/I-BRANCHING BETA-1,6-N-ACETYLGLUCOSAMINYLTRANSFERASE FAMILY PROTEIN (1 of 2)
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IDENTIFIER NAME DESCRIPTION
Phvul.005G179400Cellular respiration.oxidative phosphorylation.NADH dehydrogenase complex.module N (electron input) components.component NQO2component NQO2 of NADH dehydrogenase electron input (module N) (original description: pacid=37153994 transcript=Phvul.005G179400.1 locus=Phvul.005G179400 ID=Phvul.005G179400.1.v2.1 annot-version=v2.1) &
Phvul.001G025900Multi-process regulation.Rop-GTPase regulatory system.ROP GTPase effector activities.GTPase effector (BDR)GTPase effector (BDR) (original description: pacid=37169232 transcript=Phvul.001G025900.1 locus=Phvul.001G025900 ID=Phvul.001G025900.1.v2.1 annot-version=v2.1) &
Phvul.002G321900Cytoskeleton organisation.actin and tubulin folding.Prefoldin co-chaperone complex.component PFD6component PFD6 of Prefoldin co-chaperone complex (original description: pacid=37176929 transcript=Phvul.002G321900.1 locus=Phvul.002G321900 ID=Phvul.002G321900.1.v2.1 annot-version=v2.1) &
Phvul.005G110300Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupG-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &
Phvul.005G110300Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupG-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &
Phvul.005G110300Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupG-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &
Phvul.009G128800Cytoskeleton organisation.actin and tubulin folding.Prefoldin co-chaperone complex.component PFD6component PFD6 of Prefoldin co-chaperone complex (original description: pacid=37149943 transcript=Phvul.009G128800.1 locus=Phvul.009G128800 ID=Phvul.009G128800.1.v2.1 annot-version=v2.1) &
Phvul.002G220500Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37175156 transcript=Phvul.002G220500.1 locus=Phvul.002G220500 ID=Phvul.002G220500.1.v2.1 annot-version=v2.1) &
Phvul.006G047700not assigned.annotated (original description: pacid=37172255 transcript=Phvul.006G047700.1 locus=Phvul.006G047700 ID=Phvul.006G047700.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g02750 OS=Arabidopsis thaliana (sp|q9sy02|pp301_arath : 429.0)
Phvul.006G059900not assigned.annotated (original description: pacid=37173205 transcript=Phvul.006G059900.1 locus=Phvul.006G059900 ID=Phvul.006G059900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g02750 OS=Arabidopsis thaliana (sp|q9sy02|pp301_arath : 469.0)
Phvul.002G133400not assigned.annotated (original description: pacid=37177101 transcript=Phvul.002G133400.1 locus=Phvul.002G133400 ID=Phvul.002G133400.1.v2.1 annot-version=v2.1) & Disease resistance protein RPM1 OS=Arabidopsis thaliana (sp|q39214|rpm1_arath : 432.0)
Phvul.002G302600Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37177113 transcript=Phvul.002G302600.1 locus=Phvul.002G302600 ID=Phvul.002G302600.1.v2.1 annot-version=v2.1) &
Phvul.003G263400not assigned.annotated (original description: pacid=37147040 transcript=Phvul.003G263400.1 locus=Phvul.003G263400 ID=Phvul.003G263400.1.v2.1 annot-version=v2.1) & Thaumatin-like protein 1 OS=Arabidopsis thaliana (sp|a0a1p8b554|thlp1_arath : 285.0)
Phvul.005G100500not assigned.annotated (original description: pacid=37153534 transcript=Phvul.005G100500.1 locus=Phvul.005G100500 ID=Phvul.005G100500.1.v2.1 annot-version=v2.1) & DnaJ protein ERDJ3B OS=Arabidopsis thaliana (sp|q9lzk5|dnj19_arath : 137.0)
Phvul.006G017100Phytohormone action.jasmonic acid.biosynthesis.13-lipoxygenase13-lipoxygenase (original description: pacid=37174172 transcript=Phvul.006G017100.1 locus=Phvul.006G017100 ID=Phvul.006G017100.1.v2.1 annot-version=v2.1) &
Phvul.006G199400RNA biosynthesis.transcriptional regulation.transcriptional co-activator (BET/GTE)transcriptional co-activator (BET/GTE) (original description: pacid=37171293 transcript=Phvul.006G199400.1 locus=Phvul.006G199400 ID=Phvul.006G199400.1.v2.1 annot-version=v2.1) &
Phvul.008G070100Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UTR1|5)nucleotide sugar transporter (UTR1|5) (original description: pacid=37160296 transcript=Phvul.008G070100.1 locus=Phvul.008G070100 ID=Phvul.008G070100.1.v2.1 annot-version=v2.1) &
Phvul.001G119000Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)anion transporter (NRT1/PTR) (original description: pacid=37170064 transcript=Phvul.001G119000.1 locus=Phvul.001G119000 ID=Phvul.001G119000.1.v2.1 annot-version=v2.1) &
Phvul.001G259300Cell cycle organisation.DNA replication.elongation.DNA polymerase alpha complex.replication fork tethering component POLA2replication fork tethering component POLA2 of DNA polymerase alpha complex (original description: pacid=37167920 transcript=Phvul.001G259300.1 locus=Phvul.001G259300 ID=Phvul.001G259300.1.v2.1 annot-version=v2.1) &
Phvul.002G003000not assigned.not annotated no hits & (original description: pacid=37175146 transcript=Phvul.002G003000.1 locus=Phvul.002G003000 ID=Phvul.002G003000.1.v2.1 annot-version=v2.1)
Phvul.002G278800not assigned.not annotated no hits & (original description: pacid=37178371 transcript=Phvul.002G278800.1 locus=Phvul.002G278800 ID=Phvul.002G278800.1.v2.1 annot-version=v2.1)
Phvul.003G138382not assigned.annotated (original description: pacid=37147466 transcript=Phvul.003G138382.1 locus=Phvul.003G138382 ID=Phvul.003G138382.1.v2.1 annot-version=v2.1) & Auxin-induced protein 22B OS=Vigna radiata var. radiata (sp|p32294|ax22b_vigrr : 291.0)
Phvul.003G155500Protein translocation.endoplasmic reticulum.co-translational insertion system.SRP (signal recognition particle) receptor complex.component SR-alphacomponent SR-alpha of SRP (signal recognition particle) receptor complex (original description: pacid=37148117 transcript=Phvul.003G155500.1 locus=Phvul.003G155500 ID=Phvul.003G155500.1.v2.1 annot-version=v2.1) &
Phvul.003G185100Protein homeostasis.protein quality control.ribosome-associated chaperone activities.co-chaperone (Jjj1)co-chaperone (Jjj1) (original description: pacid=37145570 transcript=Phvul.003G185100.1 locus=Phvul.003G185100 ID=Phvul.003G185100.1.v2.1 annot-version=v2.1) &
Phvul.006G015900Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.Cullin-based ubiquitylation complexes.SKP1-CUL1-FBX (SCF) E3 ligase complexes.F-BOX substrate adaptor components.component FBXcomponent FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37172683 transcript=Phvul.006G015900.2 locus=Phvul.006G015900 ID=Phvul.006G015900.2.v2.1 annot-version=v2.1) &
Phvul.006G015900Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.Cullin-based ubiquitylation complexes.SKP1-CUL1-FBX (SCF) E3 ligase complexes.F-BOX substrate adaptor components.component FBXcomponent FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37172683 transcript=Phvul.006G015900.2 locus=Phvul.006G015900 ID=Phvul.006G015900.2.v2.1 annot-version=v2.1) &
Phvul.006G086100not assigned.annotated (original description: pacid=37171712 transcript=Phvul.006G086100.1 locus=Phvul.006G086100 ID=Phvul.006G086100.1.v2.1 annot-version=v2.1) & Probable acyl-activating enzyme 12, peroxisomal OS=Arabidopsis thaliana (sp|q9ss00|aae12_arath : 670.0)
Phvul.006G117700not assigned.annotated (original description: pacid=37173640 transcript=Phvul.006G117700.1 locus=Phvul.006G117700 ID=Phvul.006G117700.1.v2.1 annot-version=v2.1) & Probable N-acetyltransferase HLS1-like OS=Arabidopsis thaliana (sp|o64815|hls1l_arath : 254.0)
Phvul.006G125600Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorBerberine bridge enzyme-like 21 OS=Arabidopsis thaliana (sp|q9svg3|bbe21_arath : 580.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 461.0) (original description: pacid=37172282 transcript=Phvul.006G125600.1 locus=Phvul.006G125600 ID=Phvul.006G125600.1.v2.1 annot-version=v2.1) &
Phvul.006G142200not assigned.annotated (original description: pacid=37172040 transcript=Phvul.006G142200.1 locus=Phvul.006G142200 ID=Phvul.006G142200.1.v2.1 annot-version=v2.1) & Cytochrome b561 and DOMON domain-containing protein At5g47530 OS=Arabidopsis thaliana (sp|q9fgk4|b561j_arath : 147.0)
Phvul.007G042700RNA processing.organelle machinery.RNA stability.plastidial mRNA processing factor (PPR10)plastidial mRNA processing factor (PPR10) (original description: pacid=37165270 transcript=Phvul.007G042700.1 locus=Phvul.007G042700 ID=Phvul.007G042700.1.v2.1 annot-version=v2.1) &
Phvul.011G012400not assigned.not annotated no hits & (original description: pacid=37154680 transcript=Phvul.011G012400.1 locus=Phvul.011G012400 ID=Phvul.011G012400.1.v2.1 annot-version=v2.1)
Phvul.011G024700RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156658 transcript=Phvul.011G024700.1 locus=Phvul.011G024700 ID=Phvul.011G024700.1.v2.1 annot-version=v2.1) &
Phvul.001G016500Protein homeostasis.proteolysis.metallopeptidase activities.M8-class metalloprotease (Leishmanolysin)Leishmanolysin-type protease (original description: pacid=37168734 transcript=Phvul.001G016500.2 locus=Phvul.001G016500 ID=Phvul.001G016500.2.v2.1 annot-version=v2.1) &
Phvul.001G016500Protein homeostasis.proteolysis.metallopeptidase activities.M8-class metalloprotease (Leishmanolysin)Leishmanolysin-type protease (original description: pacid=37168734 transcript=Phvul.001G016500.2 locus=Phvul.001G016500 ID=Phvul.001G016500.2.v2.1 annot-version=v2.1) &
Phvul.001G023100not assigned.annotated (original description: pacid=37170145 transcript=Phvul.001G023100.1 locus=Phvul.001G023100 ID=Phvul.001G023100.1.v2.1 annot-version=v2.1) & Probable BOI-related E3 ubiquitin-protein ligase 3 OS=Arabidopsis thaliana (sp|q9ldd1|brg3_arath : 117.0)
Phvul.002G208300not assigned.annotated (original description: pacid=37178018 transcript=Phvul.002G208300.1 locus=Phvul.002G208300 ID=Phvul.002G208300.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At5g18390, mitochondrial OS=Arabidopsis thaliana (sp|q94jx6|pp391_arath : 590.0)
Phvul.002G267600Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP27)deubiquitinase (UBP27) (original description: pacid=37177124 transcript=Phvul.002G267600.2 locus=Phvul.002G267600 ID=Phvul.002G267600.2.v2.1 annot-version=v2.1) &
Phvul.002G267600Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP27)deubiquitinase (UBP27) (original description: pacid=37177124 transcript=Phvul.002G267600.2 locus=Phvul.002G267600 ID=Phvul.002G267600.2.v2.1 annot-version=v2.1) &
Phvul.003G011400not assigned.not annotated no hits & (original description: pacid=37148267 transcript=Phvul.003G011400.1 locus=Phvul.003G011400 ID=Phvul.003G011400.1.v2.1 annot-version=v2.1)
Phvul.003G031500RNA biosynthesis.transcriptional regulation.transcription factor (JUMONJI)transcription factor (JUMONJI) (original description: pacid=37147655 transcript=Phvul.003G031500.1 locus=Phvul.003G031500 ID=Phvul.003G031500.1.v2.1 annot-version=v2.1) &
Phvul.003G216800not assigned.annotated (original description: pacid=37145919 transcript=Phvul.003G216800.1 locus=Phvul.003G216800 ID=Phvul.003G216800.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At1g12500 OS=Arabidopsis thaliana (sp|q9ldh3|pt112_arath : 462.0)
Phvul.004G041500RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Phvul.004G041500RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Phvul.004G106700Photosynthesis.photophosphorylation.photosystem II.assembly and maintenance.assembly factor (PAM68)PAM68 protein involved in PS-II assembly (original description: pacid=37163415 transcript=Phvul.004G106700.1 locus=Phvul.004G106700 ID=Phvul.004G106700.1.v2.1 annot-version=v2.1) &
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Phvul.004G170800Lipid metabolism.fatty acid biosynthesis.citrate shuttle.cytosolic NADP-dependent malic enzymecytosolic NADP-dependent malic enzyme (original description: pacid=37163561 transcript=Phvul.004G170800.1 locus=Phvul.004G170800 ID=Phvul.004G170800.1.v2.1 annot-version=v2.1) &
Phvul.005G003300Protein modification.phosphorylation.AGC protein kinase superfamily.protein kinase (AGC-VIII)protein kinase (AGC-VIII) (original description: pacid=37154375 transcript=Phvul.005G003300.2 locus=Phvul.005G003300 ID=Phvul.005G003300.2.v2.1 annot-version=v2.1) &
Phvul.005G003300Protein modification.phosphorylation.AGC protein kinase superfamily.protein kinase (AGC-VIII)protein kinase (AGC-VIII) (original description: pacid=37154375 transcript=Phvul.005G003300.2 locus=Phvul.005G003300 ID=Phvul.005G003300.2.v2.1 annot-version=v2.1) &
Phvul.005G084000not assigned.annotated (original description: pacid=37153134 transcript=Phvul.005G084000.1 locus=Phvul.005G084000 ID=Phvul.005G084000.1.v2.1 annot-version=v2.1) & COP1-interacting protein 7 OS=Arabidopsis thaliana (sp|o80386|cip7_arath : 505.0)
Phvul.005G160700Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (PERK-related)protein kinase (PERK-related) (original description: pacid=37152765 transcript=Phvul.005G160700.1 locus=Phvul.005G160700 ID=Phvul.005G160700.1.v2.1 annot-version=v2.1) &
Phvul.006G004580not assigned.annotated (original description: pacid=37174231 transcript=Phvul.006G004580.1 locus=Phvul.006G004580 ID=Phvul.006G004580.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 120.0)
Phvul.006G135500not assigned.annotated (original description: pacid=37171646 transcript=Phvul.006G135500.1 locus=Phvul.006G135500 ID=Phvul.006G135500.1.v2.1 annot-version=v2.1) & Probable galactinol--sucrose galactosyltransferase 2 OS=Arabidopsis thaliana (sp|q94a08|rfs2_arath : 732.0)
Phvul.007G080800Lipid metabolism.phytosterol biosynthesis.phytosterol conjugation.phytosterol glycosylation.UDP-glucose:sterol glucosyltransferaseUDP-glucose:sterol glucosyltransferase (original description: pacid=37167623 transcript=Phvul.007G080800.2 locus=Phvul.007G080800 ID=Phvul.007G080800.2.v2.1 annot-version=v2.1) &
Phvul.008G080100not assigned.annotated (original description: pacid=37161262 transcript=Phvul.008G080100.2 locus=Phvul.008G080100 ID=Phvul.008G080100.2.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At3g08570 OS=Arabidopsis thaliana (sp|q9c9z7|y3857_arath : 661.0)
Phvul.008G080100not assigned.annotated (original description: pacid=37161262 transcript=Phvul.008G080100.2 locus=Phvul.008G080100 ID=Phvul.008G080100.2.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At3g08570 OS=Arabidopsis thaliana (sp|q9c9z7|y3857_arath : 661.0)
Phvul.008G131301not assigned.annotated (original description: pacid=37160906 transcript=Phvul.008G131301.1 locus=Phvul.008G131301 ID=Phvul.008G131301.1.v2.1 annot-version=v2.1) & FHA domain-containing protein FHA2 OS=Arabidopsis thaliana (sp|q9sfv2|fha2_arath : 431.0)
Phvul.008G191200not assigned.not annotated no hits & (original description: pacid=37159620 transcript=Phvul.008G191200.2 locus=Phvul.008G191200 ID=Phvul.008G191200.2.v2.1 annot-version=v2.1)
Phvul.008G191200not assigned.not annotated no hits & (original description: pacid=37159620 transcript=Phvul.008G191200.2 locus=Phvul.008G191200 ID=Phvul.008G191200.2.v2.1 annot-version=v2.1)
Phvul.008G240000not assigned.not annotated no hits & (original description: pacid=37160578 transcript=Phvul.008G240000.1 locus=Phvul.008G240000 ID=Phvul.008G240000.1.v2.1 annot-version=v2.1)
Phvul.008G240300not assigned.not annotated no hits & (original description: pacid=37160890 transcript=Phvul.008G240300.1 locus=Phvul.008G240300 ID=Phvul.008G240300.1.v2.1 annot-version=v2.1)
Phvul.008G240500not assigned.not annotated no hits & (original description: pacid=37157759 transcript=Phvul.008G240500.1 locus=Phvul.008G240500 ID=Phvul.008G240500.1.v2.1 annot-version=v2.1)
Phvul.009G183600External stimuli response.light.UV-A/blue light.cryptochrome-mediated photoperception.transcriptional regulator (CIB)transcriptional regulator (CIB) (original description: pacid=37149341 transcript=Phvul.009G183600.4 locus=Phvul.009G183600 ID=Phvul.009G183600.4.v2.1 annot-version=v2.1) &
Phvul.009G183600External stimuli response.light.UV-A/blue light.cryptochrome-mediated photoperception.transcriptional regulator (CIB)transcriptional regulator (CIB) (original description: pacid=37149341 transcript=Phvul.009G183600.4 locus=Phvul.009G183600 ID=Phvul.009G183600.4.v2.1 annot-version=v2.1) &
Phvul.009G183600External stimuli response.light.UV-A/blue light.cryptochrome-mediated photoperception.transcriptional regulator (CIB)transcriptional regulator (CIB) (original description: pacid=37149341 transcript=Phvul.009G183600.4 locus=Phvul.009G183600 ID=Phvul.009G183600.4.v2.1 annot-version=v2.1) &
Phvul.009G183600External stimuli response.light.UV-A/blue light.cryptochrome-mediated photoperception.transcriptional regulator (CIB)transcriptional regulator (CIB) (original description: pacid=37149341 transcript=Phvul.009G183600.4 locus=Phvul.009G183600 ID=Phvul.009G183600.4.v2.1 annot-version=v2.1) &
Phvul.009G194700Protein translocation.endoplasmic reticulum.co-translational insertion system.SRP (signal recognition particle) receptor complex.component SR-alphacomponent SR-alpha of SRP (signal recognition particle) receptor complex (original description: pacid=37149160 transcript=Phvul.009G194700.2 locus=Phvul.009G194700 ID=Phvul.009G194700.2.v2.1 annot-version=v2.1) &
Phvul.009G194700Protein translocation.endoplasmic reticulum.co-translational insertion system.SRP (signal recognition particle) receptor complex.component SR-alphacomponent SR-alpha of SRP (signal recognition particle) receptor complex (original description: pacid=37149160 transcript=Phvul.009G194700.2 locus=Phvul.009G194700 ID=Phvul.009G194700.2.v2.1 annot-version=v2.1) &
Phvul.010G069638Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-10)motor protein (Kinesin-10) (original description: pacid=37143788 transcript=Phvul.010G069638.1 locus=Phvul.010G069638 ID=Phvul.010G069638.1.v2.1 annot-version=v2.1) &
Phvul.010G112500Phytohormone action.abscisic acid.perception and signalling.PYR/PYL-receptor.cytoplasm-localized receptor complex.receptor component PYL/RCARreceptor component PYL/RCAR of cytoplasm-localized abscisic acid receptor complex (original description: pacid=37143807 transcript=Phvul.010G112500.1 locus=Phvul.010G112500 ID=Phvul.010G112500.1.v2.1 annot-version=v2.1) &
Phvul.011G077600Cell wall organisation.pectin.rhamnogalacturonan I.modification and degradation.beta-galactosidase (BGAL)beta-galactosidase (BGAL) (original description: pacid=37154665 transcript=Phvul.011G077600.1 locus=Phvul.011G077600 ID=Phvul.011G077600.1.v2.1 annot-version=v2.1) &
Phvul.011G158600not assigned.annotated (original description: pacid=37155876 transcript=Phvul.011G158600.1 locus=Phvul.011G158600 ID=Phvul.011G158600.1.v2.1 annot-version=v2.1) & Beta-glucuronosyltransferase GlcAT14A OS=Arabidopsis thaliana (sp|q9fld7|gt14a_arath : 462.0)
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component NQO2 of NADH dehydrogenase electron input (module N) (original description: pacid=37153994 transcript=Phvul.005G179400.1 locus=Phvul.005G179400 ID=Phvul.005G179400.1.v2.1 annot-version=v2.1) &
GTPase effector (BDR) (original description: pacid=37169232 transcript=Phvul.001G025900.1 locus=Phvul.001G025900 ID=Phvul.001G025900.1.v2.1 annot-version=v2.1) &
component PFD6 of Prefoldin co-chaperone complex (original description: pacid=37176929 transcript=Phvul.002G321900.1 locus=Phvul.002G321900 ID=Phvul.002G321900.1.v2.1 annot-version=v2.1) &
G-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &
G-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &
G-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &
component PFD6 of Prefoldin co-chaperone complex (original description: pacid=37149943 transcript=Phvul.009G128800.1 locus=Phvul.009G128800 ID=Phvul.009G128800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37175156 transcript=Phvul.002G220500.1 locus=Phvul.002G220500 ID=Phvul.002G220500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172255 transcript=Phvul.006G047700.1 locus=Phvul.006G047700 ID=Phvul.006G047700.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g02750 OS=Arabidopsis thaliana (sp|q9sy02|pp301_arath : 429.0)
 (original description: pacid=37173205 transcript=Phvul.006G059900.1 locus=Phvul.006G059900 ID=Phvul.006G059900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g02750 OS=Arabidopsis thaliana (sp|q9sy02|pp301_arath : 469.0)
 (original description: pacid=37177101 transcript=Phvul.002G133400.1 locus=Phvul.002G133400 ID=Phvul.002G133400.1.v2.1 annot-version=v2.1) & Disease resistance protein RPM1 OS=Arabidopsis thaliana (sp|q39214|rpm1_arath : 432.0)
protein kinase (LRR-III) (original description: pacid=37177113 transcript=Phvul.002G302600.1 locus=Phvul.002G302600 ID=Phvul.002G302600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147040 transcript=Phvul.003G263400.1 locus=Phvul.003G263400 ID=Phvul.003G263400.1.v2.1 annot-version=v2.1) & Thaumatin-like protein 1 OS=Arabidopsis thaliana (sp|a0a1p8b554|thlp1_arath : 285.0)
 (original description: pacid=37153534 transcript=Phvul.005G100500.1 locus=Phvul.005G100500 ID=Phvul.005G100500.1.v2.1 annot-version=v2.1) & DnaJ protein ERDJ3B OS=Arabidopsis thaliana (sp|q9lzk5|dnj19_arath : 137.0)
13-lipoxygenase (original description: pacid=37174172 transcript=Phvul.006G017100.1 locus=Phvul.006G017100 ID=Phvul.006G017100.1.v2.1 annot-version=v2.1) &
transcriptional co-activator (BET/GTE) (original description: pacid=37171293 transcript=Phvul.006G199400.1 locus=Phvul.006G199400 ID=Phvul.006G199400.1.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UTR1|5) (original description: pacid=37160296 transcript=Phvul.008G070100.1 locus=Phvul.008G070100 ID=Phvul.008G070100.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37170064 transcript=Phvul.001G119000.1 locus=Phvul.001G119000 ID=Phvul.001G119000.1.v2.1 annot-version=v2.1) &
replication fork tethering component POLA2 of DNA polymerase alpha complex (original description: pacid=37167920 transcript=Phvul.001G259300.1 locus=Phvul.001G259300 ID=Phvul.001G259300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175146 transcript=Phvul.002G003000.1 locus=Phvul.002G003000 ID=Phvul.002G003000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178371 transcript=Phvul.002G278800.1 locus=Phvul.002G278800 ID=Phvul.002G278800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37147466 transcript=Phvul.003G138382.1 locus=Phvul.003G138382 ID=Phvul.003G138382.1.v2.1 annot-version=v2.1) & Auxin-induced protein 22B OS=Vigna radiata var. radiata (sp|p32294|ax22b_vigrr : 291.0)
component SR-alpha of SRP (signal recognition particle) receptor complex (original description: pacid=37148117 transcript=Phvul.003G155500.1 locus=Phvul.003G155500 ID=Phvul.003G155500.1.v2.1 annot-version=v2.1) &
co-chaperone (Jjj1) (original description: pacid=37145570 transcript=Phvul.003G185100.1 locus=Phvul.003G185100 ID=Phvul.003G185100.1.v2.1 annot-version=v2.1) &
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37172683 transcript=Phvul.006G015900.2 locus=Phvul.006G015900 ID=Phvul.006G015900.2.v2.1 annot-version=v2.1) &
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37172683 transcript=Phvul.006G015900.2 locus=Phvul.006G015900 ID=Phvul.006G015900.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171712 transcript=Phvul.006G086100.1 locus=Phvul.006G086100 ID=Phvul.006G086100.1.v2.1 annot-version=v2.1) & Probable acyl-activating enzyme 12, peroxisomal OS=Arabidopsis thaliana (sp|q9ss00|aae12_arath : 670.0)
 (original description: pacid=37173640 transcript=Phvul.006G117700.1 locus=Phvul.006G117700 ID=Phvul.006G117700.1.v2.1 annot-version=v2.1) & Probable N-acetyltransferase HLS1-like OS=Arabidopsis thaliana (sp|o64815|hls1l_arath : 254.0)
Berberine bridge enzyme-like 21 OS=Arabidopsis thaliana (sp|q9svg3|bbe21_arath : 580.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 461.0) (original description: pacid=37172282 transcript=Phvul.006G125600.1 locus=Phvul.006G125600 ID=Phvul.006G125600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172040 transcript=Phvul.006G142200.1 locus=Phvul.006G142200 ID=Phvul.006G142200.1.v2.1 annot-version=v2.1) & Cytochrome b561 and DOMON domain-containing protein At5g47530 OS=Arabidopsis thaliana (sp|q9fgk4|b561j_arath : 147.0)
plastidial mRNA processing factor (PPR10) (original description: pacid=37165270 transcript=Phvul.007G042700.1 locus=Phvul.007G042700 ID=Phvul.007G042700.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154680 transcript=Phvul.011G012400.1 locus=Phvul.011G012400 ID=Phvul.011G012400.1.v2.1 annot-version=v2.1)
transcription factor (NAC) (original description: pacid=37156658 transcript=Phvul.011G024700.1 locus=Phvul.011G024700 ID=Phvul.011G024700.1.v2.1 annot-version=v2.1) &
Leishmanolysin-type protease (original description: pacid=37168734 transcript=Phvul.001G016500.2 locus=Phvul.001G016500 ID=Phvul.001G016500.2.v2.1 annot-version=v2.1) &
Leishmanolysin-type protease (original description: pacid=37168734 transcript=Phvul.001G016500.2 locus=Phvul.001G016500 ID=Phvul.001G016500.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37170145 transcript=Phvul.001G023100.1 locus=Phvul.001G023100 ID=Phvul.001G023100.1.v2.1 annot-version=v2.1) & Probable BOI-related E3 ubiquitin-protein ligase 3 OS=Arabidopsis thaliana (sp|q9ldd1|brg3_arath : 117.0)
 (original description: pacid=37178018 transcript=Phvul.002G208300.1 locus=Phvul.002G208300 ID=Phvul.002G208300.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At5g18390, mitochondrial OS=Arabidopsis thaliana (sp|q94jx6|pp391_arath : 590.0)
deubiquitinase (UBP27) (original description: pacid=37177124 transcript=Phvul.002G267600.2 locus=Phvul.002G267600 ID=Phvul.002G267600.2.v2.1 annot-version=v2.1) &
deubiquitinase (UBP27) (original description: pacid=37177124 transcript=Phvul.002G267600.2 locus=Phvul.002G267600 ID=Phvul.002G267600.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37148267 transcript=Phvul.003G011400.1 locus=Phvul.003G011400 ID=Phvul.003G011400.1.v2.1 annot-version=v2.1)
transcription factor (JUMONJI) (original description: pacid=37147655 transcript=Phvul.003G031500.1 locus=Phvul.003G031500 ID=Phvul.003G031500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37145919 transcript=Phvul.003G216800.1 locus=Phvul.003G216800 ID=Phvul.003G216800.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At1g12500 OS=Arabidopsis thaliana (sp|q9ldh3|pt112_arath : 462.0)
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
PAM68 protein involved in PS-II assembly (original description: pacid=37163415 transcript=Phvul.004G106700.1 locus=Phvul.004G106700 ID=Phvul.004G106700.1.v2.1 annot-version=v2.1) &
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cytosolic NADP-dependent malic enzyme (original description: pacid=37163561 transcript=Phvul.004G170800.1 locus=Phvul.004G170800 ID=Phvul.004G170800.1.v2.1 annot-version=v2.1) &
protein kinase (AGC-VIII) (original description: pacid=37154375 transcript=Phvul.005G003300.2 locus=Phvul.005G003300 ID=Phvul.005G003300.2.v2.1 annot-version=v2.1) &
protein kinase (AGC-VIII) (original description: pacid=37154375 transcript=Phvul.005G003300.2 locus=Phvul.005G003300 ID=Phvul.005G003300.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37153134 transcript=Phvul.005G084000.1 locus=Phvul.005G084000 ID=Phvul.005G084000.1.v2.1 annot-version=v2.1) & COP1-interacting protein 7 OS=Arabidopsis thaliana (sp|o80386|cip7_arath : 505.0)
protein kinase (PERK-related) (original description: pacid=37152765 transcript=Phvul.005G160700.1 locus=Phvul.005G160700 ID=Phvul.005G160700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174231 transcript=Phvul.006G004580.1 locus=Phvul.006G004580 ID=Phvul.006G004580.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 120.0)
 (original description: pacid=37171646 transcript=Phvul.006G135500.1 locus=Phvul.006G135500 ID=Phvul.006G135500.1.v2.1 annot-version=v2.1) & Probable galactinol--sucrose galactosyltransferase 2 OS=Arabidopsis thaliana (sp|q94a08|rfs2_arath : 732.0)
UDP-glucose:sterol glucosyltransferase (original description: pacid=37167623 transcript=Phvul.007G080800.2 locus=Phvul.007G080800 ID=Phvul.007G080800.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37161262 transcript=Phvul.008G080100.2 locus=Phvul.008G080100 ID=Phvul.008G080100.2.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At3g08570 OS=Arabidopsis thaliana (sp|q9c9z7|y3857_arath : 661.0)
 (original description: pacid=37161262 transcript=Phvul.008G080100.2 locus=Phvul.008G080100 ID=Phvul.008G080100.2.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At3g08570 OS=Arabidopsis thaliana (sp|q9c9z7|y3857_arath : 661.0)
 (original description: pacid=37160906 transcript=Phvul.008G131301.1 locus=Phvul.008G131301 ID=Phvul.008G131301.1.v2.1 annot-version=v2.1) & FHA domain-containing protein FHA2 OS=Arabidopsis thaliana (sp|q9sfv2|fha2_arath : 431.0)
 no hits & (original description: pacid=37159620 transcript=Phvul.008G191200.2 locus=Phvul.008G191200 ID=Phvul.008G191200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159620 transcript=Phvul.008G191200.2 locus=Phvul.008G191200 ID=Phvul.008G191200.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160578 transcript=Phvul.008G240000.1 locus=Phvul.008G240000 ID=Phvul.008G240000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37160890 transcript=Phvul.008G240300.1 locus=Phvul.008G240300 ID=Phvul.008G240300.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157759 transcript=Phvul.008G240500.1 locus=Phvul.008G240500 ID=Phvul.008G240500.1.v2.1 annot-version=v2.1)
transcriptional regulator (CIB) (original description: pacid=37149341 transcript=Phvul.009G183600.4 locus=Phvul.009G183600 ID=Phvul.009G183600.4.v2.1 annot-version=v2.1) &
transcriptional regulator (CIB) (original description: pacid=37149341 transcript=Phvul.009G183600.4 locus=Phvul.009G183600 ID=Phvul.009G183600.4.v2.1 annot-version=v2.1) &
transcriptional regulator (CIB) (original description: pacid=37149341 transcript=Phvul.009G183600.4 locus=Phvul.009G183600 ID=Phvul.009G183600.4.v2.1 annot-version=v2.1) &
transcriptional regulator (CIB) (original description: pacid=37149341 transcript=Phvul.009G183600.4 locus=Phvul.009G183600 ID=Phvul.009G183600.4.v2.1 annot-version=v2.1) &
component SR-alpha of SRP (signal recognition particle) receptor complex (original description: pacid=37149160 transcript=Phvul.009G194700.2 locus=Phvul.009G194700 ID=Phvul.009G194700.2.v2.1 annot-version=v2.1) &
component SR-alpha of SRP (signal recognition particle) receptor complex (original description: pacid=37149160 transcript=Phvul.009G194700.2 locus=Phvul.009G194700 ID=Phvul.009G194700.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-10) (original description: pacid=37143788 transcript=Phvul.010G069638.1 locus=Phvul.010G069638 ID=Phvul.010G069638.1.v2.1 annot-version=v2.1) &
receptor component PYL/RCAR of cytoplasm-localized abscisic acid receptor complex (original description: pacid=37143807 transcript=Phvul.010G112500.1 locus=Phvul.010G112500 ID=Phvul.010G112500.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37154665 transcript=Phvul.011G077600.1 locus=Phvul.011G077600 ID=Phvul.011G077600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37155876 transcript=Phvul.011G158600.1 locus=Phvul.011G158600 ID=Phvul.011G158600.1.v2.1 annot-version=v2.1) & Beta-glucuronosyltransferase GlcAT14A OS=Arabidopsis thaliana (sp|q9fld7|gt14a_arath : 462.0)
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component NQO2 of NADH dehydrogenase electron input (module N) (original description: pacid=37153994 transcript=Phvul.005G179400.1 locus=Phvul.005G179400 ID=Phvul.005G179400.1.v2.1 annot-version=v2.1) &
GTPase effector (BDR) (original description: pacid=37169232 transcript=Phvul.001G025900.1 locus=Phvul.001G025900 ID=Phvul.001G025900.1.v2.1 annot-version=v2.1) &
component PFD6 of Prefoldin co-chaperone complex (original description: pacid=37176929 transcript=Phvul.002G321900.1 locus=Phvul.002G321900 ID=Phvul.002G321900.1.v2.1 annot-version=v2.1) &
G-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &
G-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &
G-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &
component PFD6 of Prefoldin co-chaperone complex (original description: pacid=37149943 transcript=Phvul.009G128800.1 locus=Phvul.009G128800 ID=Phvul.009G128800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37175156 transcript=Phvul.002G220500.1 locus=Phvul.002G220500 ID=Phvul.002G220500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172255 transcript=Phvul.006G047700.1 locus=Phvul.006G047700 ID=Phvul.006G047700.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g02750 OS=Arabidopsis thaliana (sp|q9sy02|pp301_arath : 429.0)
 (original description: pacid=37173205 transcript=Phvul.006G059900.1 locus=Phvul.006G059900 ID=Phvul.006G059900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g02750 OS=Arabidopsis thaliana (sp|q9sy02|pp301_arath : 469.0)
 (original description: pacid=37177101 transcript=Phvul.002G133400.1 locus=Phvul.002G133400 ID=Phvul.002G133400.1.v2.1 annot-version=v2.1) & Disease resistance protein RPM1 OS=Arabidopsis thaliana (sp|q39214|rpm1_arath : 432.0)
protein kinase (LRR-III) (original description: pacid=37177113 transcript=Phvul.002G302600.1 locus=Phvul.002G302600 ID=Phvul.002G302600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37147040 transcript=Phvul.003G263400.1 locus=Phvul.003G263400 ID=Phvul.003G263400.1.v2.1 annot-version=v2.1) & Thaumatin-like protein 1 OS=Arabidopsis thaliana (sp|a0a1p8b554|thlp1_arath : 285.0)
 (original description: pacid=37153534 transcript=Phvul.005G100500.1 locus=Phvul.005G100500 ID=Phvul.005G100500.1.v2.1 annot-version=v2.1) & DnaJ protein ERDJ3B OS=Arabidopsis thaliana (sp|q9lzk5|dnj19_arath : 137.0)

transcriptional co-activator (BET/GTE) (original description: pacid=37171293 transcript=Phvul.006G199400.1 locus=Phvul.006G199400 ID=Phvul.006G199400.1.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UTR1|5) (original description: pacid=37160296 transcript=Phvul.008G070100.1 locus=Phvul.008G070100 ID=Phvul.008G070100.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37170064 transcript=Phvul.001G119000.1 locus=Phvul.001G119000 ID=Phvul.001G119000.1.v2.1 annot-version=v2.1) &
replication fork tethering component POLA2 of DNA polymerase alpha complex (original description: pacid=37167920 transcript=Phvul.001G259300.1 locus=Phvul.001G259300 ID=Phvul.001G259300.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37147466 transcript=Phvul.003G138382.1 locus=Phvul.003G138382 ID=Phvul.003G138382.1.v2.1 annot-version=v2.1) & Auxin-induced protein 22B OS=Vigna radiata var. radiata (sp|p32294|ax22b_vigrr : 291.0)
component SR-alpha of SRP (signal recognition particle) receptor complex (original description: pacid=37148117 transcript=Phvul.003G155500.1 locus=Phvul.003G155500 ID=Phvul.003G155500.1.v2.1 annot-version=v2.1) &

component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37172683 transcript=Phvul.006G015900.2 locus=Phvul.006G015900 ID=Phvul.006G015900.2.v2.1 annot-version=v2.1) &
component FBX of SCF E3 ubiquitin ligase complex (original description: pacid=37172683 transcript=Phvul.006G015900.2 locus=Phvul.006G015900 ID=Phvul.006G015900.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171712 transcript=Phvul.006G086100.1 locus=Phvul.006G086100 ID=Phvul.006G086100.1.v2.1 annot-version=v2.1) & Probable acyl-activating enzyme 12, peroxisomal OS=Arabidopsis thaliana (sp|q9ss00|aae12_arath : 670.0)
 (original description: pacid=37173640 transcript=Phvul.006G117700.1 locus=Phvul.006G117700 ID=Phvul.006G117700.1.v2.1 annot-version=v2.1) & Probable N-acetyltransferase HLS1-like OS=Arabidopsis thaliana (sp|o64815|hls1l_arath : 254.0)
Berberine bridge enzyme-like 21 OS=Arabidopsis thaliana (sp|q9svg3|bbe21_arath : 580.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 461.0) (original description: pacid=37172282 transcript=Phvul.006G125600.1 locus=Phvul.006G125600 ID=Phvul.006G125600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172040 transcript=Phvul.006G142200.1 locus=Phvul.006G142200 ID=Phvul.006G142200.1.v2.1 annot-version=v2.1) & Cytochrome b561 and DOMON domain-containing protein At5g47530 OS=Arabidopsis thaliana (sp|q9fgk4|b561j_arath : 147.0)
plastidial mRNA processing factor (PPR10) (original description: pacid=37165270 transcript=Phvul.007G042700.1 locus=Phvul.007G042700 ID=Phvul.007G042700.1.v2.1 annot-version=v2.1) &

transcription factor (NAC) (original description: pacid=37156658 transcript=Phvul.011G024700.1 locus=Phvul.011G024700 ID=Phvul.011G024700.1.v2.1 annot-version=v2.1) &
Leishmanolysin-type protease (original description: pacid=37168734 transcript=Phvul.001G016500.2 locus=Phvul.001G016500 ID=Phvul.001G016500.2.v2.1 annot-version=v2.1) &
Leishmanolysin-type protease (original description: pacid=37168734 transcript=Phvul.001G016500.2 locus=Phvul.001G016500 ID=Phvul.001G016500.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37170145 transcript=Phvul.001G023100.1 locus=Phvul.001G023100 ID=Phvul.001G023100.1.v2.1 annot-version=v2.1) & Probable BOI-related E3 ubiquitin-protein ligase 3 OS=Arabidopsis thaliana (sp|q9ldd1|brg3_arath : 117.0)
 (original description: pacid=37178018 transcript=Phvul.002G208300.1 locus=Phvul.002G208300 ID=Phvul.002G208300.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At5g18390, mitochondrial OS=Arabidopsis thaliana (sp|q94jx6|pp391_arath : 590.0)
deubiquitinase (UBP27) (original description: pacid=37177124 transcript=Phvul.002G267600.2 locus=Phvul.002G267600 ID=Phvul.002G267600.2.v2.1 annot-version=v2.1) &
deubiquitinase (UBP27) (original description: pacid=37177124 transcript=Phvul.002G267600.2 locus=Phvul.002G267600 ID=Phvul.002G267600.2.v2.1 annot-version=v2.1) &

transcription factor (JUMONJI) (original description: pacid=37147655 transcript=Phvul.003G031500.1 locus=Phvul.003G031500 ID=Phvul.003G031500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37145919 transcript=Phvul.003G216800.1 locus=Phvul.003G216800 ID=Phvul.003G216800.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At1g12500 OS=Arabidopsis thaliana (sp|q9ldh3|pt112_arath : 462.0)
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
PAM68 protein involved in PS-II assembly (original description: pacid=37163415 transcript=Phvul.004G106700.1 locus=Phvul.004G106700 ID=Phvul.004G106700.1.v2.1 annot-version=v2.1) &

Page 2461 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

cytosolic NADP-dependent malic enzyme (original description: pacid=37163561 transcript=Phvul.004G170800.1 locus=Phvul.004G170800 ID=Phvul.004G170800.1.v2.1 annot-version=v2.1) &
protein kinase (AGC-VIII) (original description: pacid=37154375 transcript=Phvul.005G003300.2 locus=Phvul.005G003300 ID=Phvul.005G003300.2.v2.1 annot-version=v2.1) &
protein kinase (AGC-VIII) (original description: pacid=37154375 transcript=Phvul.005G003300.2 locus=Phvul.005G003300 ID=Phvul.005G003300.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37153134 transcript=Phvul.005G084000.1 locus=Phvul.005G084000 ID=Phvul.005G084000.1.v2.1 annot-version=v2.1) & COP1-interacting protein 7 OS=Arabidopsis thaliana (sp|o80386|cip7_arath : 505.0)
protein kinase (PERK-related) (original description: pacid=37152765 transcript=Phvul.005G160700.1 locus=Phvul.005G160700 ID=Phvul.005G160700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174231 transcript=Phvul.006G004580.1 locus=Phvul.006G004580 ID=Phvul.006G004580.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 120.0)
 (original description: pacid=37171646 transcript=Phvul.006G135500.1 locus=Phvul.006G135500 ID=Phvul.006G135500.1.v2.1 annot-version=v2.1) & Probable galactinol--sucrose galactosyltransferase 2 OS=Arabidopsis thaliana (sp|q94a08|rfs2_arath : 732.0)
UDP-glucose:sterol glucosyltransferase (original description: pacid=37167623 transcript=Phvul.007G080800.2 locus=Phvul.007G080800 ID=Phvul.007G080800.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37161262 transcript=Phvul.008G080100.2 locus=Phvul.008G080100 ID=Phvul.008G080100.2.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At3g08570 OS=Arabidopsis thaliana (sp|q9c9z7|y3857_arath : 661.0)
 (original description: pacid=37161262 transcript=Phvul.008G080100.2 locus=Phvul.008G080100 ID=Phvul.008G080100.2.v2.1 annot-version=v2.1) & BTB/POZ domain-containing protein At3g08570 OS=Arabidopsis thaliana (sp|q9c9z7|y3857_arath : 661.0)
 (original description: pacid=37160906 transcript=Phvul.008G131301.1 locus=Phvul.008G131301 ID=Phvul.008G131301.1.v2.1 annot-version=v2.1) & FHA domain-containing protein FHA2 OS=Arabidopsis thaliana (sp|q9sfv2|fha2_arath : 431.0)

transcriptional regulator (CIB) (original description: pacid=37149341 transcript=Phvul.009G183600.4 locus=Phvul.009G183600 ID=Phvul.009G183600.4.v2.1 annot-version=v2.1) &
transcriptional regulator (CIB) (original description: pacid=37149341 transcript=Phvul.009G183600.4 locus=Phvul.009G183600 ID=Phvul.009G183600.4.v2.1 annot-version=v2.1) &
transcriptional regulator (CIB) (original description: pacid=37149341 transcript=Phvul.009G183600.4 locus=Phvul.009G183600 ID=Phvul.009G183600.4.v2.1 annot-version=v2.1) &
transcriptional regulator (CIB) (original description: pacid=37149341 transcript=Phvul.009G183600.4 locus=Phvul.009G183600 ID=Phvul.009G183600.4.v2.1 annot-version=v2.1) &
component SR-alpha of SRP (signal recognition particle) receptor complex (original description: pacid=37149160 transcript=Phvul.009G194700.2 locus=Phvul.009G194700 ID=Phvul.009G194700.2.v2.1 annot-version=v2.1) &
component SR-alpha of SRP (signal recognition particle) receptor complex (original description: pacid=37149160 transcript=Phvul.009G194700.2 locus=Phvul.009G194700 ID=Phvul.009G194700.2.v2.1 annot-version=v2.1) &
motor protein (Kinesin-10) (original description: pacid=37143788 transcript=Phvul.010G069638.1 locus=Phvul.010G069638 ID=Phvul.010G069638.1.v2.1 annot-version=v2.1) &
receptor component PYL/RCAR of cytoplasm-localized abscisic acid receptor complex (original description: pacid=37143807 transcript=Phvul.010G112500.1 locus=Phvul.010G112500 ID=Phvul.010G112500.1.v2.1 annot-version=v2.1) &
beta-galactosidase (BGAL) (original description: pacid=37154665 transcript=Phvul.011G077600.1 locus=Phvul.011G077600 ID=Phvul.011G077600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37155876 transcript=Phvul.011G158600.1 locus=Phvul.011G158600 ID=Phvul.011G158600.1.v2.1 annot-version=v2.1) & Beta-glucuronosyltransferase GlcAT14A OS=Arabidopsis thaliana (sp|q9fld7|gt14a_arath : 462.0)
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G-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &
G-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &
G-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &

Berberine bridge enzyme-like 21 OS=Arabidopsis thaliana (sp|q9svg3|bbe21_arath : 580.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 461.0) (original description: pacid=37172282 transcript=Phvul.006G125600.1 locus=Phvul.006G125600 ID=Phvul.006G125600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172040 transcript=Phvul.006G142200.1 locus=Phvul.006G142200 ID=Phvul.006G142200.1.v2.1 annot-version=v2.1) & Cytochrome b561 and DOMON domain-containing protein At5g47530 OS=Arabidopsis thaliana (sp|q9fgk4|b561j_arath : 147.0)

 (original description: pacid=37178018 transcript=Phvul.002G208300.1 locus=Phvul.002G208300 ID=Phvul.002G208300.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At5g18390, mitochondrial OS=Arabidopsis thaliana (sp|q94jx6|pp391_arath : 590.0)

 (original description: pacid=37145919 transcript=Phvul.003G216800.1 locus=Phvul.003G216800 ID=Phvul.003G216800.1.v2.1 annot-version=v2.1) & Probable sugar phosphate/phosphate translocator At1g12500 OS=Arabidopsis thaliana (sp|q9ldh3|pt112_arath : 462.0)
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G-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &
G-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &
G-type lectin S-receptor-like serine/threonine-protein kinase At2g19130 OS=Arabidopsis thaliana (sp|o64477|y2913_arath : 511.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 114.9) (original description: pacid=37153001 transcript=Phvul.005G110300.3 locus=Phvul.005G110300 ID=Phvul.005G110300.3.v2.1 annot-version=v2.1) &
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miRNA_Acc. Target_Acc. Expectation UPE$ miRNA_start miRNA_end
gauccccggcaacggcgccaPhvul.004G110400.1 3 -1 1 20
gauccccggcaacggcgccaPhvul.005G120700.1 3 -1 1 20
gauccccggcaacggcgccaPhvul.005G120700.2 3 -1 1 20
gauccccggcaacggcgccaPhvul.006G001600.1 3 -1 1 20
gauccccggcaacggcgccaPhvul.007G023000.1 3.5 -1 1 20
gauccccggcaacggcgccaPhvul.008G271000.1 3.5 -1 1 20
gauccccggcaacggcgccaPhvul.001G240600.1 4 -1 1 20
gauccccggcaacggcgccaPhvul.003G220500.1 4 -1 1 20
gauccccggcaacggcgccaPhvul.003G237300.1 4 -1 1 20
gauccccggcaacggcgccaPhvul.003G285700.1 4 -1 1 20
gauccccggcaacggcgccaPhvul.004G086300.2 4 -1 1 20
gauccccggcaacggcgccaPhvul.004G086300.1 4 -1 1 20
gauccccggcaacggcgccaPhvul.006G068400.1 4 -1 1 20
gauccccggcaacggcgccaPhvul.006G130200.1 4 -1 1 20
gauccccggcaacggcgccaPhvul.007G268300.1 4 -1 1 20
gauccccggcaacggcgccaPhvul.008G036200.1 4 -1 1 20
gauccccggcaacggcgccaPhvul.008G290700.1 4 -1 1 20
gauccccggcaacggcgccaPhvul.009G144300.1 4 -1 1 20
gauccccggcaacggcgccaPhvul.001G028400.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.001G071200.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.001G146900.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.001G147001.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.001G147001.2 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.002G006700.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.002G059000.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.002G092900.2 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.002G092900.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.002G274500.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.002G315300.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.003G076700.2 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.003G076700.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.003G099100.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.003G099100.3 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.003G099100.2 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.004G037600.3 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.004G037600.2 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.004G049200.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.004G110200.2 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.004G171500.6 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.004G171500.2 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.004G171500.3 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.004G171500.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.004G171500.5 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.004G171500.4 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.005G022300.1 4.5 -1 1 20
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gauccccggcaacggcgccaPhvul.005G159600.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.006G049100.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.006G068100.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.006G087700.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.007G208400.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.008G042900.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.008G124000.2 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.008G124000.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.008G233100.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.009G157200.2 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.009G157200.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.010G024866.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.010G082300.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.010G119800.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.011G029450.1 4.5 -1 1 20
gauccccggcaacggcgccaPhvul.001G025101.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.001G183700.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.001G209500.2 5 -1 1 20
gauccccggcaacggcgccaPhvul.001G209900.2 5 -1 1 20
gauccccggcaacggcgccaPhvul.001G250100.2 5 -1 1 20
gauccccggcaacggcgccaPhvul.001G250100.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.002G063100.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.002G111100.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.002G132600.2 5 -1 1 20
gauccccggcaacggcgccaPhvul.002G132600.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.002G188300.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.002G252700.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.002G324600.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.003G043600.2 5 -1 1 20
gauccccggcaacggcgccaPhvul.003G064900.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.003G076900.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.003G192900.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.003G192900.2 5 -1 1 20
gauccccggcaacggcgccaPhvul.004G017600.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.005G035400.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.005G080800.2 5 -1 1 20
gauccccggcaacggcgccaPhvul.005G080800.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.005G095300.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.005G176600.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.006G034100.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.007G196100.2 5 -1 1 20
gauccccggcaacggcgccaPhvul.007G196100.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.007G268300.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.008G015300.3 5 -1 1 20
gauccccggcaacggcgccaPhvul.008G015300.4 5 -1 1 20
gauccccggcaacggcgccaPhvul.008G015300.2 5 -1 1 20
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gauccccggcaacggcgccaPhvul.008G015300.5 5 -1 1 20
gauccccggcaacggcgccaPhvul.008G015300.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.008G050200.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.008G092200.2 5 -1 1 20
gauccccggcaacggcgccaPhvul.008G092200.3 5 -1 1 20
gauccccggcaacggcgccaPhvul.008G106950.2 5 -1 1 20
gauccccggcaacggcgccaPhvul.008G106950.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.008G114300.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.008G130400.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.008G203314.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.009G108800.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.009G128500.2 5 -1 1 20
gauccccggcaacggcgccaPhvul.009G128500.3 5 -1 1 20
gauccccggcaacggcgccaPhvul.009G128500.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.009G128500.4 5 -1 1 20
gauccccggcaacggcgccaPhvul.009G255500.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.009G255500.2 5 -1 1 20
gauccccggcaacggcgccaPhvul.010G032000.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.011G062200.1 5 -1 1 20
gauccccggcaacggcgccaPhvul.011G175000.2 5 -1 1 20
gauccccggcaacggcgccaPhvul.011G175000.1 5 -1 1 20
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Target_start Target_end miRNA_aligned_fragmentalignment Target_aligned_fragmentInhibition Target_Desc.
1053 1072 GAUCCCCGGCAACGGCGCCA ::::: :::::.:::: :: GGGCGCGGUUGCUGGGGUUCCleavage pacid=37162836 locus=Phvul.004G110400 ID=Phvul.004G110400.1.v2.1 annot-version=v2.1

222 241 GAUCCCCGGCAACGGCGCCA :::::::::::::: : :: CGGCGCCGUUGCCGGAGUUCCleavage pacid=37152557 locus=Phvul.005G120700 ID=Phvul.005G120700.1.v2.1 annot-version=v2.1
367 386 GAUCCCCGGCAACGGCGCCA :::::::::::::: : :: CGGCGCCGUUGCCGGAGUUCCleavage pacid=37152558 locus=Phvul.005G120700 ID=Phvul.005G120700.2.v2.1 annot-version=v2.1
716 735 GAUCCCCGGCAACGGCGCCA ::::: :::: :::::::. CGGCGCAGUUGGCGGGGAUUCleavage pacid=37171820 locus=Phvul.006G001600 ID=Phvul.006G001600.1.v2.1 annot-version=v2.1
559 578 GAUCCCCGGCAACGGCGCCA :::::::::::.:: :: : CGGCGCCGUUGCUGGCGAGCCleavage pacid=37164059 locus=Phvul.007G023000 ID=Phvul.007G023000.1.v2.1 annot-version=v2.1

1667 1686 GAUCCCCGGCAACGGCGCCA :::::::: :.:::::.: AGGCGCCGUCGUCGGGGGUGTranslation pacid=37160089 locus=Phvul.008G271000 ID=Phvul.008G271000.1.v2.1 annot-version=v2.1
945 964 GAUCCCCGGCAACGGCGCCA::::::.:::::.:: : :: UGGCGCUGUUGCUGGAGCUCCleavage pacid=37170768 locus=Phvul.001G240600 ID=Phvul.001G240600.1.v2.1 annot-version=v2.1
623 642 GAUCCCCGGCAACGGCGCCA ::::::: ::::::: :: CGGCGCCGAUGCCGGGAAUGCleavage pacid=37146318 locus=Phvul.003G220500 ID=Phvul.003G220500.1.v2.1 annot-version=v2.1
619 638 GAUCCCCGGCAACGGCGCCA::::: .:::::::: ::: UGGCGGUGUUGCCGGAGAUGCleavage pacid=37147285 locus=Phvul.003G237300 ID=Phvul.003G237300.1.v2.1 annot-version=v2.1

1454 1473 GAUCCCCGGCAACGGCGCCA:::.::::::::.:: :.: UGGUGCCGUUGCUGGUGGUGCleavage pacid=37147468 locus=Phvul.003G285700 ID=Phvul.003G285700.1.v2.1 annot-version=v2.1
1131 1150 GAUCCCCGGCAACGGCGCCA::  ::.::::..::::::. UGAGGCUGUUGUUGGGGAUUCleavage pacid=37161848 locus=Phvul.004G086300 ID=Phvul.004G086300.2.v2.1 annot-version=v2.1
1663 1682 GAUCCCCGGCAACGGCGCCA::  ::.::::..::::::. UGAGGCUGUUGUUGGGGAUUCleavage pacid=37161847 locus=Phvul.004G086300 ID=Phvul.004G086300.1.v2.1 annot-version=v2.1

238 257 GAUCCCCGGCAACGGCGCCA ::.:.::: :::::::: : CGGUGUCGUCGCCGGGGAGCTranslation pacid=37173758 locus=Phvul.006G068400 ID=Phvul.006G068400.1.v2.1 annot-version=v2.1
1177 1196 GAUCCCCGGCAACGGCGCCA ::. :.:::::.::::.: CGGUUCUGUUGCUGGGGGUACleavage pacid=37173223 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1

560 579 GAUCCCCGGCAACGGCGCCA  ::::::  :::::::::: CCGCGCCGCCGCCGGGGAUCTranslation pacid=37165888 locus=Phvul.007G268300 ID=Phvul.007G268300.1.v2.1 annot-version=v2.1
316 335 GAUCCCCGGCAACGGCGCCA ::.:::::::..: :::: CGGUGCCGUUGUUGUGGAUGCleavage pacid=37160007 locus=Phvul.008G036200 ID=Phvul.008G036200.1.v2.1 annot-version=v2.1
221 240 GAUCCCCGGCAACGGCGCCA :::: ::::::::::  :: AGGCGGCGUUGCCGGGCCUCCleavage pacid=37160918 locus=Phvul.008G290700 ID=Phvul.008G290700.1.v2.1 annot-version=v2.1
681 700 GAUCCCCGGCAACGGCGCCA ::::::  :::::::::: GGGCGCCUCUGCCGGGGAUGCleavage pacid=37150218 locus=Phvul.009G144300 ID=Phvul.009G144300.1.v2.1 annot-version=v2.1
596 615 GAUCCCCGGCAACGGCGCCA :: ::.:::::.: :::: AGGAGCUGUUGCUGAGGAUGCleavage pacid=37170939 locus=Phvul.001G028400 ID=Phvul.001G028400.1.v2.1 annot-version=v2.1
702 721 GAUCCCCGGCAACGGCGCCA ::.::.::::..:::: : GGGUGCUGUUGUUGGGGUUACleavage pacid=37169865 locus=Phvul.001G071200 ID=Phvul.001G071200.1.v2.1 annot-version=v2.1

1160 1179 GAUCCCCGGCAACGGCGCCA: :. :.:::::.:::::: UUGUUCUGUUGCUGGGGAUGCleavage pacid=37168019 locus=Phvul.001G146900 ID=Phvul.001G146900.1.v2.1 annot-version=v2.1
816 835 GAUCCCCGGCAACGGCGCCA: :. :.:::::.:::::: UUGUUCUGUUGCUGGGGAUGCleavage pacid=37170419 locus=Phvul.001G147001 ID=Phvul.001G147001.1.v2.1 annot-version=v2.1
928 947 GAUCCCCGGCAACGGCGCCA: :. :.:::::.:::::: UUGUUCUGUUGCUGGGGAUGCleavage pacid=37170420 locus=Phvul.001G147001 ID=Phvul.001G147001.2.v2.1 annot-version=v2.1

1011 1030 GAUCCCCGGCAACGGCGCCA:::.:  :::::.:::: :: UGGUGAAGUUGCUGGGGCUCCleavage pacid=37175392 locus=Phvul.002G006700 ID=Phvul.002G006700.1.v2.1 annot-version=v2.1
680 699 GAUCCCCGGCAACGGCGCCA   :::.:::::.::::: : CUCCGCUGUUGCUGGGGACCCleavage pacid=37175506 locus=Phvul.002G059000 ID=Phvul.002G059000.1.v2.1 annot-version=v2.1

5389 5408 GAUCCCCGGCAACGGCGCCA  : ::::::::::: ::: AUGAGCCGUUGCCGGAGAUGCleavage pacid=37176675 locus=Phvul.002G092900 ID=Phvul.002G092900.2.v2.1 annot-version=v2.1
5401 5420 GAUCCCCGGCAACGGCGCCA  : ::::::::::: ::: AUGAGCCGUUGCCGGAGAUGCleavage pacid=37176674 locus=Phvul.002G092900 ID=Phvul.002G092900.1.v2.1 annot-version=v2.1

710 729 GAUCCCCGGCAACGGCGCCA ::: :::::::. :::: : GGGCACCGUUGCUUGGGAACCleavage pacid=37176037 locus=Phvul.002G274500 ID=Phvul.002G274500.1.v2.1 annot-version=v2.1
1178 1197 GAUCCCCGGCAACGGCGCCA::: :..::::..: ::::: UGGGGUUGUUGUUGUGGAUCCleavage pacid=37174440 locus=Phvul.002G315300 ID=Phvul.002G315300.1.v2.1 annot-version=v2.1

247 266 GAUCCCCGGCAACGGCGCCA::::: .:::::::  :::: UGGCGAUGUUGCCGUUGAUCCleavage pacid=37147256 locus=Phvul.003G076700 ID=Phvul.003G076700.2.v2.1 annot-version=v2.1
247 266 GAUCCCCGGCAACGGCGCCA::::: .:::::::  :::: UGGCGAUGUUGCCGUUGAUCCleavage pacid=37147255 locus=Phvul.003G076700 ID=Phvul.003G076700.1.v2.1 annot-version=v2.1

2013 2032 GAUCCCCGGCAACGGCGCCA ::::: ::::.:: ::.: AGGCGCAGUUGUCGUGGGUGCleavage pacid=37144951 locus=Phvul.003G099100 ID=Phvul.003G099100.1.v2.1 annot-version=v2.1
2411 2430 GAUCCCCGGCAACGGCGCCA ::::: ::::.:: ::.: AGGCGCAGUUGUCGUGGGUGCleavage pacid=37144950 locus=Phvul.003G099100 ID=Phvul.003G099100.3.v2.1 annot-version=v2.1
2449 2468 GAUCCCCGGCAACGGCGCCA ::::: ::::.:: ::.: AGGCGCAGUUGUCGUGGGUGCleavage pacid=37144949 locus=Phvul.003G099100 ID=Phvul.003G099100.2.v2.1 annot-version=v2.1
1246 1265 GAUCCCCGGCAACGGCGCCA::: : .:::::::: :::. UGGGGAUGUUGCCGGAGAUUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
1246 1265 GAUCCCCGGCAACGGCGCCA::: : .:::::::: :::. UGGGGAUGUUGCCGGAGAUUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
1075 1094 GAUCCCCGGCAACGGCGCCA:: .: .::::..::::::. UGUUGGUGUUGUUGGGGAUUCleavage pacid=37163654 locus=Phvul.004G049200 ID=Phvul.004G049200.1.v2.1 annot-version=v2.1

705 724 GAUCCCCGGCAACGGCGCCA ::::: :: ::.:::: :: GGGCGCGGUCGCUGGGGUUCTranslation pacid=37163692 locus=Phvul.004G110200 ID=Phvul.004G110200.2.v2.1 annot-version=v2.1
463 482 GAUCCCCGGCAACGGCGCCA:::.::.::::..:: ::: UGGUGCUGUUGUUGGUGAUGCleavage pacid=37162324 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1
472 491 GAUCCCCGGCAACGGCGCCA:::.::.::::..:: ::: UGGUGCUGUUGUUGGUGAUGCleavage pacid=37162323 locus=Phvul.004G171500 ID=Phvul.004G171500.2.v2.1 annot-version=v2.1
463 482 GAUCCCCGGCAACGGCGCCA:::.::.::::..:: ::: UGGUGCUGUUGUUGGUGAUGCleavage pacid=37162320 locus=Phvul.004G171500 ID=Phvul.004G171500.3.v2.1 annot-version=v2.1
472 491 GAUCCCCGGCAACGGCGCCA:::.::.::::..:: ::: UGGUGCUGUUGUUGGUGAUGCleavage pacid=37162319 locus=Phvul.004G171500 ID=Phvul.004G171500.1.v2.1 annot-version=v2.1
463 482 GAUCCCCGGCAACGGCGCCA:::.::.::::..:: ::: UGGUGCUGUUGUUGGUGAUGCleavage pacid=37162322 locus=Phvul.004G171500 ID=Phvul.004G171500.5.v2.1 annot-version=v2.1
472 491 GAUCCCCGGCAACGGCGCCA:::.::.::::..:: ::: UGGUGCUGUUGUUGGUGAUGCleavage pacid=37162321 locus=Phvul.004G171500 ID=Phvul.004G171500.4.v2.1 annot-version=v2.1
998 1017 GAUCCCCGGCAACGGCGCCA ::.:..::::.: :::.:. GGGUGUUGUUGUCUGGGGUUCleavage pacid=37153709 locus=Phvul.005G022300 ID=Phvul.005G022300.1.v2.1 annot-version=v2.1
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513 532 GAUCCCCGGCAACGGCGCCA ::.: : :::: ::::::: AGGUGGCCUUGCAGGGGAUCCleavage pacid=37154537 locus=Phvul.005G159600 ID=Phvul.005G159600.1.v2.1 annot-version=v2.1
1225 1244 GAUCCCCGGCAACGGCGCCA:::.:::::::..:  :::: UGGUGCCGUUGUUGAUGAUCCleavage pacid=37171983 locus=Phvul.006G049100 ID=Phvul.006G049100.1.v2.1 annot-version=v2.1

511 530 GAUCCCCGGCAACGGCGCCA ::.:..::::. ::::.:. GGGUGUUGUUGUGGGGGGUUCleavage pacid=37174192 locus=Phvul.006G068100 ID=Phvul.006G068100.1.v2.1 annot-version=v2.1
861 880 GAUCCCCGGCAACGGCGCCA :: ::.:::::.:::: : GGGGGCUGUUGCUGGGGUUGCleavage pacid=37173870 locus=Phvul.006G087700 ID=Phvul.006G087700.1.v2.1 annot-version=v2.1
576 595 GAUCCCCGGCAACGGCGCCA ::: : :::::::::::  CGGCACAGUUGCCGGGGAGGCleavage pacid=37166531 locus=Phvul.007G208400 ID=Phvul.007G208400.1.v2.1 annot-version=v2.1
432 451 GAUCCCCGGCAACGGCGCCA   : :.:::::.::::::. UCCCACUGUUGCUGGGGAUUCleavage pacid=37159669 locus=Phvul.008G042900 ID=Phvul.008G042900.1.v2.1 annot-version=v2.1
773 792 GAUCCCCGGCAACGGCGCCA  :.::.:::::. :::.:: AAGUGCUGUUGCUAGGGGUCCleavage pacid=37158036 locus=Phvul.008G124000 ID=Phvul.008G124000.2.v2.1 annot-version=v2.1

1132 1151 GAUCCCCGGCAACGGCGCCA  :.::.:::::. :::.:: AAGUGCUGUUGCUAGGGGUCCleavage pacid=37158035 locus=Phvul.008G124000 ID=Phvul.008G124000.1.v2.1 annot-version=v2.1
516 535 GAUCCCCGGCAACGGCGCCA:::.:. :::::: ::::: UGGUGUAGUUGCCAGGGAUGCleavage pacid=37160521 locus=Phvul.008G233100 ID=Phvul.008G233100.1.v2.1 annot-version=v2.1

1341 1360 GAUCCCCGGCAACGGCGCCA:::. :.:::: ::::::: UGGUUCUGUUGACGGGGAUGCleavage pacid=37149983 locus=Phvul.009G157200 ID=Phvul.009G157200.2.v2.1 annot-version=v2.1
1368 1387 GAUCCCCGGCAACGGCGCCA:::. :.:::: ::::::: UGGUUCUGUUGACGGGGAUGCleavage pacid=37149982 locus=Phvul.009G157200 ID=Phvul.009G157200.1.v2.1 annot-version=v2.1

154 173 GAUCCCCGGCAACGGCGCCA:::.:. :::::: ::::: UGGUGUAGUUGCCAGGGAUGCleavage pacid=37142287 locus=Phvul.010G024866 ID=Phvul.010G024866.1.v2.1 annot-version=v2.1
1652 1671 GAUCCCCGGCAACGGCGCCA:::: :::::::  :::::. UGGCACCGUUGCAAGGGAUUCleavage pacid=37143837 locus=Phvul.010G082300 ID=Phvul.010G082300.1.v2.1 annot-version=v2.1

597 616 GAUCCCCGGCAACGGCGCCA:: :::.:: ::::: :::: UGUCGCUGUCGCCGGAGAUCTranslation pacid=37143932 locus=Phvul.010G119800 ID=Phvul.010G119800.1.v2.1 annot-version=v2.1
2765 2784 GAUCCCCGGCAACGGCGCCA : .::.:::::: ::::: GGCUGCUGUUGCCCGGGAUGCleavage pacid=37157305 locus=Phvul.011G029450 ID=Phvul.011G029450.1.v2.1 annot-version=v2.1

276 295 GAUCCCCGGCAACGGCGCCA ::.: :::::.:::::.  AGGUGGCGUUGUCGGGGGGACleavage pacid=37168114 locus=Phvul.001G025101 ID=Phvul.001G025101.1.v2.1 annot-version=v2.1
871 890 GAUCCCCGGCAACGGCGCCA::::: ::::: .: ::.:: UGGCGGCGUUGGUGAGGGUCCleavage pacid=37169227 locus=Phvul.001G183700 ID=Phvul.001G183700.1.v2.1 annot-version=v2.1

1254 1273 GAUCCCCGGCAACGGCGCCA ::.:::::::..:: :. : GGGUGCCGUUGUUGGAGGACCleavage pacid=37167724 locus=Phvul.001G209500 ID=Phvul.001G209500.2.v2.1 annot-version=v2.1
1156 1175 GAUCCCCGGCAACGGCGCCA:::::  :::::. ::::: UGGCGAAGUUGCUUGGGAUGCleavage pacid=37168990 locus=Phvul.001G209900 ID=Phvul.001G209900.2.v2.1 annot-version=v2.1

48 67 GAUCCCCGGCAACGGCGCCA::: ::.::::.::: : :: UGGAGCUGUUGUCGGUGCUCCleavage pacid=37170740 locus=Phvul.001G250100 ID=Phvul.001G250100.2.v2.1 annot-version=v2.1
57 76 GAUCCCCGGCAACGGCGCCA::: ::.::::.::: : :: UGGAGCUGUUGUCGGUGCUCCleavage pacid=37170739 locus=Phvul.001G250100 ID=Phvul.001G250100.1.v2.1 annot-version=v2.1

707 726 GAUCCCCGGCAACGGCGCCA  :::::  :::::::::: CUGCGCCAAUGCCGGGGAUGCleavage pacid=37174340 locus=Phvul.002G063100 ID=Phvul.002G063100.1.v2.1 annot-version=v2.1
1118 1137 GAUCCCCGGCAACGGCGCCA  ::::::: ::.: ::::. ACGCGCCGUCGCUGCGGAUUTranslation pacid=37176115 locus=Phvul.002G111100 ID=Phvul.002G111100.1.v2.1 annot-version=v2.1
1742 1761 GAUCCCCGGCAACGGCGCCA ::.::.:::::.: ::. : AGGUGCUGUUGCUGCGGGGCCleavage pacid=37178726 locus=Phvul.002G132600 ID=Phvul.002G132600.2.v2.1 annot-version=v2.1
1708 1727 GAUCCCCGGCAACGGCGCCA ::.::.:::::.: ::. : AGGUGCUGUUGCUGCGGGGCCleavage pacid=37178725 locus=Phvul.002G132600 ID=Phvul.002G132600.1.v2.1 annot-version=v2.1

624 643 GAUCCCCGGCAACGGCGCCA:: : :.:: ::::::::: UGUCACUGUCGCCGGGGAUGTranslation pacid=37174959 locus=Phvul.002G188300 ID=Phvul.002G188300.1.v2.1 annot-version=v2.1
896 915 GAUCCCCGGCAACGGCGCCA ::.::.::: .:::::. : CGGUGCUGUUCUCGGGGGCCTranslation pacid=37174658 locus=Phvul.002G252700 ID=Phvul.002G252700.1.v2.1 annot-version=v2.1

1576 1595 GAUCCCCGGCAACGGCGCCA:: .:..::::..:::: :: UGUUGUUGUUGUUGGGGUUCCleavage pacid=37175507 locus=Phvul.002G324600 ID=Phvul.002G324600.1.v2.1 annot-version=v2.1
89 108 GAUCCCCGGCAACGGCGCCA:::.: .::::: : ::::: UGGUGAUGUUGCAGUGGAUCCleavage pacid=37147449 locus=Phvul.003G043600 ID=Phvul.003G043600.2.v2.1 annot-version=v2.1

900 919 GAUCCCCGGCAACGGCGCCA :::::.:::: .:::::  GGGCGCUGUUGAUGGGGACGCleavage pacid=37146149 locus=Phvul.003G064900 ID=Phvul.003G064900.1.v2.1 annot-version=v2.1
1207 1227 GAUCC-CCGGCAACGGCGCCA ::::. ::::.::: ::::: CGGCGUGGUUGUCGGAGGAUCCleavage pacid=37147806 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1

81 100 GAUCCCCGGCAACGGCGCCA   ::.:::::..:::: :: UCUCGUCGUUGUUGGGGUUCCleavage pacid=37145773 locus=Phvul.003G192900 ID=Phvul.003G192900.1.v2.1 annot-version=v2.1
81 100 GAUCCCCGGCAACGGCGCCA   ::.:::::..:::: :: UCUCGUCGUUGUUGGGGUUCCleavage pacid=37145774 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1

3869 3888 GAUCCCCGGCAACGGCGCCA: :.:..::: ..::::::: UCGUGUUGUUUUUGGGGAUCTranslation pacid=37162939 locus=Phvul.004G017600 ID=Phvul.004G017600.1.v2.1 annot-version=v2.1
842 861 GAUCCCCGGCAACGGCGCCA :::::.:::: .:: :.:. AGGCGCUGUUGGUGGUGGUUCleavage pacid=37152518 locus=Phvul.005G035400 ID=Phvul.005G035400.1.v2.1 annot-version=v2.1
860 879 GAUCCCCGGCAACGGCGCCA:::. :.:::::.:: :.:. UGGUUCUGUUGCUGGAGGUUCleavage pacid=37154337 locus=Phvul.005G080800 ID=Phvul.005G080800.2.v2.1 annot-version=v2.1
863 882 GAUCCCCGGCAACGGCGCCA:::. :.:::::.:: :.:. UGGUUCUGUUGCUGGAGGUUCleavage pacid=37154336 locus=Phvul.005G080800 ID=Phvul.005G080800.1.v2.1 annot-version=v2.1
542 561 GAUCCCCGGCAACGGCGCCA:::. ..: :::.::::::. UGGUCUUGAUGCUGGGGAUUCleavage pacid=37154500 locus=Phvul.005G095300 ID=Phvul.005G095300.1.v2.1 annot-version=v2.1

1260 1279 GAUCCCCGGCAACGGCGCCA : .:.::::::.:::::  AGUUGUCGUUGCUGGGGAAACleavage pacid=37152686 locus=Phvul.005G176600 ID=Phvul.005G176600.1.v2.1 annot-version=v2.1
472 491 GAUCCCCGGCAACGGCGCCA:::.:..: :::. :::::: UGGUGUUGGUGCUCGGGAUCCleavage pacid=37172111 locus=Phvul.006G034100 ID=Phvul.006G034100.1.v2.1 annot-version=v2.1

1295 1314 GAUCCCCGGCAACGGCGCCA:::.:::: :::::: :.: UGGUGCCGGUGCCGGUGGUGCleavage pacid=37164279 locus=Phvul.007G196100 ID=Phvul.007G196100.2.v2.1 annot-version=v2.1
1580 1599 GAUCCCCGGCAACGGCGCCA:::.:::: :::::: :.: UGGUGCCGGUGCCGGUGGUGCleavage pacid=37164278 locus=Phvul.007G196100 ID=Phvul.007G196100.1.v2.1 annot-version=v2.1

293 312 GAUCCCCGGCAACGGCGCCA ::: :.::::. : ::::: CGGCACUGUUGUGGUGGAUCCleavage pacid=37165888 locus=Phvul.007G268300 ID=Phvul.007G268300.1.v2.1 annot-version=v2.1
876 895 GAUCCCCGGCAACGGCGCCA:: .::.:::::. ::::: UGAUGCUGUUGCUAGGGAUACleavage pacid=37161120 locus=Phvul.008G015300 ID=Phvul.008G015300.3.v2.1 annot-version=v2.1
876 895 GAUCCCCGGCAACGGCGCCA:: .::.:::::. ::::: UGAUGCUGUUGCUAGGGAUACleavage pacid=37161121 locus=Phvul.008G015300 ID=Phvul.008G015300.4.v2.1 annot-version=v2.1
875 894 GAUCCCCGGCAACGGCGCCA:: .::.:::::. ::::: UGAUGCUGUUGCUAGGGAUACleavage pacid=37161123 locus=Phvul.008G015300 ID=Phvul.008G015300.2.v2.1 annot-version=v2.1
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876 895 GAUCCCCGGCAACGGCGCCA:: .::.:::::. ::::: UGAUGCUGUUGCUAGGGAUACleavage pacid=37161122 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1
875 894 GAUCCCCGGCAACGGCGCCA:: .::.:::::. ::::: UGAUGCUGUUGCUAGGGAUACleavage pacid=37161119 locus=Phvul.008G015300 ID=Phvul.008G015300.1.v2.1 annot-version=v2.1
242 261 GAUCCCCGGCAACGGCGCCA: :: :.:: ::::::::: UUGCUCUGUGGCCGGGGAUGTranslation pacid=37160794 locus=Phvul.008G050200 ID=Phvul.008G050200.1.v2.1 annot-version=v2.1
558 577 GAUCCCCGGCAACGGCGCCA::::: .: :::.:::: :: UGGCGGUGCUGCUGGGGUUCCleavage pacid=37159575 locus=Phvul.008G092200 ID=Phvul.008G092200.2.v2.1 annot-version=v2.1
558 577 GAUCCCCGGCAACGGCGCCA::::: .: :::.:::: :: UGGCGGUGCUGCUGGGGUUCCleavage pacid=37159576 locus=Phvul.008G092200 ID=Phvul.008G092200.3.v2.1 annot-version=v2.1

3937 3956 GAUCCCCGGCAACGGCGCCA  ::::.:::: : :::.:: GAGCGCUGUUGACAGGGGUCCleavage pacid=37159444 locus=Phvul.008G106950 ID=Phvul.008G106950.2.v2.1 annot-version=v2.1
3937 3956 GAUCCCCGGCAACGGCGCCA  ::::.:::: : :::.:: GAGCGCUGUUGACAGGGGUCCleavage pacid=37159443 locus=Phvul.008G106950 ID=Phvul.008G106950.1.v2.1 annot-version=v2.1
1330 1349 GAUCCCCGGCAACGGCGCCA::: :..:::: .:::::: UGGAGUUGUUGGUGGGGAUGCleavage pacid=37159820 locus=Phvul.008G114300 ID=Phvul.008G114300.1.v2.1 annot-version=v2.1
1154 1173 GAUCCCCGGCAACGGCGCCA ::.:..::::.: :: ::: AGGUGUUGUUGUCUGGAAUCCleavage pacid=37158932 locus=Phvul.008G130400 ID=Phvul.008G130400.1.v2.1 annot-version=v2.1

709 728 GAUCCCCGGCAACGGCGCCA:::.: .:::::.:: ::: UGGUGGUGUUGCUGGAGAUGCleavage pacid=37161432 locus=Phvul.008G203314 ID=Phvul.008G203314.1.v2.1 annot-version=v2.1
388 407 GAUCCCCGGCAACGGCGCCA:::: .: ::::::: :.:: UGGCCUCCUUGCCGGCGGUCCleavage pacid=37149974 locus=Phvul.009G108800 ID=Phvul.009G108800.1.v2.1 annot-version=v2.1

1505 1524 GAUCCCCGGCAACGGCGCCA:::: :.:::::.:::  :: UGGCUCUGUUGCUGGGACUCCleavage pacid=37149297 locus=Phvul.009G128500 ID=Phvul.009G128500.2.v2.1 annot-version=v2.1
1517 1536 GAUCCCCGGCAACGGCGCCA:::: :.:::::.:::  :: UGGCUCUGUUGCUGGGACUCCleavage pacid=37149299 locus=Phvul.009G128500 ID=Phvul.009G128500.3.v2.1 annot-version=v2.1
1544 1563 GAUCCCCGGCAACGGCGCCA:::: :.:::::.:::  :: UGGCUCUGUUGCUGGGACUCCleavage pacid=37149298 locus=Phvul.009G128500 ID=Phvul.009G128500.1.v2.1 annot-version=v2.1
1767 1786 GAUCCCCGGCAACGGCGCCA:::: :.:::::.:::  :: UGGCUCUGUUGCUGGGACUCCleavage pacid=37149300 locus=Phvul.009G128500 ID=Phvul.009G128500.4.v2.1 annot-version=v2.1

741 760 GAUCCCCGGCAACGGCGCCA::: ::.::: ::: ::::. UGGAGCUGUUUCCGAGGAUUTranslation pacid=37149127 locus=Phvul.009G255500 ID=Phvul.009G255500.1.v2.1 annot-version=v2.1
843 862 GAUCCCCGGCAACGGCGCCA::: ::.::: ::: ::::. UGGAGCUGUUUCCGAGGAUUTranslation pacid=37149126 locus=Phvul.009G255500 ID=Phvul.009G255500.2.v2.1 annot-version=v2.1

2180 2199 GAUCCCCGGCAACGGCGCCA ::.:..:::::. : :::: GGGUGUUGUUGCUUGAGAUCCleavage pacid=37142844 locus=Phvul.010G032000 ID=Phvul.010G032000.1.v2.1 annot-version=v2.1
752 771 GAUCCCCGGCAACGGCGCCA ::.::.:::::::: : : CGGUGCUGUUGCCGGUGCUGCleavage pacid=37156482 locus=Phvul.011G062200 ID=Phvul.011G062200.1.v2.1 annot-version=v2.1
382 401 GAUCCCCGGCAACGGCGCCA     :.::::::::::::. CCAACCUGUUGCCGGGGAUUCleavage pacid=37155309 locus=Phvul.011G175000 ID=Phvul.011G175000.2.v2.1 annot-version=v2.1
382 401 GAUCCCCGGCAACGGCGCCA     :.::::::::::::. CCAACCUGUUGCCGGGGAUUCleavage pacid=37155308 locus=Phvul.011G175000 ID=Phvul.011G175000.1.v2.1 annot-version=v2.1
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Multiplicity Target_Acc. ID locusName Pfam
1 Phvul.004G110400.1 Phvul.004G110400 Phvul.004G110400 PF00168
1 Phvul.005G120700.1 Phvul.005G120700 Phvul.005G120700 PF00069
1 Phvul.005G120700.2 Phvul.005G120700 Phvul.005G120700 PF00069
1 Phvul.006G001600.1 Phvul.006G001600 Phvul.006G001600 PF00012
1 Phvul.007G023000.1 Phvul.007G023000 Phvul.007G023000 PF01814
1 Phvul.008G271000.1 Phvul.008G271000 Phvul.008G271000 PF07983,PF00332
1 Phvul.001G240600.1 Phvul.001G240600 Phvul.001G240600 PF00168
1 Phvul.003G220500.1 Phvul.003G220500 Phvul.003G220500 PF01095
1 Phvul.003G237300.1 Phvul.003G237300 Phvul.003G237300 PF05922,PF02225,PF00082
1 Phvul.003G285700.1 Phvul.003G285700 Phvul.003G285700 PF00010,PF14215
1 Phvul.004G086300.2 Phvul.004G086300 Phvul.004G086300 PF00069
1 Phvul.004G086300.1 Phvul.004G086300 Phvul.004G086300 PF00069
1 Phvul.006G068400.1 Phvul.006G068400 Phvul.006G068400 PF13540,PF00069
1 Phvul.006G130200.1 Phvul.006G130200 Phvul.006G130200 PF04146
2 Phvul.007G268300.1 Phvul.007G268300 Phvul.007G268300 0
1 Phvul.008G036200.1 Phvul.008G036200 Phvul.008G036200 PF00520
1 Phvul.008G290700.1 Phvul.008G290700 Phvul.008G290700 PF05678
1 Phvul.009G144300.1 Phvul.009G144300 Phvul.009G144300 PF03479
1 Phvul.001G028400.1 Phvul.001G028400 Phvul.001G028400 PF03081
1 Phvul.001G071200.1 Phvul.001G071200 Phvul.001G071200 PF00069
1 Phvul.001G146900.1 Phvul.001G146900 Phvul.001G146900 PF00069
1 Phvul.001G147001.1 Phvul.001G147001 Phvul.001G147001 PF07714
1 Phvul.001G147001.2 Phvul.001G147001 Phvul.001G147001 PF07714
1 Phvul.002G006700.1 Phvul.002G006700 Phvul.002G006700 PF03479
1 Phvul.002G059000.1 Phvul.002G059000 Phvul.002G059000 0
1 Phvul.002G092900.2 Phvul.002G092900 Phvul.002G092900 PF00118,PF01504
1 Phvul.002G092900.1 Phvul.002G092900 Phvul.002G092900 PF00118,PF01504
1 Phvul.002G274500.1 Phvul.002G274500 Phvul.002G274500 PF01764
1 Phvul.002G315300.1 Phvul.002G315300 Phvul.002G315300 PF03456,PF00400,PF02141
1 Phvul.003G076700.2 Phvul.003G076700 Phvul.003G076700 PF00232
1 Phvul.003G076700.1 Phvul.003G076700 Phvul.003G076700 PF00232
1 Phvul.003G099100.1 Phvul.003G099100 Phvul.003G099100 PF01156
1 Phvul.003G099100.3 Phvul.003G099100 Phvul.003G099100 PF01156
1 Phvul.003G099100.2 Phvul.003G099100 Phvul.003G099100 PF01156
1 Phvul.004G037600.3 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069
1 Phvul.004G037600.2 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069
1 Phvul.004G049200.1 Phvul.004G049200 Phvul.004G049200 PF03639
1 Phvul.004G110200.2 Phvul.004G110200 Phvul.004G110200 PF00168
1 Phvul.004G171500.6 Phvul.004G171500 Phvul.004G171500 PF00132
1 Phvul.004G171500.2 Phvul.004G171500 Phvul.004G171500 PF00132
1 Phvul.004G171500.3 Phvul.004G171500 Phvul.004G171500 PF00132
1 Phvul.004G171500.1 Phvul.004G171500 Phvul.004G171500 PF00132
1 Phvul.004G171500.5 Phvul.004G171500 Phvul.004G171500 PF00132
1 Phvul.004G171500.4 Phvul.004G171500 Phvul.004G171500 PF00132
1 Phvul.005G022300.1 Phvul.005G022300 Phvul.005G022300 PF03151
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1 Phvul.005G159600.1 Phvul.005G159600 Phvul.005G159600 PF05879
1 Phvul.006G049100.1 Phvul.006G049100 Phvul.006G049100 PF12327,PF00091
1 Phvul.006G068100.1 Phvul.006G068100 Phvul.006G068100 PF01713,PF08590
1 Phvul.006G087700.1 Phvul.006G087700 Phvul.006G087700 PF00069,PF00139
1 Phvul.007G208400.1 Phvul.007G208400 Phvul.007G208400 PF00249
1 Phvul.008G042900.1 Phvul.008G042900 Phvul.008G042900 PF13360
1 Phvul.008G124000.2 Phvul.008G124000 Phvul.008G124000 PF12452
1 Phvul.008G124000.1 Phvul.008G124000 Phvul.008G124000 PF12452
1 Phvul.008G233100.1 Phvul.008G233100 Phvul.008G233100 PF01841,PF10404,PF10403,PF03835,PF10405
1 Phvul.009G157200.2 Phvul.009G157200 Phvul.009G157200 PF02493,PF01504
1 Phvul.009G157200.1 Phvul.009G157200 Phvul.009G157200 PF02493,PF01504
1 Phvul.010G024866.1 Phvul.010G024866 Phvul.010G024866 PF10404,PF10403,PF03835,PF10405
1 Phvul.010G082300.1 Phvul.010G082300 Phvul.010G082300 PF01073
1 Phvul.010G119800.1 Phvul.010G119800 Phvul.010G119800 PF03168
1 Phvul.011G029450.1 Phvul.011G029450 Phvul.011G029450 PF04818,PF00855
1 Phvul.001G025101.1 Phvul.001G025101 Phvul.001G025101 PF03629
1 Phvul.001G183700.1 Phvul.001G183700 Phvul.001G183700 PF03465,PF03463
1 Phvul.001G209500.2 Phvul.001G209500 Phvul.001G209500 PF00759
1 Phvul.001G209900.2 Phvul.001G209900 Phvul.001G209900 PF01966,PF04607,PF02824
1 Phvul.001G250100.2 Phvul.001G250100 Phvul.001G250100 PF00168,PF00514
1 Phvul.001G250100.1 Phvul.001G250100 Phvul.001G250100 PF00168,PF00514
1 Phvul.002G063100.1 Phvul.002G063100 Phvul.002G063100 PF01095
1 Phvul.002G111100.1 Phvul.002G111100 Phvul.002G111100 PF08263,PF07714,PF13855
1 Phvul.002G132600.2 Phvul.002G132600 Phvul.002G132600 0
1 Phvul.002G132600.1 Phvul.002G132600 Phvul.002G132600 0
1 Phvul.002G188300.1 Phvul.002G188300 Phvul.002G188300 PF00646
1 Phvul.002G252700.1 Phvul.002G252700 Phvul.002G252700 PF00400
1 Phvul.002G324600.1 Phvul.002G324600 Phvul.002G324600 PF08263,PF13855,PF00069
1 Phvul.003G043600.2 Phvul.003G043600 Phvul.003G043600 PF00232
1 Phvul.003G064900.1 Phvul.003G064900 Phvul.003G064900 PF01384
1 Phvul.003G076900.1 Phvul.003G076900 Phvul.003G076900 PF00067
1 Phvul.003G192900.1 Phvul.003G192900 Phvul.003G192900 PF02183,PF00046
1 Phvul.003G192900.2 Phvul.003G192900 Phvul.003G192900 PF02183,PF00046
1 Phvul.004G017600.1 Phvul.004G017600 Phvul.004G017600 PF15612,PF01429,PF00628
1 Phvul.005G035400.1 Phvul.005G035400 Phvul.005G035400 PF08799,PF02840
1 Phvul.005G080800.2 Phvul.005G080800 Phvul.005G080800 PF09507
1 Phvul.005G080800.1 Phvul.005G080800 Phvul.005G080800 PF09507
1 Phvul.005G095300.1 Phvul.005G095300 Phvul.005G095300 PF00311
1 Phvul.005G176600.1 Phvul.005G176600 Phvul.005G176600 PF13041
1 Phvul.006G034100.1 Phvul.006G034100 Phvul.006G034100 PF01501
1 Phvul.007G196100.2 Phvul.007G196100 Phvul.007G196100 0
1 Phvul.007G196100.1 Phvul.007G196100 Phvul.007G196100 0
2 Phvul.007G268300.1 Phvul.007G268300 Phvul.007G268300 0
1 Phvul.008G015300.3 Phvul.008G015300 Phvul.008G015300 0
1 Phvul.008G015300.4 Phvul.008G015300 Phvul.008G015300 0
1 Phvul.008G015300.2 Phvul.008G015300 Phvul.008G015300 0
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Do not distribute

1 Phvul.008G015300.5 Phvul.008G015300 Phvul.008G015300 0
1 Phvul.008G015300.1 Phvul.008G015300 Phvul.008G015300 0
1 Phvul.008G050200.1 Phvul.008G050200 Phvul.008G050200 0
1 Phvul.008G092200.2 Phvul.008G092200 Phvul.008G092200 0
1 Phvul.008G092200.3 Phvul.008G092200 Phvul.008G092200 0
1 Phvul.008G106950.2 Phvul.008G106950 Phvul.008G106950 PF02207
1 Phvul.008G106950.1 Phvul.008G106950 Phvul.008G106950 PF02207
1 Phvul.008G114300.1 Phvul.008G114300 Phvul.008G114300 PF05920,PF07526
1 Phvul.008G130400.1 Phvul.008G130400 Phvul.008G130400 PF10510
1 Phvul.008G203314.1 Phvul.008G203314 Phvul.008G203314 PF02298
1 Phvul.009G108800.1 Phvul.009G108800 Phvul.009G108800 PF00230
1 Phvul.009G128500.2 Phvul.009G128500 Phvul.009G128500 PF01490
1 Phvul.009G128500.3 Phvul.009G128500 Phvul.009G128500 PF01490
1 Phvul.009G128500.1 Phvul.009G128500 Phvul.009G128500 PF01490
1 Phvul.009G128500.4 Phvul.009G128500 Phvul.009G128500 PF01490
1 Phvul.009G255500.1 Phvul.009G255500 Phvul.009G255500 0
1 Phvul.009G255500.2 Phvul.009G255500 Phvul.009G255500 0
1 Phvul.010G032000.1 Phvul.010G032000 Phvul.010G032000 PF01453,PF00069
1 Phvul.011G062200.1 Phvul.011G062200 Phvul.011G062200 PF00806,PF07990
1 Phvul.011G175000.2 Phvul.011G175000 Phvul.011G175000 PF08276,PF07714,PF01453
1 Phvul.011G175000.1 Phvul.011G175000 Phvul.011G175000 PF08276,PF07714,PF01453
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Do not distribute

Panther KOG KEGG KOG GO Best-hit-arabi-name
PTHR32246,PTHR32246:SF170 0 0 GO:0005515 AT5G23950.1
PTHR24362,PTHR24362:SF2580 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G44200.1
PTHR24362,PTHR24362:SF2580 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G44200.1
PTHR19375,PTHR19375:SF900 0 K09486 0 AT4G16660.1
PTHR35739,PTHR35739:SF10 0 0 0 AT3G54290.1
PTHR32227,PTHR32227:SF1160 3.2.1.39 0 GO:0005975,GO:0004553AT5G55180.1
PTHR32246,PTHR32246:SF190 0 0 GO:0005515 AT1G07310.1
PTHR31321,PTHR31321:SF190 3.1.1.11 0 GO:0042545,GO:0030599,GO:0005618AT5G47500.1
PTHR10795,PTHR10795:SF3880 3.4.14.10 0 GO:0006508,GO:0004252AT5G67360.1
PTHR11514,PTHR11514:SF500 0 K13422 GO:0046983 AT1G32640.1
PTHR27001,PTHR27001:SF151KOG1187 2.7.11.1,2.7.10.1 0 GO:0006468,GO:0005524,GO:0004672AT1G71830.1
PTHR27001,PTHR27001:SF151KOG1187 2.7.11.1,2.7.10.1 0 GO:0006468,GO:0005524,GO:0004672AT1G71830.1
PTHR27003,PTHR27003:SF102KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G55950.1
PTHR12357,PTHR12357:SF3KOG1902 0 K14404 0 AT1G30460.1
PTHR36351,PTHR36351:SF10 0 0 0 0
PTHR10217,PTHR10217:SF5010 0 K05391 GO:0055085,GO:0016020,GO:0006811,GO:0005216AT5G15410.2
PTHR33179,PTHR33179:SF70 0 0 0 AT3G22160.1
PTHR31100,PTHR31100:SF10 0 0 0 AT5G49700.1
PTHR12542,PTHR12542:SF320 0 K07195 GO:0006887,GO:0000145AT4G31540.1
PTHR27006,PTHR27006:SF16KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT1G11050.1
PTHR27006,PTHR27006:SF36KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT2G48010.1
PTHR27006,PTHR27006:SF36KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT2G48010.1
PTHR27006,PTHR27006:SF36KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT2G48010.1
PTHR31500,PTHR31500:SF170 0 0 0 AT4G17950.1
PTHR34043,PTHR34043:SF10 3.1.1.32,3.1.1.3 0 0 AT1G10740.3
PTHR11353,PTHR11353:SF1010 2.7.1.150 K00921 GO:0005524,GO:0046488,GO:0016307AT1G71010.1
PTHR11353,PTHR11353:SF1010 2.7.1.150 K00921 GO:0005524,GO:0046488,GO:0016307AT1G71010.1
PTHR21493,PTHR21493:SF1300 3.1.1.1 0 GO:0006629 AT3G52430.1
PTHR22844,PTHR22844:SF202KOG3569 0 0 GO:0005515 AT1G49040.1
PTHR10353,PTHR10353:SF270 3.2.1.21 0 GO:0005975,GO:0004553AT1G61820.1
PTHR10353,PTHR10353:SF270 3.2.1.21 0 GO:0005975,GO:0004553AT1G61820.1
PTHR12304,PTHR12304:SF6KOG2938 0 0 0 AT5G18860.1
PTHR12304,PTHR12304:SF6KOG2938 0 0 0 AT5G18860.1
PTHR12304,PTHR12304:SF6KOG2938 0 0 0 AT5G18860.1
PTHR27000,PTHR27000:SF205KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1
PTHR27000,PTHR27000:SF205KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1
PTHR31983 0 3.2.1.39 K01180 GO:0052862,GO:0052861,GO:0016998AT5G15870.1
PTHR32246,PTHR32246:SF170 0 0 GO:0005515 AT5G23950.1
PTHR23416,PTHR23416:SF80 2.3.1.129 0 0 AT4G29540.2
PTHR23416,PTHR23416:SF80 2.3.1.129 0 0 AT4G29540.2
PTHR23416,PTHR23416:SF80 2.3.1.129 0 0 AT4G29540.2
PTHR23416,PTHR23416:SF80 2.3.1.129 0 0 AT4G29540.2
PTHR23416,PTHR23416:SF80 2.3.1.129 0 0 AT4G29540.2
PTHR23416,PTHR23416:SF80 2.3.1.129 0 0 AT4G29540.2
PTHR11132,PTHR11132:SF88KOG1441 0 K15283 0 AT5G17630.1
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PTHR11649,PTHR11649:SF620 0 0 0 AT1G72960.1
PTHR30314,PTHR30314:SF120 3.6.5.6 K03531 GO:0003924 AT5G55280.1
PTHR13308,PTHR13308:SF22KOG2401 0 0 0 AT5G58720.1
PTHR27007,PTHR27007:SF47KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672,GO:0030246AT3G53380.1
PTHR10641,PTHR10641:SF465KOG0048 0 K09422 0 AT4G01680.1
PTHR32303,PTHR32303:SF50 1.1.2.6 0 0 0
PTHR36807,PTHR36807:SF10 0 0 0 AT5G48830.1
PTHR36807,PTHR36807:SF10 0 0 0 AT5G48830.1
PTHR12135,PTHR12135:SF0KOG2179 0 K10838 GO:0003677,GO:0006289,GO:0005634,GO:0003684AT5G16630.1
PTHR23086,PTHR23086:SF330 2.7.1.68 K00889 GO:0046488,GO:0016307AT1G21980.1
PTHR23086,PTHR23086:SF330 2.7.1.68 K00889 GO:0046488,GO:0016307AT1G21980.1
PTHR12135,PTHR12135:SF0KOG2179 0 K10838 GO:0003677,GO:0006289,GO:0005634,GO:0003684AT5G16630.1
PTHR10366,PTHR10366:SF356KOG1371 5.1.3.6 K08679 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT4G00110.1
PTHR31415,PTHR31415:SF90 0 0 0 AT4G01410.1
PTHR12550,PTHR12550:SF490 0 0 0 AT5G08230.1
PTHR31988 0 3.1.1.73 0 0 AT4G34215.1
PTHR10853 KOG2869 0 K06965 GO:0071025,GO:0070966,GO:0070481AT4G27650.1
PTHR22298,PTHR22298:SF550 3.2.1.4 0 GO:0005975,GO:0004553AT4G02290.1
PTHR21262,PTHR21262:SF130 2.7.6.5 0 GO:0015969 AT4G02260.2
PTHR23315,PTHR23315:SF66KOG2160,KOG4224 0 0 GO:0005515 AT2G22125.1
PTHR23315,PTHR23315:SF66KOG2160,KOG4224 0 0 GO:0005515 AT2G22125.1
PTHR31321,PTHR31321:SF190 3.1.1.11 0 GO:0042545,GO:0030599,GO:0005618AT5G47500.1
PTHR27000,PTHR27000:SF26KOG1187 2.7.11.1 0 GO:0006468,GO:0004672,GO:0005515AT4G36180.1
PTHR37891,PTHR37891:SF10 0 0 0 0
PTHR37891,PTHR37891:SF10 0 0 0 0
PTHR32133,PTHR32133:SF1250 0 0 GO:0005515 AT1G30950.1
PTHR22844,PTHR22844:SF199KOG0645 2.7.11.7 0 GO:0005515 AT1G24530.1
PTHR27001,PTHR27001:SF164KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT1G66150.1
PTHR10353,PTHR10353:SF260 3.2.1.21 K01188 GO:0005975,GO:0004553AT1G26560.1
PTHR11101 KOG2493 0 K14640 GO:0016020,GO:0006817,GO:0005315AT3G26570.2
PTHR24298,PTHR24298:SF54KOG0156 0 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT1G11600.1
PTHR24326,PTHR24326:SF2760 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1
PTHR24326,PTHR24326:SF2760 0 0 GO:0043565,GO:0006355,GO:0003700,GO:0003677AT3G01470.1
PTHR14140,PTHR14140:SF290 2.3.1.48 0 GO:0005634,GO:0003677,GO:0005515AT3G01460.1
PTHR13007,PTHR13007:SF19KOG2808 0 K12817 GO:0008380,GO:0005681AT1G03140.1
PTHR17598 0 0 K03504 GO:0006260,GO:0005634AT1G78650.1
PTHR17598 0 0 K03504 GO:0006260,GO:0005634AT1G78650.1
PTHR30523,PTHR30523:SF80 4.1.1.31 K01595 GO:0015977,GO:0008964,GO:0006099AT2G42600.2
PTHR24015,PTHR24015:SF7690 0 0 0 AT1G52620.1
PTHR32116,PTHR32116:SF300 2.4.1.43 K13648 GO:0016757,GO:0047262AT3G58790.1
PTHR10593,PTHR10593:SF310 0 0 0 AT3G50700.1
PTHR10593,PTHR10593:SF310 0 0 0 AT3G50700.1
PTHR36351,PTHR36351:SF10 0 0 0 0
PTHR10159,PTHR10159:SF3390 3.1.3.48 0 0 AT3G55270.1
PTHR10159,PTHR10159:SF3390 3.1.3.48 0 0 AT3G55270.1
PTHR10159,PTHR10159:SF3390 3.1.3.48 0 0 AT3G55270.1
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PTHR10159,PTHR10159:SF3390 3.1.3.48 0 0 AT3G55270.1
PTHR10159,PTHR10159:SF3390 3.1.3.48 0 0 AT3G55270.1
PTHR12655,PTHR12655:SF3KOG2763 3.1.2.2,3.1.2.20K17361 0 AT5G48370.1
PTHR20938,PTHR20938:SF00 0 K13141 0 AT3G08800.1
PTHR20938,PTHR20938:SF00 0 K13141 0 AT3G08800.1
PTHR21497,PTHR21497:SF24KOG1139 3.4.17.20 0 GO:0008270 AT5G02310.1
PTHR21497,PTHR21497:SF24KOG1139 3.4.17.20 0 GO:0008270 AT5G02310.1
PTHR11850,PTHR11850:SF82KOG0773 0 0 GO:0006355,GO:0003677AT5G02030.1
PTHR21072 KOG2459 0 K05291 GO:0042765,GO:0016255AT3G07180.1
PTHR33021,PTHR33021:SF410 0 0 GO:0009055 AT1G08500.1
PTHR19139 KOG0223 0 K09873 GO:0016020,GO:0006810,GO:0005215AT2G25810.1
PTHR22950,PTHR22950:SF205KOG1303 0 0 0 AT1G77380.1
PTHR22950,PTHR22950:SF205KOG1303 0 0 0 AT1G77380.1
PTHR22950,PTHR22950:SF205KOG1303 0 0 0 AT1G77380.1
PTHR22950,PTHR22950:SF205KOG1303 0 0 0 AT1G77380.1

0 0 0 0 0 0
0 0 0 0 0 0

PTHR27002,PTHR27002:SF64KOG1187 2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G60900.1
PTHR12537,PTHR12537:SF780 0 K17943 GO:0003723 AT2G29190.2
PTHR27002,PTHR27002:SF1160 2.7.11.1 0 GO:0006468,GO:0004672AT1G67520.1
PTHR27002,PTHR27002:SF1160 2.7.11.1 0 GO:0006468,GO:0004672AT1G67520.1
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Do not distribute

arabi-symbol arabi-defline ID
0 Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.004G110400

ATNEK6,IBO1,NEK6 NIMA (never in mitosis, gene A)-related 6 Phvul.005G120700
ATNEK6,IBO1,NEK6 NIMA (never in mitosis, gene A)-related 6 Phvul.005G120700

0 heat shock protein 70 (Hsp 70) family protein Phvul.006G001600
0 0 Phvul.007G023000
0 O-Glycosyl hydrolases family 17 protein Phvul.008G271000
0 Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.001G240600
0 Pectin lyase-like superfamily protein Phvul.003G220500

ARA12 Subtilase family protein Phvul.003G237300
ATMYC2,JAI1,JIN1,MYC2,RD22BP1,ZBF1Basic helix-loop-helix (bHLH) DNA-binding family proteinPhvul.003G285700
ATSERK1,SERK1 somatic embryogenesis receptor-like kinase 1 Phvul.004G086300
ATSERK1,SERK1 somatic embryogenesis receptor-like kinase 1 Phvul.004G086300
ATCRR3,CCR3 CRINKLY4 related 3 Phvul.006G068400
ATCPSF30,CPSF30 cleavage and polyadenylation specificity factor 30 Phvul.006G130200

0 0 Phvul.007G268300
ATCNGC2,CNGC2,DND1Cyclic nucleotide-regulated ion channel family protein Phvul.008G036200

0 VQ motif-containing protein Phvul.008G290700
0 Predicted AT-hook DNA-binding family protein Phvul.009G144300

ATEXO70G1,EXO70G1exocyst subunit exo70 family protein G1 Phvul.001G028400
0 Protein kinase superfamily protein Phvul.001G071200

RKF3 receptor-like kinase in in flowers 3 Phvul.001G146900
RKF3 receptor-like kinase in in flowers 3 Phvul.001G147001
RKF3 receptor-like kinase in in flowers 3 Phvul.001G147001

0 AT hook motif DNA-binding family protein Phvul.002G006700
0 alpha/beta-Hydrolases superfamily protein Phvul.002G059000

FAB1C FORMS APLOID AND BINUCLEATE CELLS 1C Phvul.002G092900
FAB1C FORMS APLOID AND BINUCLEATE CELLS 1C Phvul.002G092900
ATPAD4,PAD4 alpha/beta-Hydrolases superfamily protein Phvul.002G274500
SCD1 stomatal cytokinesis defective / SCD1 protein (SCD1) Phvul.002G315300
BGLU46 beta glucosidase 46 Phvul.003G076700
BGLU46 beta glucosidase 46 Phvul.003G076700

0 inosine-uridine preferring nucleoside hydrolase family proteinPhvul.003G099100
0 inosine-uridine preferring nucleoside hydrolase family proteinPhvul.003G099100
0 inosine-uridine preferring nucleoside hydrolase family proteinPhvul.003G099100

RPK2,TOAD2 receptor-like protein kinase 2 Phvul.004G037600
RPK2,TOAD2 receptor-like protein kinase 2 Phvul.004G037600

0 glycosyl hydrolase family 81 protein Phvul.004G049200
0 Calcium-dependent lipid-binding (CaLB domain) family proteinPhvul.004G110200
0 bacterial transferase hexapeptide repeat-containing proteinPhvul.004G171500
0 bacterial transferase hexapeptide repeat-containing proteinPhvul.004G171500
0 bacterial transferase hexapeptide repeat-containing proteinPhvul.004G171500
0 bacterial transferase hexapeptide repeat-containing proteinPhvul.004G171500
0 bacterial transferase hexapeptide repeat-containing proteinPhvul.004G171500
0 bacterial transferase hexapeptide repeat-containing proteinPhvul.004G171500
0 Nucleotide/sugar transporter family protein Phvul.005G022300
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Do not distribute

0 Root hair defective 3 GTP-binding protein (RHD3) Phvul.005G159600
ATFTSZ1-1,CPFTSZ,FTSZ1-1homolog of bacterial cytokinesis Z-ring protein FTSZ 1-1Phvul.006G049100

0 smr (Small MutS Related) domain-containing protein Phvul.006G068100
0 Concanavalin A-like lectin protein kinase family proteinPhvul.006G087700

AtMYB55,MYB55 myb domain protein 55 Phvul.007G208400
0 0 Phvul.008G042900
0 0 Phvul.008G124000
0 0 Phvul.008G124000

ATRAD4,RAD4 DNA repair protein Rad4 family Phvul.008G233100
ATPIP5K1,ATPIPK1,PIP5K1phosphatidylinositol-4-phosphate 5-kinase 1 Phvul.009G157200
ATPIP5K1,ATPIPK1,PIP5K1phosphatidylinositol-4-phosphate 5-kinase 1 Phvul.009G157200
ATRAD4,RAD4 DNA repair protein Rad4 family Phvul.010G024866
GAE3 UDP-D-glucuronate 4-epimerase 3 Phvul.010G082300

0 Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein familyPhvul.010G119800
0 Tudor/PWWP/MBT domain-containing protein Phvul.011G029450
0 Domain of unknown function (DUF303) Phvul.001G025101

PEL1 Eukaryotic release factor 1 (eRF1) family protein Phvul.001G183700
AtGH9B13,GH9B13 glycosyl hydrolase 9B13 Phvul.001G209500
AT-RSH1,ATRSH1,RSH1RELA/SPOT homolog 1 Phvul.001G209900
CSI1 binding Phvul.001G250100
CSI1 binding Phvul.001G250100

0 Pectin lyase-like superfamily protein Phvul.002G063100
0 Leucine-rich receptor-like protein kinase family proteinPhvul.002G111100
0 0 0
0 0 0

UFO F-box family protein Phvul.002G188300
0 Transducin/WD40 repeat-like superfamily protein Phvul.002G252700

TMK1 transmembrane kinase 1 Phvul.002G324600
BGLU40 beta glucosidase 40 Phvul.003G043600
ORF02,PHT2;1 phosphate transporter 2;1 Phvul.003G064900
CYP77B1 cytochrome P450, family 77, subfamily B, polypeptide 1Phvul.003G076900
ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1homeobox 1 Phvul.003G192900
ATHB-1,ATHB1,HAT5,HB-1,HD-ZIP-1homeobox 1 Phvul.003G192900
ATMBD9,MBD9 methyl-CPG-binding domain 9 Phvul.004G017600

0 splicing factor Prp18 family protein Phvul.005G035400
POLD3 DNA-directed DNA polymerases Phvul.005G080800
POLD3 DNA-directed DNA polymerases Phvul.005G080800
ATPPC2,PPC2 phosphoenolpyruvate carboxylase 2 Phvul.005G095300

0 Pentatricopeptide repeat (PPR) superfamily protein Phvul.005G176600
GAUT15 galacturonosyltransferase 15 Phvul.006G034100
AtIDD2,IDD2 indeterminate(ID)-domain 2 Phvul.007G196100
AtIDD2,IDD2 indeterminate(ID)-domain 2 Phvul.007G196100

0 0 Phvul.007G268300
ATMKP1,MKP1 mitogen-activated protein kinase phosphatase 1 Phvul.008G015300
ATMKP1,MKP1 mitogen-activated protein kinase phosphatase 1 Phvul.008G015300
ATMKP1,MKP1 mitogen-activated protein kinase phosphatase 1 Phvul.008G015300
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Do not distribute

ATMKP1,MKP1 mitogen-activated protein kinase phosphatase 1 Phvul.008G015300
ATMKP1,MKP1 mitogen-activated protein kinase phosphatase 1 Phvul.008G015300

0 Thioesterase/thiol ester dehydrase-isomerase superfamily proteinPhvul.008G050200
0 ARM repeat superfamily protein Phvul.008G092200
0 ARM repeat superfamily protein Phvul.008G092200

PRT6 proteolysis 6 Phvul.008G106950
PRT6 proteolysis 6 Phvul.008G106950
BLH9,BLR,HB-6,LSN,PNY,RPL,VANPOX (plant homeobox) family protein Phvul.008G114300

0 GPI transamidase component PIG-S-related Phvul.008G130400
AtENODL18,ENODL18early nodulin-like protein 18 Phvul.008G203314
TIP4;1 tonoplast intrinsic protein 4;1 Phvul.009G108800
AAP3,ATAAP3 amino acid permease 3 Phvul.009G128500
AAP3,ATAAP3 amino acid permease 3 Phvul.009G128500
AAP3,ATAAP3 amino acid permease 3 Phvul.009G128500
AAP3,ATAAP3 amino acid permease 3 Phvul.009G128500

0 0 0
0 0 0

RLK1 receptor-like protein kinase 1 Phvul.010G032000
APUM2,PUM2 pumilio 2 Phvul.011G062200

0 lectin protein kinase family protein Phvul.011G175000
0 lectin protein kinase family protein Phvul.011G175000
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Do not distribute

Annot_deflineIDENTIFIER NAME DESCRIPTION
PF00168 - C2 domain (C2)  (1 of 105)Phvul.004G110400not assigned.not annotated no hits & (original description: pacid=37162836 transcript=Phvul.004G110400.1 locus=Phvul.004G110400 ID=Phvul.004G110400.1.v2.1 annot-version=v2.1)
PTHR24362:SF258 - SERINE/THREONINE-PROTEIN KINASE NEK5 (1 of 4)Phvul.005G120700Protein modification.phosphorylation.protein kinase (NEK)protein kinase (NEK) (original description: pacid=37152559 transcript=Phvul.005G120700.3 locus=Phvul.005G120700 ID=Phvul.005G120700.3.v2.1 annot-version=v2.1) &
PTHR24362:SF258 - SERINE/THREONINE-PROTEIN KINASE NEK5 (1 of 4)Phvul.005G120700Protein modification.phosphorylation.protein kinase (NEK)protein kinase (NEK) (original description: pacid=37152559 transcript=Phvul.005G120700.3 locus=Phvul.005G120700 ID=Phvul.005G120700.3.v2.1 annot-version=v2.1) &
K09486 - hypoxia up-regulated 1 (HYOU1)  (1 of 1)Phvul.006G001600Protein homeostasis.protein quality control.ER Quality Control (ERQC) machinery.BiP chaperone system.nucleotide exchange factor (Grp170)nucleotide exchange factor (Grp170) (original description: pacid=37171820 transcript=Phvul.006G001600.1 locus=Phvul.006G001600 ID=Phvul.006G001600.1.v2.1 annot-version=v2.1) &
PF01814 - Hemerythrin HHE cation binding domain (Hemerythrin)  (1 of 7)Phvul.007G023000not assigned.not annotated no hits & (original description: pacid=37164059 transcript=Phvul.007G023000.1 locus=Phvul.007G023000 ID=Phvul.007G023000.1.v2.1 annot-version=v2.1)
PTHR32227:SF116 - O-GLYCOSYL HYDROLASES FAMILY 17 PROTEIN (1 of 2)Phvul.008G271000Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseGlucan endo-1,3-beta-glucosidase 12 OS=Arabidopsis thaliana (sp|q8vye5|e1312_arath : 362.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 323.5) (original description: pacid=37160089 transcript=Phvul.008G271000.1 locus=Phvul.008G271000 ID=Phvul.008G271000.1.v2.1 annot-version=v2.1) &
PTHR32246:SF19 - CALCIUM-DEPENDENT LIPID-BINDING DOMAIN PROTEIN (1 of 1)Phvul.001G240600not assigned.not annotated no hits & (original description: pacid=37170768 transcript=Phvul.001G240600.1 locus=Phvul.001G240600 ID=Phvul.001G240600.1.v2.1 annot-version=v2.1)
PTHR31321:SF19 - PECTINESTERASE 68-RELATED (1 of 2)Phvul.003G220500Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37146318 transcript=Phvul.003G220500.1 locus=Phvul.003G220500 ID=Phvul.003G220500.1.v2.1 annot-version=v2.1) &
PTHR10795//PTHR10795:SF388 - PROPROTEIN CONVERTASE SUBTILISIN/KEXIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G237300Protein homeostasis.proteolysis.serine-type peptidase activities.S8-class protease (subtilisin) families.protease (SBT1)protease (SBT1) (original description: pacid=37147285 transcript=Phvul.003G237300.1 locus=Phvul.003G237300 ID=Phvul.003G237300.1.v2.1 annot-version=v2.1) &
K13422 - transcription factor MYC2 (MYC2)  (1 of 3)Phvul.003G285700RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37147468 transcript=Phvul.003G285700.1 locus=Phvul.003G285700 ID=Phvul.003G285700.1.v2.1 annot-version=v2.1) &
K13418 - somatic embryogenesis receptor kinase 1 [EC:2.7.10.1 2.7.11.1] (SERK1)  (1 of 2)Phvul.004G086300Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)protein kinase (LRR-II) (original description: pacid=37161848 transcript=Phvul.004G086300.2 locus=Phvul.004G086300 ID=Phvul.004G086300.2.v2.1 annot-version=v2.1) &
K13418 - somatic embryogenesis receptor kinase 1 [EC:2.7.10.1 2.7.11.1] (SERK1)  (1 of 2)Phvul.004G086300Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-II)protein kinase (LRR-II) (original description: pacid=37161848 transcript=Phvul.004G086300.2 locus=Phvul.004G086300 ID=Phvul.004G086300.2.v2.1 annot-version=v2.1) &
PF00069//PF13540 - Protein kinase domain (Pkinase)  // Regulator of chromosome condensation (RCC1) repeat (RCC1_2)  (1 of 2)Phvul.006G068400Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (Crinkly-like)protein kinase (Crinkly-like) (original description: pacid=37173758 transcript=Phvul.006G068400.1 locus=Phvul.006G068400 ID=Phvul.006G068400.1.v2.1 annot-version=v2.1) &
PTHR12357:SF3 - FI21232P1 (1 of 1)Phvul.006G130200RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component CPSF30/Yth1component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
PTHR36351:SF1 - EMBRYO SAC DEVELOPMENT ARREST 12 PROTEIN (1 of 1)Phvul.007G268300not assigned.not annotated no hits & (original description: pacid=37165888 transcript=Phvul.007G268300.1 locus=Phvul.007G268300 ID=Phvul.007G268300.1.v2.1 annot-version=v2.1)
PTHR10217:SF501 - CYCLIC NUCLEOTIDE-GATED ION CHANNEL 2 (1 of 1)Phvul.008G036200External stimuli response.temperature.sensing and signalling.temperature sensor protein (CNGC2)temperature sensor protein (CNGC2) (original description: pacid=37160007 transcript=Phvul.008G036200.1 locus=Phvul.008G036200 ID=Phvul.008G036200.1.v2.1 annot-version=v2.1) &
PTHR33179:SF7 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE:MKA23 (1 of 2)Phvul.008G290700not assigned.not annotated no hits & (original description: pacid=37160918 transcript=Phvul.008G290700.1 locus=Phvul.008G290700 ID=Phvul.008G290700.1.v2.1 annot-version=v2.1)
PTHR31100:SF1 - AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 17-RELATED (1 of 2)Phvul.009G144300not assigned.annotated (original description: pacid=37150218 transcript=Phvul.009G144300.1 locus=Phvul.009G144300 ID=Phvul.009G144300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 17 OS=Arabidopsis thaliana (sp|q9lta2|ahl17_arath : 179.0)
PTHR12542//PTHR12542:SF32 - EXOCYST COMPLEX PROTEIN EXO70 // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G028400Vesicle trafficking.target membrane tethering.Exocyst complex.component EXO70component EXO70 of Exocyst complex (original description: pacid=37170939 transcript=Phvul.001G028400.1 locus=Phvul.001G028400 ID=Phvul.001G028400.1.v2.1 annot-version=v2.1) &
2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.001G071200Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (RKF3)protein kinase (RKF3) (original description: pacid=37169865 transcript=Phvul.001G071200.1 locus=Phvul.001G071200 ID=Phvul.001G071200.1.v2.1 annot-version=v2.1) &
PTHR27006:SF36 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RKF3-RELATED (1 of 3)Phvul.001G146900Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (RKF3)protein kinase (RKF3) (original description: pacid=37168019 transcript=Phvul.001G146900.1 locus=Phvul.001G146900 ID=Phvul.001G146900.1.v2.1 annot-version=v2.1) &
PTHR27006:SF36 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RKF3-RELATED (1 of 3)Phvul.001G147001Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable LRR receptor-like serine/threonine-protein kinase RKF3 OS=Arabidopsis thaliana (sp|p93050|rkf3_arath : 454.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 109.2) (original description: pacid=37170420 transcript=Phvul.001G147001.2 locus=Phvul.001G147001 ID=Phvul.001G147001.2.v2.1 annot-version=v2.1) &
PTHR27006:SF36 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RKF3-RELATED (1 of 3)Phvul.001G147001Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable LRR receptor-like serine/threonine-protein kinase RKF3 OS=Arabidopsis thaliana (sp|p93050|rkf3_arath : 454.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 109.2) (original description: pacid=37170420 transcript=Phvul.001G147001.2 locus=Phvul.001G147001 ID=Phvul.001G147001.2.v2.1 annot-version=v2.1) &
PTHR31500:SF17 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G006700not assigned.annotated (original description: pacid=37175392 transcript=Phvul.002G006700.1 locus=Phvul.002G006700 ID=Phvul.002G006700.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 13 OS=Arabidopsis thaliana (sp|q940i0|ahl13_arath : 144.0)
3.1.1.3//3.1.1.32 - Triacylglycerol lipase / Triglyceride lipase // Phospholipase A(1) / Phospholipase A1 (1 of 1)Phvul.002G059000not assigned.not annotated no hits & (original description: pacid=37175506 transcript=Phvul.002G059000.1 locus=Phvul.002G059000 ID=Phvul.002G059000.1.v2.1 annot-version=v2.1)
PTHR11353:SF101 - 1-PHOSPHATIDYLINOSITOL-3-PHOSPHATE 5-KINASE FAB1C-RELATED (1 of 1)Phvul.002G092900Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 3-phosphate.phosphatidylinositol 3-phosphate 5-kinase (FAB1)phosphatidylinositol 3-phosphate 5-kinase (FAB1) (original description: pacid=37176675 transcript=Phvul.002G092900.2 locus=Phvul.002G092900 ID=Phvul.002G092900.2.v2.1 annot-version=v2.1) &
PTHR11353:SF101 - 1-PHOSPHATIDYLINOSITOL-3-PHOSPHATE 5-KINASE FAB1C-RELATED (1 of 1)Phvul.002G092900Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 3-phosphate.phosphatidylinositol 3-phosphate 5-kinase (FAB1)phosphatidylinositol 3-phosphate 5-kinase (FAB1) (original description: pacid=37176675 transcript=Phvul.002G092900.2 locus=Phvul.002G092900 ID=Phvul.002G092900.2.v2.1 annot-version=v2.1) &
PTHR21493//PTHR21493:SF130 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G274500External stimuli response.pathogen.effector-triggered immunity (ETI) network.EDS1-PAD4/SAG101 signalling heterodimers.component PAD4PAD4 effector-triggered immunity co-regulator (original description: pacid=37176037 transcript=Phvul.002G274500.1 locus=Phvul.002G274500 ID=Phvul.002G274500.1.v2.1 annot-version=v2.1) &
PTHR22844:SF202 - STOMATAL CYTOKINESIS DEFECTIVE (1 of 1)Phvul.002G315300Vesicle trafficking.endomembrane trafficking.post-Golgi trafficking.SCD complex.component SCD1SCD1 component of post-Golgi trafficking SCD complex (original description: pacid=37174440 transcript=Phvul.002G315300.1 locus=Phvul.002G315300 ID=Phvul.002G315300.1.v2.1 annot-version=v2.1) &
PTHR10353:SF27 - BETA-GLUCOSIDASE 45-RELATED (1 of 4)Phvul.003G076700Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseBeta-glucosidase 46 OS=Arabidopsis thaliana (sp|o80690|bgl46_arath : 462.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 272.9) (original description: pacid=37147256 transcript=Phvul.003G076700.2 locus=Phvul.003G076700 ID=Phvul.003G076700.2.v2.1 annot-version=v2.1) &
PTHR10353:SF27 - BETA-GLUCOSIDASE 45-RELATED (1 of 4)Phvul.003G076700Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseBeta-glucosidase 46 OS=Arabidopsis thaliana (sp|o80690|bgl46_arath : 462.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 272.9) (original description: pacid=37147256 transcript=Phvul.003G076700.2 locus=Phvul.003G076700 ID=Phvul.003G076700.2.v2.1 annot-version=v2.1) &
PTHR12304:SF6 - INOSINE-URIDINE PREFERRING NUCLEOSIDE HYDROLASE FAMILY PROTEIN (1 of 2)Phvul.003G099100Nucleotide metabolism.purines.catabolism.nucleoside hydrolase (NSH3)nucleoside hydrolase (original description: pacid=37144950 transcript=Phvul.003G099100.3 locus=Phvul.003G099100 ID=Phvul.003G099100.3.v2.1 annot-version=v2.1) &
PTHR12304:SF6 - INOSINE-URIDINE PREFERRING NUCLEOSIDE HYDROLASE FAMILY PROTEIN (1 of 2)Phvul.003G099100Nucleotide metabolism.purines.catabolism.nucleoside hydrolase (NSH3)nucleoside hydrolase (original description: pacid=37144950 transcript=Phvul.003G099100.3 locus=Phvul.003G099100 ID=Phvul.003G099100.3.v2.1 annot-version=v2.1) &
PTHR12304:SF6 - INOSINE-URIDINE PREFERRING NUCLEOSIDE HYDROLASE FAMILY PROTEIN (1 of 2)Phvul.003G099100Nucleotide metabolism.purines.catabolism.nucleoside hydrolase (NSH3)nucleoside hydrolase (original description: pacid=37144950 transcript=Phvul.003G099100.3 locus=Phvul.003G099100 ID=Phvul.003G099100.3.v2.1 annot-version=v2.1) &
PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
K01180 - endo-1,3(4)-beta-glucanase (E3.2.1.6)  (1 of 6)Phvul.004G049200not assigned.not annotated no hits & (original description: pacid=37163654 transcript=Phvul.004G049200.1 locus=Phvul.004G049200 ID=Phvul.004G049200.1.v2.1 annot-version=v2.1)
PF00168 - C2 domain (C2)  (1 of 105)Phvul.004G110200not assigned.not annotated no hits & (original description: pacid=37163692 transcript=Phvul.004G110200.2 locus=Phvul.004G110200 ID=Phvul.004G110200.2.v2.1 annot-version=v2.1)
2.3.1.129 - Acyl-[acyl-carrier-protein]--UDP-N-acetylglucosamine O-acyltransferase / UDP-N-acetylglucosamine acyltransferase (1 of 1)Phvul.004G171500Lipid metabolism.lipid A biosynthesis.UDP-N-acetylglucosamine O-acyltransferase (LpxA)UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
2.3.1.129 - Acyl-[acyl-carrier-protein]--UDP-N-acetylglucosamine O-acyltransferase / UDP-N-acetylglucosamine acyltransferase (1 of 1)Phvul.004G171500Lipid metabolism.lipid A biosynthesis.UDP-N-acetylglucosamine O-acyltransferase (LpxA)UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
2.3.1.129 - Acyl-[acyl-carrier-protein]--UDP-N-acetylglucosamine O-acyltransferase / UDP-N-acetylglucosamine acyltransferase (1 of 1)Phvul.004G171500Lipid metabolism.lipid A biosynthesis.UDP-N-acetylglucosamine O-acyltransferase (LpxA)UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
2.3.1.129 - Acyl-[acyl-carrier-protein]--UDP-N-acetylglucosamine O-acyltransferase / UDP-N-acetylglucosamine acyltransferase (1 of 1)Phvul.004G171500Lipid metabolism.lipid A biosynthesis.UDP-N-acetylglucosamine O-acyltransferase (LpxA)UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
2.3.1.129 - Acyl-[acyl-carrier-protein]--UDP-N-acetylglucosamine O-acyltransferase / UDP-N-acetylglucosamine acyltransferase (1 of 1)Phvul.004G171500Lipid metabolism.lipid A biosynthesis.UDP-N-acetylglucosamine O-acyltransferase (LpxA)UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
2.3.1.129 - Acyl-[acyl-carrier-protein]--UDP-N-acetylglucosamine O-acyltransferase / UDP-N-acetylglucosamine acyltransferase (1 of 1)Phvul.004G171500Lipid metabolism.lipid A biosynthesis.UDP-N-acetylglucosamine O-acyltransferase (LpxA)UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
PTHR11132:SF88 - XYLULOSE 5-PHOSPHATE/PHOSPHATE TRANSLOCATOR, CHLOROPLASTIC (1 of 1)Phvul.005G022300Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.phosphometabolite transporter (TPT|PPT|GPT|XPT)phosphometabolite transporter (TPT|PPT|GPT|XPT) (original description: pacid=37153709 transcript=Phvul.005G022300.1 locus=Phvul.005G022300 ID=Phvul.005G022300.1.v2.1 annot-version=v2.1) &
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Do not distribute

PTHR11649:SF62 - PROTEIN SEY1 HOMOLOG (1 of 2)Phvul.005G159600Cell cycle organisation.membrane organisation.endoplasmic reticulum (ER) organisation.ER tubulae formation factor (RHD3/RL)ER tubulae formation factor (RHD3/RL) (original description: pacid=37154537 transcript=Phvul.005G159600.1 locus=Phvul.005G159600 ID=Phvul.005G159600.1.v2.1 annot-version=v2.1) &
PTHR30314:SF12 - CELL DIVISION PROTEIN FTSZ HOMOLOG 1, CHLOROPLASTIC (1 of 1)Phvul.006G049100Cell cycle organisation.organelle division.plastid division.FtsZ prokaryotic-tubulin filaments.component FtsZ1component FtsZ1 of plastid division FtsZ prokaryotic-tubulin filaments (original description: pacid=37171983 transcript=Phvul.006G049100.1 locus=Phvul.006G049100 ID=Phvul.006G049100.1.v2.1 annot-version=v2.1) &
KOG2401 - Predicted MutS-related protein involved in mismatch repair (1 of 4)Phvul.006G068100not assigned.annotated (original description: pacid=37174192 transcript=Phvul.006G068100.1 locus=Phvul.006G068100 ID=Phvul.006G068100.1.v2.1 annot-version=v2.1) & SMR domain-containing protein At5g58720 OS=Arabidopsis thaliana (sp|o65573|y5872_arath : 334.0)
PTHR27007:SF47 - L-TYPE LECTIN-DOMAIN CONTAINING RECEPTOR KINASE VIII.1-RELATED (1 of 2)Phvul.006G087700Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (L-lectin)protein kinase (L-lectin) (original description: pacid=37173870 transcript=Phvul.006G087700.1 locus=Phvul.006G087700 ID=Phvul.006G087700.1.v2.1 annot-version=v2.1) &
PTHR10641:SF465 - MYB TRANSCRIPTION FACTOR (1 of 2)Phvul.007G208400RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB)transcription factor (MYB) (original description: pacid=37166531 transcript=Phvul.007G208400.1 locus=Phvul.007G208400 ID=Phvul.007G208400.1.v2.1 annot-version=v2.1) &
1.1.2.6 - Polyvinyl alcohol dehydrogenase (cytochrome) / PVADH (1 of 3)Phvul.008G042900not assigned.not annotated no hits & (original description: pacid=37159669 transcript=Phvul.008G042900.1 locus=Phvul.008G042900 ID=Phvul.008G042900.1.v2.1 annot-version=v2.1)
PF12452 - Protein of unknown function (DUF3685) (DUF3685)  (1 of 1)Phvul.008G124000not assigned.not annotated no hits & (original description: pacid=37158036 transcript=Phvul.008G124000.2 locus=Phvul.008G124000 ID=Phvul.008G124000.2.v2.1 annot-version=v2.1)
PF12452 - Protein of unknown function (DUF3685) (DUF3685)  (1 of 1)Phvul.008G124000not assigned.not annotated no hits & (original description: pacid=37158036 transcript=Phvul.008G124000.2 locus=Phvul.008G124000 ID=Phvul.008G124000.2.v2.1 annot-version=v2.1)
K10838 - xeroderma pigmentosum group C-complementing protein (XPC)  (1 of 2)Phvul.008G233100DNA damage response.nucleotide excision repair (NER).global genome nucleotide excision repair (GG-NER).DNA repair protein (XPC)DNA repair protein (XPC) (original description: pacid=37160521 transcript=Phvul.008G233100.1 locus=Phvul.008G233100 ID=Phvul.008G233100.1.v2.1 annot-version=v2.1) &
PTHR23086:SF33 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 1-RELATED (1 of 3)Phvul.009G157200Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37149983 transcript=Phvul.009G157200.2 locus=Phvul.009G157200 ID=Phvul.009G157200.2.v2.1 annot-version=v2.1) &
PTHR23086:SF33 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 1-RELATED (1 of 3)Phvul.009G157200Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37149983 transcript=Phvul.009G157200.2 locus=Phvul.009G157200 ID=Phvul.009G157200.2.v2.1 annot-version=v2.1) &
K10838 - xeroderma pigmentosum group C-complementing protein (XPC)  (1 of 2)Phvul.010G024866DNA damage response.nucleotide excision repair (NER).global genome nucleotide excision repair (GG-NER).DNA repair protein (XPC)DNA repair protein (XPC) (original description: pacid=37142287 transcript=Phvul.010G024866.1 locus=Phvul.010G024866 ID=Phvul.010G024866.1.v2.1 annot-version=v2.1) &
PTHR10366:SF356 - UDP-GLUCURONATE 4-EPIMERASE 4 (1 of 1)Phvul.010G082300Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-galacturonic acid biosynthesis.UDP-D-glucuronic acid 4-epimeraseUDP-D-glucuronic acid 4-epimerase (original description: pacid=37143837 transcript=Phvul.010G082300.1 locus=Phvul.010G082300 ID=Phvul.010G082300.1.v2.1 annot-version=v2.1) &
PF03168 - Late embryogenesis abundant protein (LEA_2)  (1 of 55)Phvul.010G119800not assigned.annotated (original description: pacid=37143932 transcript=Phvul.010G119800.1 locus=Phvul.010G119800 ID=Phvul.010G119800.1.v2.1 annot-version=v2.1) & NDR1/HIN1-like protein 12 OS=Arabidopsis thaliana (sp|q9sj54|nhl12_arath : 94.7)
PTHR12550:SF49 - PROTEIN C06A5.3, ISOFORM B (1 of 2)Phvul.011G029450RNA biosynthesis.transcriptional regulation.transcription factor (HUA2)transcription factor (HUA2) (original description: pacid=37157305 transcript=Phvul.011G029450.1 locus=Phvul.011G029450 ID=Phvul.011G029450.1.v2.1 annot-version=v2.1) &
3.1.1.73 - Feruloyl esterase / Hydroxycinnamoyl esterase (1 of 12)Phvul.001G025101not assigned.annotated (original description: pacid=37168114 transcript=Phvul.001G025101.1 locus=Phvul.001G025101 ID=Phvul.001G025101.1.v2.1 annot-version=v2.1) & Probable carbohydrate esterase At4g34215 OS=Arabidopsis thaliana (sp|q8l9j9|caes_arath : 216.0)
K06965 - protein pelota (PELO, DOM34, pelA)  (1 of 2)Phvul.001G183700Protein biosynthesis.mRNA quality control.NGD No-Go Decay.DOM34-HBS1 aberrant mRNA detection complex.component DOM34/LML1component DOM34 of DOM34-HBS1 aberrant mRNA detection complex (original description: pacid=37169227 transcript=Phvul.001G183700.1 locus=Phvul.001G183700 ID=Phvul.001G183700.1.v2.1 annot-version=v2.1) &
PTHR22298:SF55 - ENDOGLUCANASE 1-RELATED (1 of 2)Phvul.001G209500not assigned.annotated (original description: pacid=37167724 transcript=Phvul.001G209500.2 locus=Phvul.001G209500 ID=Phvul.001G209500.2.v2.1 annot-version=v2.1) & Endoglucanase 17 OS=Arabidopsis thaliana (sp|o81416|gun17_arath : 701.0)
PTHR21262:SF13 - RELA-SPOT LIKE PROTEIN RSH1 (1 of 1)Phvul.001G209900not assigned.annotated (original description: pacid=37168990 transcript=Phvul.001G209900.2 locus=Phvul.001G209900 ID=Phvul.001G209900.2.v2.1 annot-version=v2.1) & Putative GTP diphosphokinase RSH1, chloroplastic OS=Arabidopsis thaliana (sp|p0dkg8|rsh1l_arath : 1183.0)
KOG2160//KOG4224 - Armadillo/beta-catenin-like repeat-containing protein // Armadillo repeat protein VAC8 required for vacuole fusion, inheritance and cytosol-to-vacuole protein targeting (1 of 1)Phvul.001G250100Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37170740 transcript=Phvul.001G250100.2 locus=Phvul.001G250100 ID=Phvul.001G250100.2.v2.1 annot-version=v2.1) &
KOG2160//KOG4224 - Armadillo/beta-catenin-like repeat-containing protein // Armadillo repeat protein VAC8 required for vacuole fusion, inheritance and cytosol-to-vacuole protein targeting (1 of 1)Phvul.001G250100Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37170740 transcript=Phvul.001G250100.2 locus=Phvul.001G250100 ID=Phvul.001G250100.2.v2.1 annot-version=v2.1) &
PTHR31321:SF19 - PECTINESTERASE 68-RELATED (1 of 2)Phvul.002G063100Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37174340 transcript=Phvul.002G063100.1 locus=Phvul.002G063100 ID=Phvul.002G063100.1.v2.1 annot-version=v2.1) &
PTHR27000:SF26 - F10A5.16 (1 of 3)Phvul.002G111100Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-VII)protein kinase (LRR-VII) (original description: pacid=37176115 transcript=Phvul.002G111100.1 locus=Phvul.002G111100 ID=Phvul.002G111100.1.v2.1 annot-version=v2.1) &

0 Phvul.002G132600not assigned.not annotated no hits & (original description: pacid=37178726 transcript=Phvul.002G132600.2 locus=Phvul.002G132600 ID=Phvul.002G132600.2.v2.1 annot-version=v2.1)
0 Phvul.002G132600not assigned.not annotated no hits & (original description: pacid=37178726 transcript=Phvul.002G132600.2 locus=Phvul.002G132600 ID=Phvul.002G132600.2.v2.1 annot-version=v2.1)

PTHR32133:SF125 - PROTEIN UNUSUAL FLORAL ORGANS (1 of 1)Phvul.002G188300Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.Cullin-based ubiquitylation complexes.SKP1-CUL1-FBX (SCF) E3 ligase complexes.F-BOX substrate adaptor components.component UFOcomponent UFO of SCF E3 ubiquitin ligase complex (original description: pacid=37174959 transcript=Phvul.002G188300.1 locus=Phvul.002G188300 ID=Phvul.002G188300.1.v2.1 annot-version=v2.1) &
PTHR22844:SF199 - F21J9.19 (1 of 1)Phvul.002G252700not assigned.annotated (original description: pacid=37174658 transcript=Phvul.002G252700.1 locus=Phvul.002G252700 ID=Phvul.002G252700.1.v2.1 annot-version=v2.1) & Protein JINGUBANG OS=Arabidopsis thaliana (sp|o48716|jgb_arath : 234.0)
PTHR27001:SF164 - RECEPTOR PROTEIN KINASE TMK1-RELATED (1 of 3)Phvul.002G324600Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-IX)protein kinase (LRR-IX) (original description: pacid=37175507 transcript=Phvul.002G324600.1 locus=Phvul.002G324600 ID=Phvul.002G324600.1.v2.1 annot-version=v2.1) &
PTHR10353:SF26 - BETA-GLUCOSIDASE 40 (1 of 2)Phvul.003G043600Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseBeta-glucosidase 40 OS=Arabidopsis thaliana (sp|q9fze0|bgl40_arath : 657.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 409.7) (original description: pacid=37147449 transcript=Phvul.003G043600.2 locus=Phvul.003G043600 ID=Phvul.003G043600.2.v2.1 annot-version=v2.1) &
K14640 - solute carrier family 20 (sodium-dependent phosphate transporter) (SLC20A, PIT)  (1 of 1)Phvul.003G064900Solute transport.carrier-mediated transport.phosphate transporter (PHT2)phosphate transporter (PHT2) (original description: pacid=37146149 transcript=Phvul.003G064900.1 locus=Phvul.003G064900 ID=Phvul.003G064900.1.v2.1 annot-version=v2.1) &
PTHR24298:SF54 - CYTOCHROME P450 LIKE PROTEIN (1 of 1)Phvul.003G076900Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenCytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &
KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
KOG0483 - Transcription factor HEX, contains HOX and HALZ domains (1 of 26)Phvul.003G192900RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP I/II)transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
PTHR14140:SF29 - METHYL-CPG-BINDING DOMAIN-CONTAINING PROTEIN 9 (1 of 1)Phvul.004G017600not assigned.annotated (original description: pacid=37162939 transcript=Phvul.004G017600.1 locus=Phvul.004G017600 ID=Phvul.004G017600.1.v2.1 annot-version=v2.1) & Methyl-CpG-binding domain-containing protein 9 OS=Arabidopsis thaliana (sp|q9sgh2|mbd9_arath : 1565.0)
K12817 - pre-mRNA-splicing factor 18 (PRPF18, PRP18)  (1 of 1)Phvul.005G035400not assigned.not annotated no hits & (original description: pacid=37152518 transcript=Phvul.005G035400.1 locus=Phvul.005G035400 ID=Phvul.005G035400.1.v2.1 annot-version=v2.1)
K03504 - DNA polymerase delta subunit 3 (POLD3)  (1 of 1)Phvul.005G080800Cell cycle organisation.DNA replication.elongation.DNA polymerase delta complex.component POLD3component POLD3 of DNA polymerase delta complex (original description: pacid=37154337 transcript=Phvul.005G080800.2 locus=Phvul.005G080800 ID=Phvul.005G080800.2.v2.1 annot-version=v2.1) &
K03504 - DNA polymerase delta subunit 3 (POLD3)  (1 of 1)Phvul.005G080800Cell cycle organisation.DNA replication.elongation.DNA polymerase delta complex.component POLD3component POLD3 of DNA polymerase delta complex (original description: pacid=37154337 transcript=Phvul.005G080800.2 locus=Phvul.005G080800 ID=Phvul.005G080800.2.v2.1 annot-version=v2.1) &
K01595 - phosphoenolpyruvate carboxylase (ppc)  (1 of 6)Phvul.005G095300Photosynthesis.CAM/C4 photosynthesis.phosphoenolpyruvate (PEP) carboxylase activity.PEP carboxylasePEP carboxylase (original description: pacid=37154500 transcript=Phvul.005G095300.1 locus=Phvul.005G095300 ID=Phvul.005G095300.1.v2.1 annot-version=v2.1) &
PF13041 - PPR repeat family (PPR_2)  (1 of 466)Phvul.005G176600not assigned.annotated (original description: pacid=37152686 transcript=Phvul.005G176600.1 locus=Phvul.005G176600 ID=Phvul.005G176600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g52620 OS=Arabidopsis thaliana (sp|q9ssr4|ppr77_arath : 801.0)
PTHR32116:SF30 - GALACTURONOSYLTRANSFERASE 15-RELATED (1 of 2)Phvul.006G034100not assigned.annotated (original description: pacid=37172111 transcript=Phvul.006G034100.1 locus=Phvul.006G034100 ID=Phvul.006G034100.1.v2.1 annot-version=v2.1) & Probable galacturonosyltransferase 15 OS=Arabidopsis thaliana (sp|q8l4b0|gautf_arath : 590.0)
PTHR10593:SF31 - C2H2-LIKE ZINC FINGER PROTEIN-RELATED (1 of 2)Phvul.007G196100RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37164279 transcript=Phvul.007G196100.2 locus=Phvul.007G196100 ID=Phvul.007G196100.2.v2.1 annot-version=v2.1) &
PTHR10593:SF31 - C2H2-LIKE ZINC FINGER PROTEIN-RELATED (1 of 2)Phvul.007G196100RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37164279 transcript=Phvul.007G196100.2 locus=Phvul.007G196100 ID=Phvul.007G196100.2.v2.1 annot-version=v2.1) &
PTHR36351:SF1 - EMBRYO SAC DEVELOPMENT ARREST 12 PROTEIN (1 of 1)Phvul.007G268300not assigned.not annotated no hits & (original description: pacid=37165888 transcript=Phvul.007G268300.1 locus=Phvul.007G268300 ID=Phvul.007G268300.1.v2.1 annot-version=v2.1)
PTHR10159:SF339 - PROTEIN-TYROSINE-PHOSPHATASE MKP1 (1 of 2)Phvul.008G015300not assigned.annotated (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
PTHR10159:SF339 - PROTEIN-TYROSINE-PHOSPHATASE MKP1 (1 of 2)Phvul.008G015300not assigned.annotated (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
PTHR10159:SF339 - PROTEIN-TYROSINE-PHOSPHATASE MKP1 (1 of 2)Phvul.008G015300not assigned.annotated (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
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Do not distribute

PTHR10159:SF339 - PROTEIN-TYROSINE-PHOSPHATASE MKP1 (1 of 2)Phvul.008G015300not assigned.annotated (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
PTHR10159:SF339 - PROTEIN-TYROSINE-PHOSPHATASE MKP1 (1 of 2)Phvul.008G015300not assigned.annotated (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
3.1.2.2//3.1.2.20 - Palmitoyl-CoA hydrolase / Long-chain fatty-acyl-CoA hydrolase  (1 of 2)Phvul.008G050200not assigned.not annotated no hits & (original description: pacid=37160794 transcript=Phvul.008G050200.1 locus=Phvul.008G050200 ID=Phvul.008G050200.1.v2.1 annot-version=v2.1)
K13141 - integrator complex subunit 4 (INTS4)  (1 of 1)Phvul.008G092200Protein translocation.plasmodesmata intercellular trafficking.regulatory protein (SIEL)SIEL plasmodesmata intercellular trafficking regulator protein (original description: pacid=37159576 transcript=Phvul.008G092200.3 locus=Phvul.008G092200 ID=Phvul.008G092200.3.v2.1 annot-version=v2.1) &
K13141 - integrator complex subunit 4 (INTS4)  (1 of 1)Phvul.008G092200Protein translocation.plasmodesmata intercellular trafficking.regulatory protein (SIEL)SIEL plasmodesmata intercellular trafficking regulator protein (original description: pacid=37159576 transcript=Phvul.008G092200.3 locus=Phvul.008G092200 ID=Phvul.008G092200.3.v2.1 annot-version=v2.1) &
3.4.17.20 - Carboxypeptidase U / Thrombin-activatable fibrinolysis inhibitor (1 of 1)Phvul.008G106950Protein homeostasis.ubiquitin-proteasome system.N-degron pathways.Arg/N-degron pathway.Arg/N-recognin activities.type-I-residues E3 ubiquitin ligase (PRT6)type-I-residues E3 ubiquitin ligase (PRT6) (original description: pacid=37159444 transcript=Phvul.008G106950.2 locus=Phvul.008G106950 ID=Phvul.008G106950.2.v2.1 annot-version=v2.1) &
3.4.17.20 - Carboxypeptidase U / Thrombin-activatable fibrinolysis inhibitor (1 of 1)Phvul.008G106950Protein homeostasis.ubiquitin-proteasome system.N-degron pathways.Arg/N-degron pathway.Arg/N-recognin activities.type-I-residues E3 ubiquitin ligase (PRT6)type-I-residues E3 ubiquitin ligase (PRT6) (original description: pacid=37159444 transcript=Phvul.008G106950.2 locus=Phvul.008G106950 ID=Phvul.008G106950.2.v2.1 annot-version=v2.1) &
PTHR11850:SF82 - BEL1-LIKE HOMEODOMAIN PROTEIN 8-RELATED (1 of 2)Phvul.008G114300RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (BEL)transcription factor (BEL) (original description: pacid=37159820 transcript=Phvul.008G114300.1 locus=Phvul.008G114300 ID=Phvul.008G114300.1.v2.1 annot-version=v2.1) &
K05291 - phosphatidylinositol glycan, class S (PIGS)  (1 of 1)Phvul.008G130400Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI transamidase complex.component PIG-Scomponent PIG-S of GPI transamidase complex (original description: pacid=37158932 transcript=Phvul.008G130400.1 locus=Phvul.008G130400 ID=Phvul.008G130400.1.v2.1 annot-version=v2.1) &
PTHR33021:SF41 - EARLY NODULIN-LIKE PROTEIN 18 (1 of 1)Phvul.008G203314not assigned.not annotated no hits & (original description: pacid=37161432 transcript=Phvul.008G203314.1 locus=Phvul.008G203314 ID=Phvul.008G203314.1.v2.1 annot-version=v2.1)
K09873 - aquaporin TIP (TIP)  (1 of 12)Phvul.009G108800Solute transport.channels.MIP family.tonoplast intrinsic protein (TIP)tonoplast intrinsic protein (TIP) (original description: pacid=37149974 transcript=Phvul.009G108800.1 locus=Phvul.009G108800 ID=Phvul.009G108800.1.v2.1 annot-version=v2.1) &
PTHR22950:SF205 - AMINO ACID PERMEASE 3-RELATED (1 of 3)Phvul.009G128500Solute transport.carrier-mediated transport.APC superfamily.AAAP family.amino acid transporter (AAP)amino acid transporter (AAP) (original description: pacid=37149300 transcript=Phvul.009G128500.4 locus=Phvul.009G128500 ID=Phvul.009G128500.4.v2.1 annot-version=v2.1) &
PTHR22950:SF205 - AMINO ACID PERMEASE 3-RELATED (1 of 3)Phvul.009G128500Solute transport.carrier-mediated transport.APC superfamily.AAAP family.amino acid transporter (AAP)amino acid transporter (AAP) (original description: pacid=37149300 transcript=Phvul.009G128500.4 locus=Phvul.009G128500 ID=Phvul.009G128500.4.v2.1 annot-version=v2.1) &
PTHR22950:SF205 - AMINO ACID PERMEASE 3-RELATED (1 of 3)Phvul.009G128500Solute transport.carrier-mediated transport.APC superfamily.AAAP family.amino acid transporter (AAP)amino acid transporter (AAP) (original description: pacid=37149300 transcript=Phvul.009G128500.4 locus=Phvul.009G128500 ID=Phvul.009G128500.4.v2.1 annot-version=v2.1) &
PTHR22950:SF205 - AMINO ACID PERMEASE 3-RELATED (1 of 3)Phvul.009G128500Solute transport.carrier-mediated transport.APC superfamily.AAAP family.amino acid transporter (AAP)amino acid transporter (AAP) (original description: pacid=37149300 transcript=Phvul.009G128500.4 locus=Phvul.009G128500 ID=Phvul.009G128500.4.v2.1 annot-version=v2.1) &

0 Phvul.009G255500not assigned.not annotated no hits & (original description: pacid=37149126 transcript=Phvul.009G255500.2 locus=Phvul.009G255500 ID=Phvul.009G255500.2.v2.1 annot-version=v2.1)
0 Phvul.009G255500not assigned.not annotated no hits & (original description: pacid=37149126 transcript=Phvul.009G255500.2 locus=Phvul.009G255500 ID=Phvul.009G255500.2.v2.1 annot-version=v2.1)

PF00069//PF01453 - Protein kinase domain (Pkinase)  // D-mannose binding lectin (B_lectin)  (1 of 8)Phvul.010G032000Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupG-type lectin S-receptor-like serine/threonine-protein kinase RLK1 OS=Arabidopsis thaliana (sp|q39202|rlk1_arath : 652.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 103.4) (original description: pacid=37142844 transcript=Phvul.010G032000.1 locus=Phvul.010G032000 ID=Phvul.010G032000.1.v2.1 annot-version=v2.1) &
PTHR12537:SF78 - PUMILIO HOMOLOG 1-RELATED (1 of 3)Phvul.011G062200not assigned.annotated (original description: pacid=37156482 transcript=Phvul.011G062200.1 locus=Phvul.011G062200 ID=Phvul.011G062200.1.v2.1 annot-version=v2.1) & Pumilio homolog 2 OS=Arabidopsis thaliana (sp|q9zw06|pum2_arath : 992.0)
PF01453//PF07714//PF08276 - D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 5)Phvul.011G175000Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupG-type lectin S-receptor-like serine/threonine-protein kinase At1g67520 OS=Arabidopsis thaliana (sp|o64793|y1675_arath : 249.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 57.7) (original description: pacid=37155309 transcript=Phvul.011G175000.2 locus=Phvul.011G175000 ID=Phvul.011G175000.2.v2.1 annot-version=v2.1) &
PF01453//PF07714//PF08276 - D-mannose binding lectin (B_lectin)  // Protein tyrosine kinase (Pkinase_Tyr)  // PAN-like domain (PAN_2)  (1 of 5)Phvul.011G175000Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupG-type lectin S-receptor-like serine/threonine-protein kinase At1g67520 OS=Arabidopsis thaliana (sp|o64793|y1675_arath : 249.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 57.7) (original description: pacid=37155309 transcript=Phvul.011G175000.2 locus=Phvul.011G175000 ID=Phvul.011G175000.2.v2.1 annot-version=v2.1) &
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 no hits & (original description: pacid=37162836 transcript=Phvul.004G110400.1 locus=Phvul.004G110400 ID=Phvul.004G110400.1.v2.1 annot-version=v2.1)
protein kinase (NEK) (original description: pacid=37152559 transcript=Phvul.005G120700.3 locus=Phvul.005G120700 ID=Phvul.005G120700.3.v2.1 annot-version=v2.1) &
protein kinase (NEK) (original description: pacid=37152559 transcript=Phvul.005G120700.3 locus=Phvul.005G120700 ID=Phvul.005G120700.3.v2.1 annot-version=v2.1) &
nucleotide exchange factor (Grp170) (original description: pacid=37171820 transcript=Phvul.006G001600.1 locus=Phvul.006G001600 ID=Phvul.006G001600.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164059 transcript=Phvul.007G023000.1 locus=Phvul.007G023000 ID=Phvul.007G023000.1.v2.1 annot-version=v2.1)
Glucan endo-1,3-beta-glucosidase 12 OS=Arabidopsis thaliana (sp|q8vye5|e1312_arath : 362.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 323.5) (original description: pacid=37160089 transcript=Phvul.008G271000.1 locus=Phvul.008G271000 ID=Phvul.008G271000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170768 transcript=Phvul.001G240600.1 locus=Phvul.001G240600 ID=Phvul.001G240600.1.v2.1 annot-version=v2.1)
pectin methylesterase (original description: pacid=37146318 transcript=Phvul.003G220500.1 locus=Phvul.003G220500 ID=Phvul.003G220500.1.v2.1 annot-version=v2.1) &
protease (SBT1) (original description: pacid=37147285 transcript=Phvul.003G237300.1 locus=Phvul.003G237300 ID=Phvul.003G237300.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37147468 transcript=Phvul.003G285700.1 locus=Phvul.003G285700 ID=Phvul.003G285700.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37161848 transcript=Phvul.004G086300.2 locus=Phvul.004G086300 ID=Phvul.004G086300.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37161848 transcript=Phvul.004G086300.2 locus=Phvul.004G086300 ID=Phvul.004G086300.2.v2.1 annot-version=v2.1) &
protein kinase (Crinkly-like) (original description: pacid=37173758 transcript=Phvul.006G068400.1 locus=Phvul.006G068400 ID=Phvul.006G068400.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37165888 transcript=Phvul.007G268300.1 locus=Phvul.007G268300 ID=Phvul.007G268300.1.v2.1 annot-version=v2.1)
temperature sensor protein (CNGC2) (original description: pacid=37160007 transcript=Phvul.008G036200.1 locus=Phvul.008G036200 ID=Phvul.008G036200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37160918 transcript=Phvul.008G290700.1 locus=Phvul.008G290700 ID=Phvul.008G290700.1.v2.1 annot-version=v2.1)
 (original description: pacid=37150218 transcript=Phvul.009G144300.1 locus=Phvul.009G144300 ID=Phvul.009G144300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 17 OS=Arabidopsis thaliana (sp|q9lta2|ahl17_arath : 179.0)
component EXO70 of Exocyst complex (original description: pacid=37170939 transcript=Phvul.001G028400.1 locus=Phvul.001G028400 ID=Phvul.001G028400.1.v2.1 annot-version=v2.1) &
protein kinase (RKF3) (original description: pacid=37169865 transcript=Phvul.001G071200.1 locus=Phvul.001G071200 ID=Phvul.001G071200.1.v2.1 annot-version=v2.1) &
protein kinase (RKF3) (original description: pacid=37168019 transcript=Phvul.001G146900.1 locus=Phvul.001G146900 ID=Phvul.001G146900.1.v2.1 annot-version=v2.1) &
Probable LRR receptor-like serine/threonine-protein kinase RKF3 OS=Arabidopsis thaliana (sp|p93050|rkf3_arath : 454.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 109.2) (original description: pacid=37170420 transcript=Phvul.001G147001.2 locus=Phvul.001G147001 ID=Phvul.001G147001.2.v2.1 annot-version=v2.1) &
Probable LRR receptor-like serine/threonine-protein kinase RKF3 OS=Arabidopsis thaliana (sp|p93050|rkf3_arath : 454.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 109.2) (original description: pacid=37170420 transcript=Phvul.001G147001.2 locus=Phvul.001G147001 ID=Phvul.001G147001.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175392 transcript=Phvul.002G006700.1 locus=Phvul.002G006700 ID=Phvul.002G006700.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 13 OS=Arabidopsis thaliana (sp|q940i0|ahl13_arath : 144.0)
 no hits & (original description: pacid=37175506 transcript=Phvul.002G059000.1 locus=Phvul.002G059000 ID=Phvul.002G059000.1.v2.1 annot-version=v2.1)
phosphatidylinositol 3-phosphate 5-kinase (FAB1) (original description: pacid=37176675 transcript=Phvul.002G092900.2 locus=Phvul.002G092900 ID=Phvul.002G092900.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 3-phosphate 5-kinase (FAB1) (original description: pacid=37176675 transcript=Phvul.002G092900.2 locus=Phvul.002G092900 ID=Phvul.002G092900.2.v2.1 annot-version=v2.1) &
PAD4 effector-triggered immunity co-regulator (original description: pacid=37176037 transcript=Phvul.002G274500.1 locus=Phvul.002G274500 ID=Phvul.002G274500.1.v2.1 annot-version=v2.1) &
SCD1 component of post-Golgi trafficking SCD complex (original description: pacid=37174440 transcript=Phvul.002G315300.1 locus=Phvul.002G315300 ID=Phvul.002G315300.1.v2.1 annot-version=v2.1) &
Beta-glucosidase 46 OS=Arabidopsis thaliana (sp|o80690|bgl46_arath : 462.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 272.9) (original description: pacid=37147256 transcript=Phvul.003G076700.2 locus=Phvul.003G076700 ID=Phvul.003G076700.2.v2.1 annot-version=v2.1) &
Beta-glucosidase 46 OS=Arabidopsis thaliana (sp|o80690|bgl46_arath : 462.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 272.9) (original description: pacid=37147256 transcript=Phvul.003G076700.2 locus=Phvul.003G076700 ID=Phvul.003G076700.2.v2.1 annot-version=v2.1) &
nucleoside hydrolase (original description: pacid=37144950 transcript=Phvul.003G099100.3 locus=Phvul.003G099100 ID=Phvul.003G099100.3.v2.1 annot-version=v2.1) &
nucleoside hydrolase (original description: pacid=37144950 transcript=Phvul.003G099100.3 locus=Phvul.003G099100 ID=Phvul.003G099100.3.v2.1 annot-version=v2.1) &
nucleoside hydrolase (original description: pacid=37144950 transcript=Phvul.003G099100.3 locus=Phvul.003G099100 ID=Phvul.003G099100.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37163654 transcript=Phvul.004G049200.1 locus=Phvul.004G049200 ID=Phvul.004G049200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163692 transcript=Phvul.004G110200.2 locus=Phvul.004G110200 ID=Phvul.004G110200.2.v2.1 annot-version=v2.1)
UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
phosphometabolite transporter (TPT|PPT|GPT|XPT) (original description: pacid=37153709 transcript=Phvul.005G022300.1 locus=Phvul.005G022300 ID=Phvul.005G022300.1.v2.1 annot-version=v2.1) &
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ER tubulae formation factor (RHD3/RL) (original description: pacid=37154537 transcript=Phvul.005G159600.1 locus=Phvul.005G159600 ID=Phvul.005G159600.1.v2.1 annot-version=v2.1) &
component FtsZ1 of plastid division FtsZ prokaryotic-tubulin filaments (original description: pacid=37171983 transcript=Phvul.006G049100.1 locus=Phvul.006G049100 ID=Phvul.006G049100.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174192 transcript=Phvul.006G068100.1 locus=Phvul.006G068100 ID=Phvul.006G068100.1.v2.1 annot-version=v2.1) & SMR domain-containing protein At5g58720 OS=Arabidopsis thaliana (sp|o65573|y5872_arath : 334.0)
protein kinase (L-lectin) (original description: pacid=37173870 transcript=Phvul.006G087700.1 locus=Phvul.006G087700 ID=Phvul.006G087700.1.v2.1 annot-version=v2.1) &
transcription factor (MYB) (original description: pacid=37166531 transcript=Phvul.007G208400.1 locus=Phvul.007G208400 ID=Phvul.007G208400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159669 transcript=Phvul.008G042900.1 locus=Phvul.008G042900 ID=Phvul.008G042900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158036 transcript=Phvul.008G124000.2 locus=Phvul.008G124000 ID=Phvul.008G124000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158036 transcript=Phvul.008G124000.2 locus=Phvul.008G124000 ID=Phvul.008G124000.2.v2.1 annot-version=v2.1)
DNA repair protein (XPC) (original description: pacid=37160521 transcript=Phvul.008G233100.1 locus=Phvul.008G233100 ID=Phvul.008G233100.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37149983 transcript=Phvul.009G157200.2 locus=Phvul.009G157200 ID=Phvul.009G157200.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37149983 transcript=Phvul.009G157200.2 locus=Phvul.009G157200 ID=Phvul.009G157200.2.v2.1 annot-version=v2.1) &
DNA repair protein (XPC) (original description: pacid=37142287 transcript=Phvul.010G024866.1 locus=Phvul.010G024866 ID=Phvul.010G024866.1.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid 4-epimerase (original description: pacid=37143837 transcript=Phvul.010G082300.1 locus=Phvul.010G082300 ID=Phvul.010G082300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37143932 transcript=Phvul.010G119800.1 locus=Phvul.010G119800 ID=Phvul.010G119800.1.v2.1 annot-version=v2.1) & NDR1/HIN1-like protein 12 OS=Arabidopsis thaliana (sp|q9sj54|nhl12_arath : 94.7)
transcription factor (HUA2) (original description: pacid=37157305 transcript=Phvul.011G029450.1 locus=Phvul.011G029450 ID=Phvul.011G029450.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37168114 transcript=Phvul.001G025101.1 locus=Phvul.001G025101 ID=Phvul.001G025101.1.v2.1 annot-version=v2.1) & Probable carbohydrate esterase At4g34215 OS=Arabidopsis thaliana (sp|q8l9j9|caes_arath : 216.0)
component DOM34 of DOM34-HBS1 aberrant mRNA detection complex (original description: pacid=37169227 transcript=Phvul.001G183700.1 locus=Phvul.001G183700 ID=Phvul.001G183700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37167724 transcript=Phvul.001G209500.2 locus=Phvul.001G209500 ID=Phvul.001G209500.2.v2.1 annot-version=v2.1) & Endoglucanase 17 OS=Arabidopsis thaliana (sp|o81416|gun17_arath : 701.0)
 (original description: pacid=37168990 transcript=Phvul.001G209900.2 locus=Phvul.001G209900 ID=Phvul.001G209900.2.v2.1 annot-version=v2.1) & Putative GTP diphosphokinase RSH1, chloroplastic OS=Arabidopsis thaliana (sp|p0dkg8|rsh1l_arath : 1183.0)
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37170740 transcript=Phvul.001G250100.2 locus=Phvul.001G250100 ID=Phvul.001G250100.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37170740 transcript=Phvul.001G250100.2 locus=Phvul.001G250100 ID=Phvul.001G250100.2.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37174340 transcript=Phvul.002G063100.1 locus=Phvul.002G063100 ID=Phvul.002G063100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37176115 transcript=Phvul.002G111100.1 locus=Phvul.002G111100 ID=Phvul.002G111100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37178726 transcript=Phvul.002G132600.2 locus=Phvul.002G132600 ID=Phvul.002G132600.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178726 transcript=Phvul.002G132600.2 locus=Phvul.002G132600 ID=Phvul.002G132600.2.v2.1 annot-version=v2.1)
component UFO of SCF E3 ubiquitin ligase complex (original description: pacid=37174959 transcript=Phvul.002G188300.1 locus=Phvul.002G188300 ID=Phvul.002G188300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174658 transcript=Phvul.002G252700.1 locus=Phvul.002G252700 ID=Phvul.002G252700.1.v2.1 annot-version=v2.1) & Protein JINGUBANG OS=Arabidopsis thaliana (sp|o48716|jgb_arath : 234.0)
protein kinase (LRR-IX) (original description: pacid=37175507 transcript=Phvul.002G324600.1 locus=Phvul.002G324600 ID=Phvul.002G324600.1.v2.1 annot-version=v2.1) &
Beta-glucosidase 40 OS=Arabidopsis thaliana (sp|q9fze0|bgl40_arath : 657.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 409.7) (original description: pacid=37147449 transcript=Phvul.003G043600.2 locus=Phvul.003G043600 ID=Phvul.003G043600.2.v2.1 annot-version=v2.1) &
phosphate transporter (PHT2) (original description: pacid=37146149 transcript=Phvul.003G064900.1 locus=Phvul.003G064900 ID=Phvul.003G064900.1.v2.1 annot-version=v2.1) &
Cytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37162939 transcript=Phvul.004G017600.1 locus=Phvul.004G017600 ID=Phvul.004G017600.1.v2.1 annot-version=v2.1) & Methyl-CpG-binding domain-containing protein 9 OS=Arabidopsis thaliana (sp|q9sgh2|mbd9_arath : 1565.0)
 no hits & (original description: pacid=37152518 transcript=Phvul.005G035400.1 locus=Phvul.005G035400 ID=Phvul.005G035400.1.v2.1 annot-version=v2.1)
component POLD3 of DNA polymerase delta complex (original description: pacid=37154337 transcript=Phvul.005G080800.2 locus=Phvul.005G080800 ID=Phvul.005G080800.2.v2.1 annot-version=v2.1) &
component POLD3 of DNA polymerase delta complex (original description: pacid=37154337 transcript=Phvul.005G080800.2 locus=Phvul.005G080800 ID=Phvul.005G080800.2.v2.1 annot-version=v2.1) &
PEP carboxylase (original description: pacid=37154500 transcript=Phvul.005G095300.1 locus=Phvul.005G095300 ID=Phvul.005G095300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37152686 transcript=Phvul.005G176600.1 locus=Phvul.005G176600 ID=Phvul.005G176600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g52620 OS=Arabidopsis thaliana (sp|q9ssr4|ppr77_arath : 801.0)
 (original description: pacid=37172111 transcript=Phvul.006G034100.1 locus=Phvul.006G034100 ID=Phvul.006G034100.1.v2.1 annot-version=v2.1) & Probable galacturonosyltransferase 15 OS=Arabidopsis thaliana (sp|q8l4b0|gautf_arath : 590.0)
C2H2 zinc finger transcription factor (original description: pacid=37164279 transcript=Phvul.007G196100.2 locus=Phvul.007G196100 ID=Phvul.007G196100.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37164279 transcript=Phvul.007G196100.2 locus=Phvul.007G196100 ID=Phvul.007G196100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37165888 transcript=Phvul.007G268300.1 locus=Phvul.007G268300 ID=Phvul.007G268300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
 (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
 (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
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 (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
 (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
 no hits & (original description: pacid=37160794 transcript=Phvul.008G050200.1 locus=Phvul.008G050200 ID=Phvul.008G050200.1.v2.1 annot-version=v2.1)
SIEL plasmodesmata intercellular trafficking regulator protein (original description: pacid=37159576 transcript=Phvul.008G092200.3 locus=Phvul.008G092200 ID=Phvul.008G092200.3.v2.1 annot-version=v2.1) &
SIEL plasmodesmata intercellular trafficking regulator protein (original description: pacid=37159576 transcript=Phvul.008G092200.3 locus=Phvul.008G092200 ID=Phvul.008G092200.3.v2.1 annot-version=v2.1) &
type-I-residues E3 ubiquitin ligase (PRT6) (original description: pacid=37159444 transcript=Phvul.008G106950.2 locus=Phvul.008G106950 ID=Phvul.008G106950.2.v2.1 annot-version=v2.1) &
type-I-residues E3 ubiquitin ligase (PRT6) (original description: pacid=37159444 transcript=Phvul.008G106950.2 locus=Phvul.008G106950 ID=Phvul.008G106950.2.v2.1 annot-version=v2.1) &
transcription factor (BEL) (original description: pacid=37159820 transcript=Phvul.008G114300.1 locus=Phvul.008G114300 ID=Phvul.008G114300.1.v2.1 annot-version=v2.1) &
component PIG-S of GPI transamidase complex (original description: pacid=37158932 transcript=Phvul.008G130400.1 locus=Phvul.008G130400 ID=Phvul.008G130400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37161432 transcript=Phvul.008G203314.1 locus=Phvul.008G203314 ID=Phvul.008G203314.1.v2.1 annot-version=v2.1)
tonoplast intrinsic protein (TIP) (original description: pacid=37149974 transcript=Phvul.009G108800.1 locus=Phvul.009G108800 ID=Phvul.009G108800.1.v2.1 annot-version=v2.1) &
amino acid transporter (AAP) (original description: pacid=37149300 transcript=Phvul.009G128500.4 locus=Phvul.009G128500 ID=Phvul.009G128500.4.v2.1 annot-version=v2.1) &
amino acid transporter (AAP) (original description: pacid=37149300 transcript=Phvul.009G128500.4 locus=Phvul.009G128500 ID=Phvul.009G128500.4.v2.1 annot-version=v2.1) &
amino acid transporter (AAP) (original description: pacid=37149300 transcript=Phvul.009G128500.4 locus=Phvul.009G128500 ID=Phvul.009G128500.4.v2.1 annot-version=v2.1) &
amino acid transporter (AAP) (original description: pacid=37149300 transcript=Phvul.009G128500.4 locus=Phvul.009G128500 ID=Phvul.009G128500.4.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37149126 transcript=Phvul.009G255500.2 locus=Phvul.009G255500 ID=Phvul.009G255500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149126 transcript=Phvul.009G255500.2 locus=Phvul.009G255500 ID=Phvul.009G255500.2.v2.1 annot-version=v2.1)
G-type lectin S-receptor-like serine/threonine-protein kinase RLK1 OS=Arabidopsis thaliana (sp|q39202|rlk1_arath : 652.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 103.4) (original description: pacid=37142844 transcript=Phvul.010G032000.1 locus=Phvul.010G032000 ID=Phvul.010G032000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156482 transcript=Phvul.011G062200.1 locus=Phvul.011G062200 ID=Phvul.011G062200.1.v2.1 annot-version=v2.1) & Pumilio homolog 2 OS=Arabidopsis thaliana (sp|q9zw06|pum2_arath : 992.0)
G-type lectin S-receptor-like serine/threonine-protein kinase At1g67520 OS=Arabidopsis thaliana (sp|o64793|y1675_arath : 249.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 57.7) (original description: pacid=37155309 transcript=Phvul.011G175000.2 locus=Phvul.011G175000 ID=Phvul.011G175000.2.v2.1 annot-version=v2.1) &
G-type lectin S-receptor-like serine/threonine-protein kinase At1g67520 OS=Arabidopsis thaliana (sp|o64793|y1675_arath : 249.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 57.7) (original description: pacid=37155309 transcript=Phvul.011G175000.2 locus=Phvul.011G175000 ID=Phvul.011G175000.2.v2.1 annot-version=v2.1) &
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 no hits & (original description: pacid=37162836 transcript=Phvul.004G110400.1 locus=Phvul.004G110400 ID=Phvul.004G110400.1.v2.1 annot-version=v2.1)
protein kinase (NEK) (original description: pacid=37152559 transcript=Phvul.005G120700.3 locus=Phvul.005G120700 ID=Phvul.005G120700.3.v2.1 annot-version=v2.1) &
protein kinase (NEK) (original description: pacid=37152559 transcript=Phvul.005G120700.3 locus=Phvul.005G120700 ID=Phvul.005G120700.3.v2.1 annot-version=v2.1) &
nucleotide exchange factor (Grp170) (original description: pacid=37171820 transcript=Phvul.006G001600.1 locus=Phvul.006G001600 ID=Phvul.006G001600.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164059 transcript=Phvul.007G023000.1 locus=Phvul.007G023000 ID=Phvul.007G023000.1.v2.1 annot-version=v2.1)
Glucan endo-1,3-beta-glucosidase 12 OS=Arabidopsis thaliana (sp|q8vye5|e1312_arath : 362.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 323.5) (original description: pacid=37160089 transcript=Phvul.008G271000.1 locus=Phvul.008G271000 ID=Phvul.008G271000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170768 transcript=Phvul.001G240600.1 locus=Phvul.001G240600 ID=Phvul.001G240600.1.v2.1 annot-version=v2.1)
pectin methylesterase (original description: pacid=37146318 transcript=Phvul.003G220500.1 locus=Phvul.003G220500 ID=Phvul.003G220500.1.v2.1 annot-version=v2.1) &
protease (SBT1) (original description: pacid=37147285 transcript=Phvul.003G237300.1 locus=Phvul.003G237300 ID=Phvul.003G237300.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37147468 transcript=Phvul.003G285700.1 locus=Phvul.003G285700 ID=Phvul.003G285700.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37161848 transcript=Phvul.004G086300.2 locus=Phvul.004G086300 ID=Phvul.004G086300.2.v2.1 annot-version=v2.1) &
protein kinase (LRR-II) (original description: pacid=37161848 transcript=Phvul.004G086300.2 locus=Phvul.004G086300 ID=Phvul.004G086300.2.v2.1 annot-version=v2.1) &
protein kinase (Crinkly-like) (original description: pacid=37173758 transcript=Phvul.006G068400.1 locus=Phvul.006G068400 ID=Phvul.006G068400.1.v2.1 annot-version=v2.1) &
component CPSF30/Yth1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37173223 transcript=Phvul.006G130200.1 locus=Phvul.006G130200 ID=Phvul.006G130200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37165888 transcript=Phvul.007G268300.1 locus=Phvul.007G268300 ID=Phvul.007G268300.1.v2.1 annot-version=v2.1)
temperature sensor protein (CNGC2) (original description: pacid=37160007 transcript=Phvul.008G036200.1 locus=Phvul.008G036200 ID=Phvul.008G036200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37160918 transcript=Phvul.008G290700.1 locus=Phvul.008G290700 ID=Phvul.008G290700.1.v2.1 annot-version=v2.1)
 (original description: pacid=37150218 transcript=Phvul.009G144300.1 locus=Phvul.009G144300 ID=Phvul.009G144300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 17 OS=Arabidopsis thaliana (sp|q9lta2|ahl17_arath : 179.0)
component EXO70 of Exocyst complex (original description: pacid=37170939 transcript=Phvul.001G028400.1 locus=Phvul.001G028400 ID=Phvul.001G028400.1.v2.1 annot-version=v2.1) &
protein kinase (RKF3) (original description: pacid=37169865 transcript=Phvul.001G071200.1 locus=Phvul.001G071200 ID=Phvul.001G071200.1.v2.1 annot-version=v2.1) &
protein kinase (RKF3) (original description: pacid=37168019 transcript=Phvul.001G146900.1 locus=Phvul.001G146900 ID=Phvul.001G146900.1.v2.1 annot-version=v2.1) &
Probable LRR receptor-like serine/threonine-protein kinase RKF3 OS=Arabidopsis thaliana (sp|p93050|rkf3_arath : 454.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 109.2) (original description: pacid=37170420 transcript=Phvul.001G147001.2 locus=Phvul.001G147001 ID=Phvul.001G147001.2.v2.1 annot-version=v2.1) &
Probable LRR receptor-like serine/threonine-protein kinase RKF3 OS=Arabidopsis thaliana (sp|p93050|rkf3_arath : 454.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 109.2) (original description: pacid=37170420 transcript=Phvul.001G147001.2 locus=Phvul.001G147001 ID=Phvul.001G147001.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175392 transcript=Phvul.002G006700.1 locus=Phvul.002G006700 ID=Phvul.002G006700.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 13 OS=Arabidopsis thaliana (sp|q940i0|ahl13_arath : 144.0)
 no hits & (original description: pacid=37175506 transcript=Phvul.002G059000.1 locus=Phvul.002G059000 ID=Phvul.002G059000.1.v2.1 annot-version=v2.1)
phosphatidylinositol 3-phosphate 5-kinase (FAB1) (original description: pacid=37176675 transcript=Phvul.002G092900.2 locus=Phvul.002G092900 ID=Phvul.002G092900.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 3-phosphate 5-kinase (FAB1) (original description: pacid=37176675 transcript=Phvul.002G092900.2 locus=Phvul.002G092900 ID=Phvul.002G092900.2.v2.1 annot-version=v2.1) &
PAD4 effector-triggered immunity co-regulator (original description: pacid=37176037 transcript=Phvul.002G274500.1 locus=Phvul.002G274500 ID=Phvul.002G274500.1.v2.1 annot-version=v2.1) &
SCD1 component of post-Golgi trafficking SCD complex (original description: pacid=37174440 transcript=Phvul.002G315300.1 locus=Phvul.002G315300 ID=Phvul.002G315300.1.v2.1 annot-version=v2.1) &
Beta-glucosidase 46 OS=Arabidopsis thaliana (sp|o80690|bgl46_arath : 462.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 272.9) (original description: pacid=37147256 transcript=Phvul.003G076700.2 locus=Phvul.003G076700 ID=Phvul.003G076700.2.v2.1 annot-version=v2.1) &
Beta-glucosidase 46 OS=Arabidopsis thaliana (sp|o80690|bgl46_arath : 462.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 272.9) (original description: pacid=37147256 transcript=Phvul.003G076700.2 locus=Phvul.003G076700 ID=Phvul.003G076700.2.v2.1 annot-version=v2.1) &
nucleoside hydrolase (original description: pacid=37144950 transcript=Phvul.003G099100.3 locus=Phvul.003G099100 ID=Phvul.003G099100.3.v2.1 annot-version=v2.1) &
nucleoside hydrolase (original description: pacid=37144950 transcript=Phvul.003G099100.3 locus=Phvul.003G099100 ID=Phvul.003G099100.3.v2.1 annot-version=v2.1) &
nucleoside hydrolase (original description: pacid=37144950 transcript=Phvul.003G099100.3 locus=Phvul.003G099100 ID=Phvul.003G099100.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37163654 transcript=Phvul.004G049200.1 locus=Phvul.004G049200 ID=Phvul.004G049200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37163692 transcript=Phvul.004G110200.2 locus=Phvul.004G110200 ID=Phvul.004G110200.2.v2.1 annot-version=v2.1)
UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
UDP-N-acetylglucosamine O-acyltransferase (LpxA) (original description: pacid=37162324 transcript=Phvul.004G171500.6 locus=Phvul.004G171500 ID=Phvul.004G171500.6.v2.1 annot-version=v2.1) &
phosphometabolite transporter (TPT|PPT|GPT|XPT) (original description: pacid=37153709 transcript=Phvul.005G022300.1 locus=Phvul.005G022300 ID=Phvul.005G022300.1.v2.1 annot-version=v2.1) &
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Do not distribute

ER tubulae formation factor (RHD3/RL) (original description: pacid=37154537 transcript=Phvul.005G159600.1 locus=Phvul.005G159600 ID=Phvul.005G159600.1.v2.1 annot-version=v2.1) &
component FtsZ1 of plastid division FtsZ prokaryotic-tubulin filaments (original description: pacid=37171983 transcript=Phvul.006G049100.1 locus=Phvul.006G049100 ID=Phvul.006G049100.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174192 transcript=Phvul.006G068100.1 locus=Phvul.006G068100 ID=Phvul.006G068100.1.v2.1 annot-version=v2.1) & SMR domain-containing protein At5g58720 OS=Arabidopsis thaliana (sp|o65573|y5872_arath : 334.0)
protein kinase (L-lectin) (original description: pacid=37173870 transcript=Phvul.006G087700.1 locus=Phvul.006G087700 ID=Phvul.006G087700.1.v2.1 annot-version=v2.1) &
transcription factor (MYB) (original description: pacid=37166531 transcript=Phvul.007G208400.1 locus=Phvul.007G208400 ID=Phvul.007G208400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159669 transcript=Phvul.008G042900.1 locus=Phvul.008G042900 ID=Phvul.008G042900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158036 transcript=Phvul.008G124000.2 locus=Phvul.008G124000 ID=Phvul.008G124000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37158036 transcript=Phvul.008G124000.2 locus=Phvul.008G124000 ID=Phvul.008G124000.2.v2.1 annot-version=v2.1)
DNA repair protein (XPC) (original description: pacid=37160521 transcript=Phvul.008G233100.1 locus=Phvul.008G233100 ID=Phvul.008G233100.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37149983 transcript=Phvul.009G157200.2 locus=Phvul.009G157200 ID=Phvul.009G157200.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37149983 transcript=Phvul.009G157200.2 locus=Phvul.009G157200 ID=Phvul.009G157200.2.v2.1 annot-version=v2.1) &
DNA repair protein (XPC) (original description: pacid=37142287 transcript=Phvul.010G024866.1 locus=Phvul.010G024866 ID=Phvul.010G024866.1.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid 4-epimerase (original description: pacid=37143837 transcript=Phvul.010G082300.1 locus=Phvul.010G082300 ID=Phvul.010G082300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37143932 transcript=Phvul.010G119800.1 locus=Phvul.010G119800 ID=Phvul.010G119800.1.v2.1 annot-version=v2.1) & NDR1/HIN1-like protein 12 OS=Arabidopsis thaliana (sp|q9sj54|nhl12_arath : 94.7)
transcription factor (HUA2) (original description: pacid=37157305 transcript=Phvul.011G029450.1 locus=Phvul.011G029450 ID=Phvul.011G029450.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37168114 transcript=Phvul.001G025101.1 locus=Phvul.001G025101 ID=Phvul.001G025101.1.v2.1 annot-version=v2.1) & Probable carbohydrate esterase At4g34215 OS=Arabidopsis thaliana (sp|q8l9j9|caes_arath : 216.0)
component DOM34 of DOM34-HBS1 aberrant mRNA detection complex (original description: pacid=37169227 transcript=Phvul.001G183700.1 locus=Phvul.001G183700 ID=Phvul.001G183700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37167724 transcript=Phvul.001G209500.2 locus=Phvul.001G209500 ID=Phvul.001G209500.2.v2.1 annot-version=v2.1) & Endoglucanase 17 OS=Arabidopsis thaliana (sp|o81416|gun17_arath : 701.0)
 (original description: pacid=37168990 transcript=Phvul.001G209900.2 locus=Phvul.001G209900 ID=Phvul.001G209900.2.v2.1 annot-version=v2.1) & Putative GTP diphosphokinase RSH1, chloroplastic OS=Arabidopsis thaliana (sp|p0dkg8|rsh1l_arath : 1183.0)
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37170740 transcript=Phvul.001G250100.2 locus=Phvul.001G250100 ID=Phvul.001G250100.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37170740 transcript=Phvul.001G250100.2 locus=Phvul.001G250100 ID=Phvul.001G250100.2.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37174340 transcript=Phvul.002G063100.1 locus=Phvul.002G063100 ID=Phvul.002G063100.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-VII) (original description: pacid=37176115 transcript=Phvul.002G111100.1 locus=Phvul.002G111100 ID=Phvul.002G111100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37178726 transcript=Phvul.002G132600.2 locus=Phvul.002G132600 ID=Phvul.002G132600.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37178726 transcript=Phvul.002G132600.2 locus=Phvul.002G132600 ID=Phvul.002G132600.2.v2.1 annot-version=v2.1)
component UFO of SCF E3 ubiquitin ligase complex (original description: pacid=37174959 transcript=Phvul.002G188300.1 locus=Phvul.002G188300 ID=Phvul.002G188300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174658 transcript=Phvul.002G252700.1 locus=Phvul.002G252700 ID=Phvul.002G252700.1.v2.1 annot-version=v2.1) & Protein JINGUBANG OS=Arabidopsis thaliana (sp|o48716|jgb_arath : 234.0)
protein kinase (LRR-IX) (original description: pacid=37175507 transcript=Phvul.002G324600.1 locus=Phvul.002G324600 ID=Phvul.002G324600.1.v2.1 annot-version=v2.1) &
Beta-glucosidase 40 OS=Arabidopsis thaliana (sp|q9fze0|bgl40_arath : 657.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 409.7) (original description: pacid=37147449 transcript=Phvul.003G043600.2 locus=Phvul.003G043600 ID=Phvul.003G043600.2.v2.1 annot-version=v2.1) &
phosphate transporter (PHT2) (original description: pacid=37146149 transcript=Phvul.003G064900.1 locus=Phvul.003G064900 ID=Phvul.003G064900.1.v2.1 annot-version=v2.1) &
Cytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP I/II) (original description: pacid=37145774 transcript=Phvul.003G192900.2 locus=Phvul.003G192900 ID=Phvul.003G192900.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37162939 transcript=Phvul.004G017600.1 locus=Phvul.004G017600 ID=Phvul.004G017600.1.v2.1 annot-version=v2.1) & Methyl-CpG-binding domain-containing protein 9 OS=Arabidopsis thaliana (sp|q9sgh2|mbd9_arath : 1565.0)
 no hits & (original description: pacid=37152518 transcript=Phvul.005G035400.1 locus=Phvul.005G035400 ID=Phvul.005G035400.1.v2.1 annot-version=v2.1)
component POLD3 of DNA polymerase delta complex (original description: pacid=37154337 transcript=Phvul.005G080800.2 locus=Phvul.005G080800 ID=Phvul.005G080800.2.v2.1 annot-version=v2.1) &
component POLD3 of DNA polymerase delta complex (original description: pacid=37154337 transcript=Phvul.005G080800.2 locus=Phvul.005G080800 ID=Phvul.005G080800.2.v2.1 annot-version=v2.1) &
PEP carboxylase (original description: pacid=37154500 transcript=Phvul.005G095300.1 locus=Phvul.005G095300 ID=Phvul.005G095300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37152686 transcript=Phvul.005G176600.1 locus=Phvul.005G176600 ID=Phvul.005G176600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g52620 OS=Arabidopsis thaliana (sp|q9ssr4|ppr77_arath : 801.0)
 (original description: pacid=37172111 transcript=Phvul.006G034100.1 locus=Phvul.006G034100 ID=Phvul.006G034100.1.v2.1 annot-version=v2.1) & Probable galacturonosyltransferase 15 OS=Arabidopsis thaliana (sp|q8l4b0|gautf_arath : 590.0)
C2H2 zinc finger transcription factor (original description: pacid=37164279 transcript=Phvul.007G196100.2 locus=Phvul.007G196100 ID=Phvul.007G196100.2.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37164279 transcript=Phvul.007G196100.2 locus=Phvul.007G196100 ID=Phvul.007G196100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37165888 transcript=Phvul.007G268300.1 locus=Phvul.007G268300 ID=Phvul.007G268300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
 (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
 (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
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 (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
 (original description: pacid=37161122 transcript=Phvul.008G015300.5 locus=Phvul.008G015300 ID=Phvul.008G015300.5.v2.1 annot-version=v2.1) & Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana (sp|q9c5s1|mkp1_arath : 348.0)
 no hits & (original description: pacid=37160794 transcript=Phvul.008G050200.1 locus=Phvul.008G050200 ID=Phvul.008G050200.1.v2.1 annot-version=v2.1)
SIEL plasmodesmata intercellular trafficking regulator protein (original description: pacid=37159576 transcript=Phvul.008G092200.3 locus=Phvul.008G092200 ID=Phvul.008G092200.3.v2.1 annot-version=v2.1) &
SIEL plasmodesmata intercellular trafficking regulator protein (original description: pacid=37159576 transcript=Phvul.008G092200.3 locus=Phvul.008G092200 ID=Phvul.008G092200.3.v2.1 annot-version=v2.1) &
type-I-residues E3 ubiquitin ligase (PRT6) (original description: pacid=37159444 transcript=Phvul.008G106950.2 locus=Phvul.008G106950 ID=Phvul.008G106950.2.v2.1 annot-version=v2.1) &
type-I-residues E3 ubiquitin ligase (PRT6) (original description: pacid=37159444 transcript=Phvul.008G106950.2 locus=Phvul.008G106950 ID=Phvul.008G106950.2.v2.1 annot-version=v2.1) &
transcription factor (BEL) (original description: pacid=37159820 transcript=Phvul.008G114300.1 locus=Phvul.008G114300 ID=Phvul.008G114300.1.v2.1 annot-version=v2.1) &
component PIG-S of GPI transamidase complex (original description: pacid=37158932 transcript=Phvul.008G130400.1 locus=Phvul.008G130400 ID=Phvul.008G130400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37161432 transcript=Phvul.008G203314.1 locus=Phvul.008G203314 ID=Phvul.008G203314.1.v2.1 annot-version=v2.1)
tonoplast intrinsic protein (TIP) (original description: pacid=37149974 transcript=Phvul.009G108800.1 locus=Phvul.009G108800 ID=Phvul.009G108800.1.v2.1 annot-version=v2.1) &
amino acid transporter (AAP) (original description: pacid=37149300 transcript=Phvul.009G128500.4 locus=Phvul.009G128500 ID=Phvul.009G128500.4.v2.1 annot-version=v2.1) &
amino acid transporter (AAP) (original description: pacid=37149300 transcript=Phvul.009G128500.4 locus=Phvul.009G128500 ID=Phvul.009G128500.4.v2.1 annot-version=v2.1) &
amino acid transporter (AAP) (original description: pacid=37149300 transcript=Phvul.009G128500.4 locus=Phvul.009G128500 ID=Phvul.009G128500.4.v2.1 annot-version=v2.1) &
amino acid transporter (AAP) (original description: pacid=37149300 transcript=Phvul.009G128500.4 locus=Phvul.009G128500 ID=Phvul.009G128500.4.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37149126 transcript=Phvul.009G255500.2 locus=Phvul.009G255500 ID=Phvul.009G255500.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37149126 transcript=Phvul.009G255500.2 locus=Phvul.009G255500 ID=Phvul.009G255500.2.v2.1 annot-version=v2.1)
G-type lectin S-receptor-like serine/threonine-protein kinase RLK1 OS=Arabidopsis thaliana (sp|q39202|rlk1_arath : 652.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 103.4) (original description: pacid=37142844 transcript=Phvul.010G032000.1 locus=Phvul.010G032000 ID=Phvul.010G032000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156482 transcript=Phvul.011G062200.1 locus=Phvul.011G062200 ID=Phvul.011G062200.1.v2.1 annot-version=v2.1) & Pumilio homolog 2 OS=Arabidopsis thaliana (sp|q9zw06|pum2_arath : 992.0)
G-type lectin S-receptor-like serine/threonine-protein kinase At1g67520 OS=Arabidopsis thaliana (sp|o64793|y1675_arath : 249.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 57.7) (original description: pacid=37155309 transcript=Phvul.011G175000.2 locus=Phvul.011G175000 ID=Phvul.011G175000.2.v2.1 annot-version=v2.1) &
G-type lectin S-receptor-like serine/threonine-protein kinase At1g67520 OS=Arabidopsis thaliana (sp|o64793|y1675_arath : 249.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 57.7) (original description: pacid=37155309 transcript=Phvul.011G175000.2 locus=Phvul.011G175000 ID=Phvul.011G175000.2.v2.1 annot-version=v2.1) &
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Do not distribute
Glucan endo-1,3-beta-glucosidase 12 OS=Arabidopsis thaliana (sp|q8vye5|e1312_arath : 362.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 323.5) (original description: pacid=37160089 transcript=Phvul.008G271000.1 locus=Phvul.008G271000 ID=Phvul.008G271000.1.v2.1 annot-version=v2.1) &

Probable LRR receptor-like serine/threonine-protein kinase RKF3 OS=Arabidopsis thaliana (sp|p93050|rkf3_arath : 454.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 109.2) (original description: pacid=37170420 transcript=Phvul.001G147001.2 locus=Phvul.001G147001 ID=Phvul.001G147001.2.v2.1 annot-version=v2.1) &
Probable LRR receptor-like serine/threonine-protein kinase RKF3 OS=Arabidopsis thaliana (sp|p93050|rkf3_arath : 454.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 109.2) (original description: pacid=37170420 transcript=Phvul.001G147001.2 locus=Phvul.001G147001 ID=Phvul.001G147001.2.v2.1 annot-version=v2.1) &

Beta-glucosidase 46 OS=Arabidopsis thaliana (sp|o80690|bgl46_arath : 462.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 272.9) (original description: pacid=37147256 transcript=Phvul.003G076700.2 locus=Phvul.003G076700 ID=Phvul.003G076700.2.v2.1 annot-version=v2.1) &
Beta-glucosidase 46 OS=Arabidopsis thaliana (sp|o80690|bgl46_arath : 462.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 272.9) (original description: pacid=37147256 transcript=Phvul.003G076700.2 locus=Phvul.003G076700 ID=Phvul.003G076700.2.v2.1 annot-version=v2.1) &
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 (original description: pacid=37168990 transcript=Phvul.001G209900.2 locus=Phvul.001G209900 ID=Phvul.001G209900.2.v2.1 annot-version=v2.1) & Putative GTP diphosphokinase RSH1, chloroplastic OS=Arabidopsis thaliana (sp|p0dkg8|rsh1l_arath : 1183.0)

Beta-glucosidase 40 OS=Arabidopsis thaliana (sp|q9fze0|bgl40_arath : 657.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 409.7) (original description: pacid=37147449 transcript=Phvul.003G043600.2 locus=Phvul.003G043600 ID=Phvul.003G043600.2.v2.1 annot-version=v2.1) &

Cytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162939 transcript=Phvul.004G017600.1 locus=Phvul.004G017600 ID=Phvul.004G017600.1.v2.1 annot-version=v2.1) & Methyl-CpG-binding domain-containing protein 9 OS=Arabidopsis thaliana (sp|q9sgh2|mbd9_arath : 1565.0)

 (original description: pacid=37152686 transcript=Phvul.005G176600.1 locus=Phvul.005G176600 ID=Phvul.005G176600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g52620 OS=Arabidopsis thaliana (sp|q9ssr4|ppr77_arath : 801.0)
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G-type lectin S-receptor-like serine/threonine-protein kinase RLK1 OS=Arabidopsis thaliana (sp|q39202|rlk1_arath : 652.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 103.4) (original description: pacid=37142844 transcript=Phvul.010G032000.1 locus=Phvul.010G032000 ID=Phvul.010G032000.1.v2.1 annot-version=v2.1) &

G-type lectin S-receptor-like serine/threonine-protein kinase At1g67520 OS=Arabidopsis thaliana (sp|o64793|y1675_arath : 249.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 57.7) (original description: pacid=37155309 transcript=Phvul.011G175000.2 locus=Phvul.011G175000 ID=Phvul.011G175000.2.v2.1 annot-version=v2.1) &
G-type lectin S-receptor-like serine/threonine-protein kinase At1g67520 OS=Arabidopsis thaliana (sp|o64793|y1675_arath : 249.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 57.7) (original description: pacid=37155309 transcript=Phvul.011G175000.2 locus=Phvul.011G175000 ID=Phvul.011G175000.2.v2.1 annot-version=v2.1) &
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Do not distribute

Probable LRR receptor-like serine/threonine-protein kinase RKF3 OS=Arabidopsis thaliana (sp|p93050|rkf3_arath : 454.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 109.2) (original description: pacid=37170420 transcript=Phvul.001G147001.2 locus=Phvul.001G147001 ID=Phvul.001G147001.2.v2.1 annot-version=v2.1) &
Probable LRR receptor-like serine/threonine-protein kinase RKF3 OS=Arabidopsis thaliana (sp|p93050|rkf3_arath : 454.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 109.2) (original description: pacid=37170420 transcript=Phvul.001G147001.2 locus=Phvul.001G147001 ID=Phvul.001G147001.2.v2.1 annot-version=v2.1) &
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Do not distributeCytochrome P450 77A1 (Fragment) OS=Solanum melongena (sp|p37123|c77a1_solme : 391.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 208.0) (original description: pacid=37147806 transcript=Phvul.003G076900.1 locus=Phvul.003G076900 ID=Phvul.003G076900.1.v2.1 annot-version=v2.1) &
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Do not distribute

G-type lectin S-receptor-like serine/threonine-protein kinase RLK1 OS=Arabidopsis thaliana (sp|q39202|rlk1_arath : 652.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 103.4) (original description: pacid=37142844 transcript=Phvul.010G032000.1 locus=Phvul.010G032000 ID=Phvul.010G032000.1.v2.1 annot-version=v2.1) &

G-type lectin S-receptor-like serine/threonine-protein kinase At1g67520 OS=Arabidopsis thaliana (sp|o64793|y1675_arath : 249.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 57.7) (original description: pacid=37155309 transcript=Phvul.011G175000.2 locus=Phvul.011G175000 ID=Phvul.011G175000.2.v2.1 annot-version=v2.1) &
G-type lectin S-receptor-like serine/threonine-protein kinase At1g67520 OS=Arabidopsis thaliana (sp|o64793|y1675_arath : 249.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 57.7) (original description: pacid=37155309 transcript=Phvul.011G175000.2 locus=Phvul.011G175000 ID=Phvul.011G175000.2.v2.1 annot-version=v2.1) &
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Do not distribute

Id H42_1 H42_2 H42_3 X42_1 X42_2
cfa-miR-31 13 0 2 17 3
cpo-miR-31-5p 13 0 2 17 3
dno-miR-31-5p 13 0 2 17 3
ocu-miR-31-5p 13 0 2 17 3
aly-miR164a-5p 477 598 177 50 83
aly-miR164b-5p 477 598 177 50 83
aof-miR164 477 598 177 50 83
ata-miR164b-5p 477 598 177 50 83
ata-miR164c-5p 477 598 177 50 83
ath-miR164a 477 598 177 50 83
ath-miR164b-5p 477 598 177 50 83
atr-miR164a 477 598 177 50 83
atr-miR164b 477 598 177 50 83
bdi-miR164a-5p 477 598 177 50 83
bdi-miR164b 477 598 177 50 83
bdi-miR164e 477 598 177 50 83
bna-miR164a 477 598 177 50 83
bra-miR164a 477 598 177 50 83
cas-miR164 477 598 177 50 83
cme-miR164c 477 598 177 50 83
cme-miR164d 477 598 177 50 83
cpa-miR164a 477 598 177 50 83
cpa-miR164b 477 598 177 50 83
cpa-miR164c 477 598 177 50 83
csi-miR164a-5p 477 598 177 50 83
csi-miR164b-5p 477 598 177 50 83
csi-miR164c-5p 477 598 177 50 83
csi-miR164d-5p 477 598 177 50 83
ctr-miR164 477 598 177 50 83
fve-miR164a-5p 477 598 177 50 83
fve-miR164b 477 598 177 50 83
ghr-miR164 477 598 177 50 83
gma-miR164a 477 598 177 50 83
gma-miR164e 477 598 177 50 83
gma-miR164f 477 598 177 50 83
gma-miR164g 477 598 177 50 83
gma-miR164h 477 598 177 50 83
gma-miR164i 477 598 177 50 83
gma-miR164j 477 598 177 50 83
gma-miR164k 477 598 177 50 83
lus-miR164a 477 598 177 50 83
lus-miR164b 477 598 177 50 83
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Do not distribute

lus-miR164c 477 598 177 50 83
lus-miR164d 477 598 177 50 83
lus-miR164e 477 598 177 50 83
mdm-miR164b 477 598 177 50 83
mdm-miR164c 477 598 177 50 83
mdm-miR164d 477 598 177 50 83
mdm-miR164e 477 598 177 50 83
mdm-miR164f 477 598 177 50 83
mes-miR164a 477 598 177 50 83
mes-miR164b 477 598 177 50 83
mes-miR164c 477 598 177 50 83
mtr-miR164a 477 598 177 50 83
mtr-miR164b 477 598 177 50 83
mtr-miR164c 477 598 177 50 83
nta-miR164a 477 598 177 50 83
nta-miR164b 477 598 177 50 83
osa-miR164a 477 598 177 50 83
osa-miR164b 477 598 177 50 83
osa-miR164f 477 598 177 50 83
ppe-miR164a 477 598 177 50 83
ppe-miR164b 477 598 177 50 83
ppe-miR164c 477 598 177 50 83
ptc-miR164a 477 598 177 50 83
ptc-miR164b 477 598 177 50 83
ptc-miR164c 477 598 177 50 83
ptc-miR164d 477 598 177 50 83
ptc-miR164e 477 598 177 50 83
rco-miR164a 477 598 177 50 83
rco-miR164b 477 598 177 50 83
rco-miR164c 477 598 177 50 83
sbi-miR164a 477 598 177 50 83
sbi-miR164d 477 598 177 50 83
sbi-miR164e 477 598 177 50 83
sly-miR164a-5p 477 598 177 50 83
sly-miR164b-5p 477 598 177 50 83
ssl-miR164a 477 598 177 50 83
ssl-miR164b 477 598 177 50 83
tae-miR164 477 598 177 50 83
tcc-miR164a 477 598 177 50 83
tcc-miR164b 477 598 177 50 83
vvi-miR164a 477 598 177 50 83
vvi-miR164c 477 598 177 50 83
vvi-miR164d 477 598 177 50 83
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Do not distribute

zma-miR164a-5p 477 598 177 50 83
zma-miR164b-5p 477 598 177 50 83
zma-miR164c-5p 477 598 177 50 83
zma-miR164d-5p 477 598 177 50 83
zma-miR164g-5p 477 598 177 50 83
bra-miR164e-5p 482 598 180 50 83
bta-miR-451 86 276 3131 81 55
cja-miR-451 86 276 3131 81 55
cpo-miR-451-5p 86 276 3131 81 55
dno-miR-451-5p 86 276 3131 81 55
gga-miR-451 86 276 3131 81 55
oan-miR-451 86 276 3131 81 55
ocu-miR-451-5p 86 276 3131 81 55
oha-miR-451-?? 86 276 3131 81 55
tgu-miR-451 86 276 3131 81 55
aca-miR-451-5p 33 261 1822 29 15
cfa-miR-451 33 261 1822 29 15
cgr-miR-451a 33 261 1822 29 15
dre-miR-451 33 261 1822 29 15
hsa-miR-451a 33 261 1822 29 15
mml-miR-451 33 261 1822 29 15
mmu-miR-451a 33 261 1822 29 15
ppy-miR-451 33 261 1822 29 15
ptr-miR-451 33 261 1822 29 15
rno-miR-451-5p 33 261 1822 29 15
ssc-miR-451 33 261 1822 29 15
xtr-miR-451 33 261 1822 29 15
ebv-miR-BART8-3p 0 0 1 0 0
ebv-miR-BART1-3p 0 0 1 0 0
ebv-miR-BART1-5p 0 0 1 0 0
ebv-miR-BART17-5p 0 0 0 0 0
ebv-miR-BART6-3p 0 0 0 0 0
ebv-miR-BART17-3p 0 0 0 0 0
ebv-miR-BART6-5p 0 0 1 0 0
ebv-miR-BART7-5p 0 0 0 0 0
ebv-miR-BART19-3p 0 0 0 0 0
ebv-miR-BART14-5p 0 0 0 0 0
ebv-miR-BART2-5p 0 0 1 0 0
ebv-miR-BART5-5p 0 0 1 0 0
ebv-miR-BART9-3p 0 0 2 0 0
ebv-miR-BART22 0 0 5 0 0
rlcv-miR-rL1-6-3p 0 0 11 0 0
ebv-miR-BART10-3p 0 0 2 0 0
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ebv-miR-BART7-3p 0 0 2 0 0
ebv-miR-BART11-5p 0 0 2 0 0
ebv-miR-BART8-5p 0 0 3 0 0
efu-miR-192 3 5 9 5 2
cfa-miR-192 0 2 3 2 1
chi-miR-192-5p 0 2 3 2 1
cpo-miR-192-5p 0 2 3 2 1
eca-miR-192 0 2 3 2 1
ggo-miR-192 0 2 3 2 1
hsa-miR-192-5p 0 2 3 2 1
mml-miR-192-5p 0 2 3 2 1
mmu-miR-192-5p 0 2 3 2 1
nle-miR-192 0 2 3 2 1
oan-miR-192-5p 0 2 3 2 1
oga-miR-192 0 2 3 2 1
ppa-miR-192 0 2 3 2 1
ppy-miR-192 0 2 3 2 1
ptr-miR-192 0 2 3 2 1
rno-miR-192-5p 0 2 3 2 1
ssc-miR-192 0 2 3 2 1
tch-miR-192-5p 0 2 3 2 1
bta-miR-192 3 5 5 4 2
cgr-miR-192 2 4 4 3 2
oar-miR-127 5 2 39 5 6
age-miR-127 5 2 39 5 6
bta-miR-127 5 2 39 5 6
cfa-miR-127 5 2 39 5 6
cgr-miR-127 5 2 39 5 6
cpo-miR-127-3p 5 2 39 5 6
dma-miR-127 5 2 39 5 6
dno-miR-127-3p 5 2 39 5 6
eca-miR-127 5 2 39 5 6
hsa-miR-127-3p 5 2 39 5 6
lla-miR-127 5 2 39 5 6
mml-miR-127-3p 5 2 39 5 6
mmu-miR-127-3p 5 2 39 5 6
mne-miR-127 5 2 39 5 6
nle-miR-127 5 2 39 5 6
ocu-miR-127-3p 5 2 39 5 6
oga-miR-127 5 2 39 5 6
pal-miR-127-3p 5 2 39 5 6
pha-miR-127 5 2 39 5 6
ppa-miR-127 5 2 39 5 6
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ppy-miR-127 5 2 39 5 6
ptr-miR-127 5 2 39 5 6
rno-miR-127-3p 5 2 39 5 6
sbo-miR-127 5 2 39 5 6
sla-miR-127 5 2 39 5 6
ssc-miR-127 5 2 39 5 6
tch-miR-127-3p 5 2 39 5 6
efu-miR-127 5 2 40 5 6
ola-miR-7 14 28 15 9 6
aae-miR-7 14 28 15 9 6
abu-miR-7 14 28 15 9 6
aca-miR-7-5p 14 28 15 9 6
aga-miR-7 14 28 15 9 6
ame-miR-7-5p 14 28 15 9 6
ami-miR-7a-5p 14 28 15 9 6
bbe-miR-7-5p 14 28 15 9 6
bfl-miR-7 14 28 15 9 6
bmo-miR-7-5p 14 28 15 9 6
cfa-miR-7 14 28 15 9 6
cgr-miR-7a 14 28 15 9 6
cqu-miR-7 14 28 15 9 6
csa-miR-7 14 28 15 9 6
dan-miR-7 14 28 15 9 6
der-miR-7 14 28 15 9 6
dgr-miR-7 14 28 15 9 6
dme-miR-7-5p 14 28 15 9 6
dmo-miR-7 14 28 15 9 6
dpe-miR-7 14 28 15 9 6
dps-miR-7 14 28 15 9 6
dpu-miR-7 14 28 15 9 6
dre-miR-7a 14 28 15 9 6
dse-miR-7 14 28 15 9 6
dsi-miR-7 14 28 15 9 6
dwi-miR-7 14 28 15 9 6
dya-miR-7 14 28 15 9 6
eca-miR-7 14 28 15 9 6
gmo-miR-7c-5p 14 28 15 9 6
ipu-miR-7a 14 28 15 9 6
isc-miR-7 14 28 15 9 6
lva-miR-7-5p 14 28 15 9 6
mml-miR-7 14 28 15 9 6
mmu-miR-7a-5p 14 28 15 9 6
mze-miR-7b 14 28 15 9 6
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Do not distribute

nbr-miR-7 14 28 15 9 6
nlo-miR-7 14 28 15 9 6
nvi-miR-7 14 28 15 9 6
oan-miR-7-5p 14 28 15 9 6
oni-miR-7 14 28 15 9 6
pma-miR-7a-5p 14 28 15 9 6
pmi-miR-7-5p 14 28 15 9 6
pny-miR-7 14 28 15 9 6
ptr-miR-7 14 28 15 9 6
rno-miR-7a-5p 14 28 15 9 6
sko-miR-7-5p 14 28 15 9 6
spu-miR-7 14 28 15 9 6
ssa-miR-7a-5p 14 28 15 9 6
tgu-miR-7-5p 14 28 15 9 6
tni-miR-7 14 28 15 9 6
bta-miR-411a 6 1 21 8 2
cfa-miR-411 6 1 21 8 2
ggo-miR-411 6 1 21 8 2
oar-miR-411a-5p 6 1 21 8 2
cja-miR-411 6 1 14 6 1
cpo-miR-411-5p 6 1 14 6 1
dno-miR-411-5p 6 1 14 6 1
eca-miR-411 6 1 14 6 1
hsa-miR-411-5p 6 1 14 6 1
mml-miR-411-5p 6 1 14 6 1
mmr-miR-411a 6 1 14 6 1
mmu-miR-411-5p 6 1 14 6 1
ocu-miR-411-5p 6 1 14 6 1
oga-miR-411a 6 1 14 6 1
pha-miR-411a 6 1 14 6 1
ppa-miR-411a 6 1 14 6 1
ppy-miR-411 6 1 14 6 1
ptr-miR-411 6 1 14 6 1
rno-miR-411-5p 6 1 14 6 1
tch-miR-411-5p 6 1 14 6 1
aca-miR-10a-5p 8 5 15 4 5
age-miR-10a 8 5 15 4 5
ami-miR-10a-5p 8 5 15 4 5
bfl-miR-10a-5p 8 5 15 4 5
bta-miR-10a 8 5 15 4 5
cli-miR-10a-5p 8 5 15 4 5
dno-miR-10a-5p 8 5 15 4 5
eca-miR-10a 8 5 15 4 5
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Do not distribute

ggo-miR-10a 8 5 15 4 5
hsa-miR-10a-5p 8 5 15 4 5
mdo-miR-10a-5p 8 5 15 4 5
mml-miR-10a-5p 8 5 15 4 5
mmu-miR-10a-5p 8 5 15 4 5
oha-miR-10a-5p 8 5 15 4 5
pbv-miR-10a-5p 8 5 15 4 5
ppa-miR-10a 8 5 15 4 5
ppy-miR-10a 8 5 15 4 5
ptr-miR-10a 8 5 15 4 5
rno-miR-10a-5p 8 5 15 4 5
sko-miR-10 8 5 15 4 5
sla-miR-10a 8 5 15 4 5
xtr-miR-10a 8 5 15 4 5
xla-miR-10a-5p 8 5 16 4 5
api-miR-7 97 187 35 103 49
bdo-miR-7 97 187 35 103 49
bta-miR-7 97 187 35 103 49
ccr-miR-7a 97 187 35 103 49
chi-miR-7-5p 97 187 35 103 49
cja-miR-7 97 187 35 103 49
cli-miR-7a-5p 97 187 35 103 49
cpo-miR-7-5p 97 187 35 103 49
dno-miR-7-5p 97 187 35 103 49
dqu-miR-7-5p 97 187 35 103 49
dvi-miR-7-5p 97 187 35 103 49
efu-miR-7a 97 187 35 103 49
efu-miR-7b 97 187 35 103 49
efu-miR-7c 97 187 35 103 49
gmo-miR-7a-5p 97 187 35 103 49
hsa-miR-7-5p 97 187 35 103 49
lgi-miR-7 97 187 35 103 49
mse-miR-7 97 187 35 103 49
mze-miR-7a 97 187 35 103 49
ocu-miR-7a-5p 97 187 35 103 49
oha-miR-7-5p 97 187 35 103 49
pal-miR-7b-5p 97 187 35 103 49
pbv-miR-7-5p 97 187 35 103 49
pca-miR-7-5p 97 187 35 103 49
ssc-miR-7-5p 97 187 35 103 49
tca-miR-7-5p 97 187 35 103 49
tcf-miR-7 97 187 35 103 49
tch-miR-7-5p 97 187 35 103 49
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Do not distribute

tur-miR-7-5p 97 187 35 103 49
abu-let-7a 261 217 212 242 138
aca-let-7a-5p 261 217 212 242 138
ami-let-7a-5p 261 217 212 242 138
asu-let-7-5p 261 217 212 242 138
bbe-let-7a-5p 261 217 212 242 138
bfl-let-7a-5p 261 217 212 242 138
bma-let-7 261 217 212 242 138
bta-let-7a-5p 261 217 212 242 138
cbn-let-7 261 217 212 242 138
cbr-let-7 261 217 212 242 138
ccr-let-7a 261 217 212 242 138
cel-let-7-5p 261 217 212 242 138
cfa-let-7a 261 217 212 242 138
cgr-let-7a 261 217 212 242 138
chi-let-7a-5p 261 217 212 242 138
cja-let-7a 261 217 212 242 138
cli-let-7a-5p 261 217 212 242 138
cpi-let-7a-5p 261 217 212 242 138
cpo-let-7a-5p 261 217 212 242 138
crm-let-7 261 217 212 242 138
dma-let-7a 261 217 212 242 138
dno-let-7a-5p 261 217 212 242 138
dre-let-7a 261 217 212 242 138
eca-let-7a 261 217 212 242 138
fru-let-7a 261 217 212 242 138
gga-let-7a-5p 261 217 212 242 138
gga-let-7j-5p 261 217 212 242 138
gmo-let-7a-5p 261 217 212 242 138
hpo-let-7-5p 261 217 212 242 138
hsa-let-7a-5p 261 217 212 242 138
ipu-let-7a 261 217 212 242 138
lgi-let-7 261 217 212 242 138
mdo-let-7a-5p 261 217 212 242 138
mml-let-7a-5p 261 217 212 242 138
mmr-let-7a 261 217 212 242 138
mmu-let-7a-5p 261 217 212 242 138
mze-let-7a 261 217 212 242 138
nbr-let-7a 261 217 212 242 138
nle-let-7a 261 217 212 242 138
oar-let-7a 261 217 212 242 138
ocu-let-7a-5p 261 217 212 242 138
oga-let-7a 261 217 212 242 138
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oha-let-7a 261 217 212 242 138
oha-let-7a-5p 261 217 212 242 138
ola-let-7a 261 217 212 242 138
oni-let-7a 261 217 212 242 138
pal-let-7a-5p 261 217 212 242 138
pbv-let-7a-5p 261 217 212 242 138
pha-let-7a 261 217 212 242 138
pma-let-7a 261 217 212 242 138
pny-let-7a 261 217 212 242 138
ppa-let-7a 261 217 212 242 138
ppc-let-7 261 217 212 242 138
ppy-let-7a 261 217 212 242 138
pte-let-7-5p 261 217 212 242 138
ptr-let-7a 261 217 212 242 138
rno-let-7a-5p 261 217 212 242 138
sbo-let-7a 261 217 212 242 138
sko-let-7 261 217 212 242 138
ssa-let-7a-5p 261 217 212 242 138
ssc-let-7a 261 217 212 242 138
tgu-let-7a-5p 261 217 212 242 138
tni-let-7a 261 217 212 242 138
xla-let-7a-5p 261 217 212 242 138
xtr-let-7a 261 217 212 242 138
prd-let-7-5p 264 220 219 248 141
cgr-miR-196b 39 3 4 18 27
cja-miR-196b 39 3 4 18 27
eca-miR-196b 39 3 4 18 27
ggo-miR-196b 39 3 4 18 27
hsa-miR-196b-5p 39 3 4 18 27
mdo-miR-196a-5p 39 3 4 18 27
mml-miR-196b-5p 39 3 4 18 27
mmr-miR-196b 39 3 4 18 27
mmu-miR-196b-5p 39 3 4 18 27
nle-miR-196b 39 3 4 18 27
oga-miR-196b 39 3 4 18 27
pal-miR-196b-5p 39 3 4 18 27
ppy-miR-196b 39 3 4 18 27
ptr-miR-196b 39 3 4 18 27
rno-miR-196b-5p 39 3 4 18 27
ssc-miR-196b-5p 39 3 4 18 27
efu-miR-34a 69 10 99 57 33
ami-miR-34a-5p 69 10 99 57 33
cja-miR-34a 69 10 99 57 33
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Do not distribute

gga-miR-34a-5p 69 10 99 57 33
mdo-miR-34a-5p 69 10 99 57 33
oha-miR-34a-5p 69 10 99 57 33
tch-miR-34a-5p 69 10 99 57 33
xtr-miR-34a 69 10 99 57 33
bta-miR-196b 45 4 4 26 31
cfa-miR-196b 45 4 4 26 31
cpo-miR-196b-5p 45 4 4 26 31
dno-miR-196b-5p 45 4 4 26 31
ocu-miR-196b-5p 45 4 4 26 31
abu-let-7b 262 161 189 198 135
ami-let-7b-5p 262 161 189 198 135
bta-let-7b 262 161 189 198 135
ccr-let-7b 262 161 189 198 135
cfa-let-7b 262 161 189 198 135
cgr-let-7b 262 161 189 198 135
chi-let-7b-5p 262 161 189 198 135
cja-let-7b 262 161 189 198 135
cpi-let-7b-5p 262 161 189 198 135
cpo-let-7b-5p 262 161 189 198 135
dma-let-7b 262 161 189 198 135
dno-let-7b-5p 262 161 189 198 135
dre-let-7b 262 161 189 198 135
fru-let-7b 262 161 189 198 135
gga-let-7b 262 161 189 198 135
hsa-let-7b-5p 262 161 189 198 135
mdo-let-7b 262 161 189 198 135
mml-let-7b-5p 262 161 189 198 135
mmr-let-7b 262 161 189 198 135
mmu-let-7b-5p 262 161 189 198 135
mze-let-7b 262 161 189 198 135
nbr-let-7b 262 161 189 198 135
oan-let-7b-5p 262 161 189 198 135
ocu-let-7b-5p 262 161 189 198 135
oga-let-7b 262 161 189 198 135
oha-let-7b-5p 262 161 189 198 135
oni-let-7b 262 161 189 198 135
pbv-let-7b-5p 262 161 189 198 135
pha-let-7b 262 161 189 198 135
pny-let-7b 262 161 189 198 135
pol-let-7b-5p 262 161 189 198 135
ppa-let-7b 262 161 189 198 135
ppy-let-7b 262 161 189 198 135
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ptr-let-7b 262 161 189 198 135
rno-let-7b-5p 262 161 189 198 135
sbo-let-7b 262 161 189 198 135
ssa-let-7b-5p 262 161 189 198 135
tgu-let-7b-5p 262 161 189 198 135
tni-let-7b 262 161 189 198 135
abu-miR-34 58 9 85 42 29
age-miR-34a 58 9 85 42 29
bta-miR-34a 58 9 85 42 29
ccr-miR-34 58 9 85 42 29
cfa-miR-34a 58 9 85 42 29
cgr-miR-34a 58 9 85 42 29
chi-miR-34a 58 9 85 42 29
cli-miR-34a-5p 58 9 85 42 29
cpi-miR-34a-5p 58 9 85 42 29
cpo-miR-34a-5p 58 9 85 42 29
dno-miR-34a-5p 58 9 85 42 29
dre-miR-34a 58 9 85 42 29
eca-miR-34a 58 9 85 42 29
ggo-miR-34a 58 9 85 42 29
gmo-miR-34-5p 58 9 85 42 29
hsa-miR-34a-5p 58 9 85 42 29
ipu-miR-34a 58 9 85 42 29
lla-miR-34a 58 9 85 42 29
mml-miR-34a-5p 58 9 85 42 29
mmr-miR-34a 58 9 85 42 29
mmu-miR-34a-5p 58 9 85 42 29
mne-miR-34a 58 9 85 42 29
mze-miR-34 58 9 85 42 29
nbr-miR-34 58 9 85 42 29
nle-miR-34a 58 9 85 42 29
ocu-miR-34a-5p 58 9 85 42 29
oga-miR-34a 58 9 85 42 29
oni-miR-34 58 9 85 42 29
pal-miR-34a-5p 58 9 85 42 29
pbv-miR-34a-5p 58 9 85 42 29
pny-miR-34 58 9 85 42 29
ppa-miR-34a 58 9 85 42 29
ppy-miR-34a 58 9 85 42 29
ptr-miR-34a 58 9 85 42 29
rno-miR-34a-5p 58 9 85 42 29
sla-miR-34a 58 9 85 42 29
ssc-miR-34a 58 9 85 42 29
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tgu-miR-34a 58 9 85 42 29
cja-miR-222 28 20 33 32 14
cpi-miR-222a-3p 28 20 33 32 14
gmo-miR-222-3p 28 20 33 32 14
mmu-miR-222-3p 28 20 33 32 14
pal-miR-222-3p 28 20 33 32 14
xla-miR-222-3p 28 20 33 32 14
ccr-miR-100 31 0 40 10 8
cgr-miR-100-5p 31 0 40 10 8
chi-miR-100-5p 31 0 40 10 8
cpi-miR-100-5p 31 0 40 10 8
dma-miR-100 31 0 40 10 8
mdo-miR-100-5p 31 0 40 10 8
pmi-miR-100-5p 31 0 40 10 8
sbo-miR-100 31 0 40 10 8
sha-miR-100 31 0 40 10 8
tgu-miR-100-5p 31 0 40 10 8
hme-let-7 86 41 76 62 44
pca-let-7-5p 86 41 76 62 44
ame-let-7-5p 86 41 76 62 43
bdo-let-7 86 41 76 62 43
bmo-let-7-5p 86 41 76 62 43
cte-let-7 86 41 76 62 43
dan-let-7 86 41 76 62 43
der-let-7 86 41 76 62 43
dgr-let-7 86 41 76 62 43
dme-let-7-5p 86 41 76 62 43
dmo-let-7 86 41 76 62 43
dpe-let-7 86 41 76 62 43
dps-let-7 86 41 76 62 43
dqu-let-7-5p 86 41 76 62 43
dse-let-7 86 41 76 62 43
dsi-let-7 86 41 76 62 43
dvi-let-7 86 41 76 62 43
dwi-let-7 86 41 76 62 43
dya-let-7 86 41 76 62 43
ggo-let-7a 86 41 76 62 43
isc-let-7 86 41 76 62 43
ngi-let-7 86 41 76 62 43
nvi-let-7 86 41 76 62 43
ola-let-7a-5p 86 41 76 62 43
sha-let-7a 86 41 76 62 43
abu-miR-222 123 106 185 150 53
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age-miR-222 123 106 185 150 53
ami-miR-222a-3p 123 106 185 150 53
cgr-miR-222-3p 123 106 185 150 53
chi-miR-222-3p 123 106 185 150 53
cli-miR-222a-3p 123 106 185 150 53
cpo-miR-222-3p 123 106 185 150 53
dma-miR-222 123 106 185 150 53
dno-miR-222-3p 123 106 185 150 53
dre-miR-222a-3p 123 106 185 150 53
fru-miR-222 123 106 185 150 53
gga-miR-222a 123 106 185 150 53
mdo-miR-222a 123 106 185 150 53
mmr-miR-222 123 106 185 150 53
mze-miR-222 123 106 185 150 53
nbr-miR-222 123 106 185 150 53
nle-miR-222 123 106 185 150 53
ocu-miR-222-3p 123 106 185 150 53
oga-miR-222 123 106 185 150 53
oha-miR-222a-3p 123 106 185 150 53
oni-miR-222 123 106 185 150 53
pbv-miR-222a-3p 123 106 185 150 53
pha-miR-222 123 106 185 150 53
pny-miR-222 123 106 185 150 53
ppa-miR-222 123 106 185 150 53
ssa-miR-222a-3p 123 106 185 150 53
ssc-miR-222 123 106 185 150 53
tgu-miR-222-3p 123 106 185 150 53
tni-miR-222 123 106 185 150 53
xtr-miR-222 123 106 185 150 53
efu-let-7f 201 112 115 183 125
aca-let-7f-5p 199 112 115 182 125
bta-let-7f 199 112 115 182 125
cfa-let-7f 199 112 115 182 125
cgr-let-7f 199 112 115 182 125
chi-let-7f-5p 199 112 115 182 125
cja-let-7f 199 112 115 182 125
cli-let-7f-5p 199 112 115 182 125
cpi-let-7f-5p 199 112 115 182 125
cpo-let-7f-5p 199 112 115 182 125
dma-let-7f 199 112 115 182 125
dno-let-7f-5p 199 112 115 182 125
dre-let-7f 199 112 115 182 125
eca-let-7f 199 112 115 182 125
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gga-let-7f-5p 199 112 115 182 125
gmo-let-7f-5p 199 112 115 182 125
hsa-let-7f-5p 199 112 115 182 125
ipu-let-7f 199 112 115 182 125
mdo-let-7f-5p 199 112 115 182 125
mml-let-7f-5p 199 112 115 182 125
mmr-let-7f 199 112 115 182 125
mmu-let-7f-5p 199 112 115 182 125
nle-let-7f 199 112 115 182 125
oan-let-7f-5p 199 112 115 182 125
ocu-let-7f-5p 199 112 115 182 125
oga-let-7f 199 112 115 182 125
oha-let-7f-5p 199 112 115 182 125
oni-let-7f 199 112 115 182 125
pal-let-7f-5p 199 112 115 182 125
pbv-let-7f-5p 199 112 115 182 125
pha-let-7f 199 112 115 182 125
ppa-let-7f 199 112 115 182 125
ppy-let-7f 199 112 115 182 125
ptr-let-7f 199 112 115 182 125
rno-let-7f-5p 199 112 115 182 125
sbo-let-7f 199 112 115 182 125
ssc-let-7f-5p 199 112 115 182 125
tch-let-7f-5p 199 112 115 182 125
tgu-let-7f-5p 199 112 115 182 125
xla-let-7f-5p 199 112 115 182 125
xtr-let-7f 199 112 115 182 125
bfl-miR-100-5p 57 2 301 35 20
dpu-miR-100 57 2 301 35 20
hpo-miR-100-5p 57 2 301 35 20
isc-miR-100 57 2 301 35 20
abu-let-7i 305 162 122 253 165
aca-let-7i-5p 305 162 122 253 165
bta-let-7i 305 162 122 253 165
chi-let-7i-5p 305 162 122 253 165
cja-let-7i 305 162 122 253 165
cpi-let-7i-5p 305 162 122 253 165
cpo-let-7i-5p 305 162 122 253 165
dno-let-7i-5p 305 162 122 253 165
dre-let-7i 305 162 122 253 165
fru-let-7i 305 162 122 253 165
gmo-let-7i-5p 305 162 122 253 165
hsa-let-7i-5p 305 162 122 253 165
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ipu-let-7i 305 162 122 253 165
mml-let-7i-5p 305 162 122 253 165
mmu-let-7i-5p 305 162 122 253 165
mze-let-7i 305 162 122 253 165
nbr-let-7i 305 162 122 253 165
nle-let-7i 305 162 122 253 165
oar-let-7i 305 162 122 253 165
ocu-let-7i-5p 305 162 122 253 165
oga-let-7i 305 162 122 253 165
oha-let-7i-5p 305 162 122 253 165
oni-let-7i 305 162 122 253 165
pal-let-7i-5p 305 162 122 253 165
pbv-let-7i-5p 305 162 122 253 165
pha-let-7i 305 162 122 253 165
pny-let-7i 305 162 122 253 165
ppa-let-7i 305 162 122 253 165
ppy-let-7i 305 162 122 253 165
ptr-let-7i 305 162 122 253 165
rno-let-7i-5p 305 162 122 253 165
ssa-let-7i-5p 305 162 122 253 165
tch-let-7i-5p 305 162 122 253 165
tgu-let-7i-5p 305 162 122 253 165
tni-let-7i 305 162 122 253 165
cli-let-7i-5p 309 162 123 256 165
asu-miR-100a-5p 57 3 311 35 20
prd-miR-100-5p 57 3 311 35 20
oha-miR-100-5p 47 2 288 32 16
aae-miR-100 47 2 288 31 16
abu-miR-100 47 2 288 31 16
aca-miR-100 47 2 288 31 16
aga-miR-100 47 2 288 31 16
age-miR-100 47 2 288 31 16
ame-miR-100-5p 47 2 288 31 16
ami-miR-100-5p 47 2 288 31 16
bbe-miR-100-5p 47 2 288 31 16
bma-miR-100b 47 2 288 31 16
bmo-miR-100 47 2 288 31 16
bta-miR-100 47 2 288 31 16
cja-miR-100 47 2 288 31 16
cli-miR-100-5p 47 2 288 31 16
cpo-miR-100-5p 47 2 288 31 16
cqu-miR-100-5p 47 2 288 31 16
dno-miR-100-5p 47 2 288 31 16
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dre-miR-100-5p 47 2 288 31 16
eca-miR-100 47 2 288 31 16
fru-miR-100 47 2 288 31 16
gga-miR-100-5p 47 2 288 31 16
ggo-miR-100 47 2 288 31 16
gmo-miR-100a-5p 47 2 288 31 16
hsa-miR-100-5p 47 2 288 31 16
ipu-miR-100 47 2 288 31 16
lgi-miR-100 47 2 288 31 16
lla-miR-100 47 2 288 31 16
mml-miR-100-5p 47 2 288 31 16
mmr-miR-100 47 2 288 31 16
mmu-miR-100-5p 47 2 288 31 16
mse-miR-100 47 2 288 31 16
mze-miR-100 47 2 288 31 16
nbr-miR-100 47 2 288 31 16
nle-miR-100 47 2 288 31 16
nvi-miR-100 47 2 288 31 16
oan-miR-100-5p 47 2 288 31 16
ocu-miR-100-5p 47 2 288 31 16
oga-miR-100 47 2 288 31 16
oni-miR-100 47 2 288 31 16
pal-miR-100-5p 47 2 288 31 16
pbv-miR-100-5p 47 2 288 31 16
pha-miR-100 47 2 288 31 16
pma-miR-100a-5p 47 2 288 31 16
pny-miR-100 47 2 288 31 16
ppa-miR-100 47 2 288 31 16
ppy-miR-100 47 2 288 31 16
pte-miR-100b-5p 47 2 288 31 16
ptr-miR-100 47 2 288 31 16
rno-miR-100-5p 47 2 288 31 16
sko-miR-100 47 2 288 31 16
sla-miR-100 47 2 288 31 16
ssa-miR-100a-5p 47 2 288 31 16
ssc-miR-100 47 2 288 31 16
tcf-miR-100 47 2 288 31 16
tch-miR-100-5p 47 2 288 31 16
tni-miR-100 47 2 288 31 16
xla-miR-100-5p 47 2 288 31 16
xtr-miR-100 47 2 288 31 16
tca-miR-100-5p 47 2 290 31 16
ami-let-7f-5p 54 16 39 51 36
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ggo-let-7f 54 16 39 51 36
oar-let-7f 54 16 39 51 36
cli-miR-199-3p 450 16 114 402 242
efu-miR-199 450 16 114 402 242
dre-miR-199-3p 426 15 111 375 227
oha-miR-199c-3p 426 15 111 375 227
ssc-miR-199b-3p 426 15 111 375 227
xtr-miR-199a-3p 426 15 111 375 227
xla-miR-199-3p 379 12 105 334 200
ami-miR-199-3p 379 12 105 334 200
bta-miR-199a-3p 379 12 105 334 200
cpi-miR-199-3p 379 12 105 334 200
cpo-miR-199-3p 379 12 105 334 200
dno-miR-199-3p 379 12 105 334 200
eca-miR-199a-3p 379 12 105 334 200
eca-miR-199b-3p 379 12 105 334 200
gmo-miR-199-3p 379 12 105 334 200
hsa-miR-199a-3p 379 12 105 334 200
hsa-miR-199b-3p 379 12 105 334 200
mml-miR-199a-3p 379 12 105 334 200
mmu-miR-199a-3p 379 12 105 334 200
mmu-miR-199b-3p 379 12 105 334 200
ocu-miR-199a-3p 379 12 105 334 200
oha-miR-199a-3p 379 12 105 334 200
ola-miR-199a-3p 379 12 105 334 200
pol-miR-199a-3p 379 12 105 334 200
ptr-miR-199a-3p 379 12 105 334 200
ptr-miR-199b 379 12 105 334 200
rno-miR-199a-3p 379 12 105 334 200
ssc-miR-199a-3p 379 12 105 334 200
abu-miR-199-3p 358 11 102 309 185
ccr-miR-199-3p 358 11 102 309 185
cfa-miR-199 358 11 102 309 185
cgr-miR-199a-3p 358 11 102 309 185
chi-miR-199a-3p 358 11 102 309 185
chi-miR-199b-3p 358 11 102 309 185
chi-miR-199c-3p 358 11 102 309 185
cja-miR-199 358 11 102 309 185
dma-miR-199 358 11 102 309 185
gmo-miR-199-4-3p 358 11 102 309 185
ipu-miR-199a-3p 358 11 102 309 185
mdo-miR-199b-3p 358 11 102 309 185
mmr-miR-199 358 11 102 309 185
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mze-miR-199 358 11 102 309 185
nbr-miR-199 358 11 102 309 185
nle-miR-199a 358 11 102 309 185
nle-miR-199b 358 11 102 309 185
oan-miR-199-3p 358 11 102 309 185
oar-miR-199a-3p 358 11 102 309 185
oga-miR-199 358 11 102 309 185
oni-miR-199a 358 11 102 309 185
pal-miR-199-3p 358 11 102 309 185
pbv-miR-199-3p 358 11 102 309 185
pha-miR-199 358 11 102 309 185
pny-miR-199 358 11 102 309 185
ppa-miR-199b 358 11 102 309 185
sbo-miR-199 358 11 102 309 185
sha-miR-199a 358 11 102 309 185
ssa-miR-199a-3p 358 11 102 309 185
tch-miR-199a-3p 358 11 102 309 185
tch-miR-199b-3p 358 11 102 309 185
tgu-miR-199-3p 358 11 102 309 185
aae-miR-125-5p 75 5 62 39 22
abu-miR-125b 75 5 62 39 22
aca-miR-125b 75 5 62 39 22
aga-miR-125 75 5 62 39 22
age-miR-125b 75 5 62 39 22
ami-miR-125b-5p 75 5 62 39 22
bbe-miR-125a-5p 75 5 62 39 22
bdo-miR-125 75 5 62 39 22
bfl-miR-125a-5p 75 5 62 39 22
bta-miR-125b 75 5 62 39 22
ccr-miR-125b 75 5 62 39 22
cfa-miR-125b 75 5 62 39 22
cgr-miR-125b-5p 75 5 62 39 22
cja-miR-125 75 5 62 39 22
cja-miR-125b 75 5 62 39 22
cli-miR-125-5p 75 5 62 39 22
cpi-miR-125b-5p 75 5 62 39 22
cpo-miR-125b-5p 75 5 62 39 22
cqu-miR-125-5p 75 5 62 39 22
cte-miR-125 75 5 62 39 22
dan-miR-125 75 5 62 39 22
der-miR-125 75 5 62 39 22
dgr-miR-125 75 5 62 39 22
dma-miR-125b 75 5 62 39 22
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dme-miR-125-5p 75 5 62 39 22
dmo-miR-125 75 5 62 39 22
dno-miR-125b-5p 75 5 62 39 22
dpe-miR-125 75 5 62 39 22
dps-miR-125 75 5 62 39 22
dqu-miR-125-5p 75 5 62 39 22
dre-miR-125b-5p 75 5 62 39 22
dse-miR-125 75 5 62 39 22
dsi-miR-125 75 5 62 39 22
dwi-miR-125 75 5 62 39 22
dya-miR-125 75 5 62 39 22
eca-miR-125b-5p 75 5 62 39 22
efu-miR-125b 75 5 62 39 22
fru-miR-125b 75 5 62 39 22
gga-miR-125b-5p 75 5 62 39 22
ggo-miR-125b 75 5 62 39 22
gmo-miR-125b-5p 75 5 62 39 22
hsa-miR-125b-5p 75 5 62 39 22
ipu-miR-125b 75 5 62 39 22
lca-miR-125b 75 5 62 39 22
lla-miR-125b 75 5 62 39 22
lva-miR-125-5p 75 5 62 39 22
mdo-miR-125b-5p 75 5 62 39 22
mml-miR-125b-5p 75 5 62 39 22
mmr-miR-125a 75 5 62 39 22
mmu-miR-125b-5p 75 5 62 39 22
mne-miR-125b 75 5 62 39 22
mze-miR-125b 75 5 62 39 22
nbr-miR-125b 75 5 62 39 22
nle-miR-125b 75 5 62 39 22
nlo-miR-125 75 5 62 39 22
nvi-miR-125 75 5 62 39 22
oan-miR-125-5p 75 5 62 39 22
ocu-miR-125b-5p 75 5 62 39 22
oga-miR-125b 75 5 62 39 22
oha-miR-125b-5p 75 5 62 39 22
ola-miR-125b 75 5 62 39 22
ola-miR-125c 75 5 62 39 22
oni-miR-125b 75 5 62 39 22
pal-miR-125b-5p 75 5 62 39 22
pbv-miR-125b-5p 75 5 62 39 22
pha-miR-125b 75 5 62 39 22
pma-miR-125-5p 75 5 62 39 22
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pmi-miR-125-5p 75 5 62 39 22
pny-miR-125b 75 5 62 39 22
ppa-miR-125b 75 5 62 39 22
ppy-miR-125b 75 5 62 39 22
ptr-miR-125b 75 5 62 39 22
rno-miR-125b-5p 75 5 62 39 22
sha-miR-125a 75 5 62 39 22
sko-miR-125a 75 5 62 39 22
sla-miR-125b 75 5 62 39 22
spu-miR-125-5p 75 5 62 39 22
ssa-miR-125a-5p 75 5 62 39 22
ssc-miR-125b 75 5 62 39 22
tca-miR-125-5p 75 5 62 39 22
tcf-miR-125 75 5 62 39 22
tch-miR-125b-5p 75 5 62 39 22
tgu-miR-125-5p 75 5 62 39 22
tni-miR-125b 75 5 62 39 22
xla-miR-125b-5p 75 5 62 39 22
xtr-miR-125b 75 5 62 39 22
aca-let-7b-5p 66 35 74 42 30
ggo-let-7b 66 35 74 42 30
ipu-let-7b 66 35 74 42 30
oar-let-7b 66 35 74 42 30
ola-let-7b 66 35 74 42 30
cgr-miR-125a-5p 43 2 23 26 18
cpo-miR-125a-5p 43 2 23 26 18
eca-miR-125a-5p 43 2 23 26 18
hsa-miR-125a-5p 43 2 23 26 18
mml-miR-125a-5p 43 2 23 26 18
mmu-miR-125a-5p 43 2 23 26 18
oga-miR-125a 43 2 23 26 18
ppy-miR-125a-5p 43 2 23 26 18
rno-miR-125a-5p 43 2 23 26 18
sbo-miR-125a 43 2 23 26 18
efu-miR-99b 42 1 76 17 18
bta-miR-99b 42 1 76 17 18
cfa-miR-99b 42 1 76 17 18
chi-miR-99b-5p 42 1 76 17 18
cpo-miR-99b-5p 42 1 76 17 18
eca-miR-99b 42 1 76 17 18
hsa-miR-99b-5p 42 1 76 17 18
mml-miR-99b-5p 42 1 76 17 18
mmu-miR-99b-5p 42 1 76 17 18
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oga-miR-99b 42 1 76 17 18
pal-miR-99b-5p 42 1 76 17 18
ptr-miR-99b 42 1 76 17 18
rno-miR-99b-5p 42 1 76 17 18
ssc-miR-99b 42 1 76 17 18
tch-miR-99b-5p 42 1 76 17 18
abu-miR-26a 615 49 348 440 277
aca-miR-26-3-5p 615 49 348 440 277
ami-miR-26-5p 615 49 348 440 277
bta-miR-26a 615 49 348 440 277
ccr-miR-26a 615 49 348 440 277
cfa-miR-26a 615 49 348 440 277
chi-miR-26a-5p 615 49 348 440 277
cja-miR-26a 615 49 348 440 277
cli-miR-26-5p 615 49 348 440 277
cpi-miR-26-5p 615 49 348 440 277
cpo-miR-26a-5p 615 49 348 440 277
dma-miR-26a 615 49 348 440 277
dno-miR-26a-5p 615 49 348 440 277
dre-miR-26a-5p 615 49 348 440 277
eca-miR-26a 615 49 348 440 277
fru-miR-26 615 49 348 440 277
gga-miR-26a-2-5p 615 49 348 440 277
ggo-miR-26a 615 49 348 440 277
gmo-miR-26a-5p 615 49 348 440 277
hsa-miR-26a-5p 615 49 348 440 277
ipu-miR-26a 615 49 348 440 277
lla-miR-26a 615 49 348 440 277
mml-miR-26a-5p 615 49 348 440 277
mmr-miR-26a 615 49 348 440 277
mmu-miR-26a-5p 615 49 348 440 277
mne-miR-26a 615 49 348 440 277
mze-miR-26a 615 49 348 440 277
nbr-miR-26a 615 49 348 440 277
nle-miR-26a 615 49 348 440 277
oan-miR-26-5p 615 49 348 440 277
oar-miR-26a 615 49 348 440 277
ocu-miR-26a-5p 615 49 348 440 277
oga-miR-26a 615 49 348 440 277
oha-miR-26-5p 615 49 348 440 277
oni-miR-26a 615 49 348 440 277
pal-miR-26a-5p 615 49 348 440 277
pbv-miR-26-5p 615 49 348 440 277
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pha-miR-26a 615 49 348 440 277
pma-miR-26a-5p 615 49 348 440 277
pny-miR-26a 615 49 348 440 277
ppa-miR-26a 615 49 348 440 277
ppy-miR-26a 615 49 348 440 277
ptr-miR-26a 615 49 348 440 277
rno-miR-26a-5p 615 49 348 440 277
sbo-miR-26a 615 49 348 440 277
ssa-miR-26a-5p 615 49 348 440 277
ssc-miR-26a 615 49 348 440 277
tch-miR-26a-5p 615 49 348 440 277
tgu-miR-26-5p 615 49 348 440 277
tni-miR-26 615 49 348 440 277
xla-miR-26-5p 615 49 348 440 277
efu-miR-26a 618 49 351 447 278
efu-miR-26c 618 49 351 447 278
bta-miR-21-5p 2370 1990 2099 2260 1180
cpo-miR-21-5p 2370 1990 2099 2260 1180
dno-miR-21-5p 2370 1990 2099 2260 1180
ocu-miR-21-5p 2370 1990 2099 2260 1180
sha-miR-21 2370 1990 2099 2260 1180
ami-miR-21-5p 2354 1975 2085 2242 1167
chi-miR-21-5p 2354 1975 2085 2242 1167
dma-miR-21 2354 1975 2085 2242 1167
mmr-miR-21 2354 1975 2085 2242 1167
nle-miR-21 2354 1975 2085 2242 1167
oar-miR-21 2354 1975 2085 2242 1167
oga-miR-21 2354 1975 2085 2242 1167
pbv-miR-21-5p 2354 1975 2085 2242 1167
pha-miR-21 2354 1975 2085 2242 1167
sbo-miR-21 2354 1975 2085 2242 1167
aca-miR-181a 530 24 204 364 281
ami-miR-181a-5p 530 24 204 364 281
cgr-miR-181a-5p 530 24 204 364 281
cja-miR-181a 530 24 204 364 281
cpi-miR-181a-5p 530 24 204 364 281
dma-miR-181a 530 24 204 364 281
dre-miR-181a-5p 530 24 204 364 281
eca-miR-181a 530 24 204 364 281
fru-miR-181a-5p 530 24 204 364 281
gga-miR-181a-5p 530 24 204 364 281
ggo-miR-181a-5p 530 24 204 364 281
gmo-miR-181a-5p 530 24 204 364 281
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hsa-miR-181a-5p 530 24 204 364 281
lla-miR-181a-5p 530 24 204 364 281
mdo-miR-181a-5p 530 24 204 364 281
mml-miR-181a-5p 530 24 204 364 281
mmu-miR-181a-5p 530 24 204 364 281
mne-miR-181a-5p 530 24 204 364 281
nle-miR-181a 530 24 204 364 281
oan-miR-181a-5p 530 24 204 364 281
oar-miR-181a 530 24 204 364 281
oga-miR-181a 530 24 204 364 281
pha-miR-181a 530 24 204 364 281
pma-miR-181a-5p 530 24 204 364 281
ppa-miR-181a-5p 530 24 204 364 281
ppy-miR-181a-5p 530 24 204 364 281
ptr-miR-181a-5p 530 24 204 364 281
rno-miR-181a-5p 530 24 204 364 281
sla-miR-181a 530 24 204 364 281
ssa-miR-181a-5p 530 24 204 364 281
tch-miR-181a-5p 530 24 204 364 281
tgu-miR-181a-5p 530 24 204 364 281
tni-miR-181a-5p 530 24 204 364 281
xtr-miR-181a-5p 530 24 204 364 281
gma-miR169k 4455 4521 1104 4737 10493
gma-miR169l-5p 4455 4521 1104 4737 10493
mes-miR169l 4455 4521 1104 4737 10493
mes-miR169m 4455 4521 1104 4737 10493
bta-miR-181a 573 27 235 389 301
cli-miR-181a-5p 573 27 235 389 301
cpo-miR-181a-5p 573 27 235 389 301
dno-miR-181a-5p 573 27 235 389 301
ocu-miR-181a-5p 573 27 235 389 301
oha-miR-181a-5p 573 27 235 389 301
pal-miR-181a-5p 573 27 235 389 301
pbv-miR-181a-5p 573 27 235 389 301
ssc-miR-181a 573 27 235 389 301
ami-let-7i-5p 41 17 46 40 27
ccr-let-7i 41 17 46 40 27
gga-let-7i 41 17 46 40 27
ggo-let-7i 41 17 46 40 27
mdo-let-7i-5p 41 17 46 40 27
sha-let-7i 41 17 46 40 27
xla-let-7i-5p 41 17 46 40 27
xtr-let-7i 41 17 46 40 27

Page 2518 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

bta-miR-26b 46 28 38 40 14
cfa-miR-26b 46 28 38 40 14
cgr-miR-26b-5p 46 28 38 40 14
chi-miR-26b-5p 46 28 38 40 14
cja-miR-26b 46 28 38 40 14
cpo-miR-26b-5p 46 28 38 40 14
dma-miR-26b 46 28 38 40 14
dno-miR-26b-5p 46 28 38 40 14
mmr-miR-26b 46 28 38 40 14
ocu-miR-26b-5p 46 28 38 40 14
pal-miR-26b-5p 46 28 38 40 14
pha-miR-26b 46 28 38 40 14
ppa-miR-26b 46 28 38 40 14
ssc-miR-26b-5p 46 28 38 40 14
tch-miR-26b-5p 46 28 38 40 14
efu-miR-26b 47 30 39 41 14
cfa-miR-24 507 314 364 538 238
cgr-miR-24-3p 507 314 364 538 238
ipu-miR-24 507 314 364 538 238
oga-miR-24 507 314 364 538 238
oha-miR-24-3p 507 314 364 538 238
abu-miR-24b-3p 505 314 364 538 237
aca-miR-24-3p 505 314 364 538 237
ami-miR-24-3p 505 314 364 538 237
bta-miR-24-3p 505 314 364 538 237
ccr-miR-24 505 314 364 538 237
cja-miR-24 505 314 364 538 237
cpo-miR-24-3p 505 314 364 538 237
dno-miR-24a-3p 505 314 364 538 237
dre-miR-24 505 314 364 538 237
eca-miR-24 505 314 364 538 237
fru-miR-24-3p 505 314 364 538 237
gga-miR-24-3p 505 314 364 538 237
ggo-miR-24 505 314 364 538 237
hsa-miR-24-3p 505 314 364 538 237
mml-miR-24-3p 505 314 364 538 237
mmu-miR-24-3p 505 314 364 538 237
mne-miR-24-3p 505 314 364 538 237
nbr-miR-24a 505 314 364 538 237
oan-miR-24-3p 505 314 364 538 237
ocu-miR-24-3p 505 314 364 538 237
ola-miR-24a 505 314 364 538 237
oni-miR-24a 505 314 364 538 237
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pbv-miR-24-3p 505 314 364 538 237
pma-miR-24 505 314 364 538 237
pny-miR-24a 505 314 364 538 237
ppa-miR-24-3p 505 314 364 538 237
ppy-miR-24-3p 505 314 364 538 237
ptr-miR-24 505 314 364 538 237
rno-miR-24-3p 505 314 364 538 237
ssc-miR-24-3p 505 314 364 538 237
tgu-miR-24-3p 505 314 364 538 237
tni-miR-24 505 314 364 538 237
xla-miR-24a-3p 505 314 364 538 237
xtr-miR-24a-3p 505 314 364 538 237
abu-miR-181c 64 15 28 42 45
chi-miR-181b-5p 64 15 28 42 45
eca-miR-181b 64 15 28 42 45
hsa-miR-181b-5p 64 15 28 42 45
mdo-miR-181b-5p 64 15 28 42 45
oha-miR-181b-5p 64 15 28 42 45
ppy-miR-181b 64 15 28 42 45
ptr-miR-181b 64 15 28 42 45
rno-miR-181b-5p 64 15 28 42 45
tch-miR-181b-5p 64 15 28 42 45
pde-miR159 342 153 44 381 330
ssa-miR-23b-3p 153 17 36 119 64
bta-miR-10174-3p 155 17 35 118 64
oga-miR-23b 155 17 35 118 64
tch-miR-23b-3p 155 17 35 118 64
cpi-miR-93-5p 11 10 75 9 5
sha-miR-93 11 10 75 9 5
gga-let-7g-5p 33 17 56 30 20
ggo-let-7g 33 17 56 30 20
mdo-let-7g-5p 33 17 56 30 20
oar-let-7g 33 17 56 30 20
sha-let-7g 33 17 56 30 20
cli-miR-23b-3p 155 18 35 119 63
efu-miR-23b 156 17 36 118 65
aca-let-7g 99 80 152 91 48
ami-let-7g-5p 99 80 152 91 48
bta-let-7g 99 80 152 91 48
cfa-let-7g 99 80 152 91 48
cgr-let-7g-5p 99 80 152 91 48
chi-let-7g-5p 99 80 152 91 48
cja-let-7g 99 80 152 91 48
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cli-let-7g-5p 99 80 152 91 48
cpi-let-7g-5p 99 80 152 91 48
cpo-let-7g-5p 99 80 152 91 48
dma-let-7g 99 80 152 91 48
dno-let-7g-5p 99 80 152 91 48
eca-let-7g 99 80 152 91 48
hsa-let-7g-5p 99 80 152 91 48
mml-let-7g-5p 99 80 152 91 48
mmr-let-7g 99 80 152 91 48
mmu-let-7g-5p 99 80 152 91 48
nle-let-7g 99 80 152 91 48
oan-let-7g-5p 99 80 152 91 48
ocu-let-7g-5p 99 80 152 91 48
oga-let-7g 99 80 152 91 48
oha-let-7g-5p 99 80 152 91 48
pal-let-7g-5p 99 80 152 91 48
pbv-let-7g-5p 99 80 152 91 48
pha-let-7g 99 80 152 91 48
ppa-let-7g 99 80 152 91 48
ppy-let-7g 99 80 152 91 48
ptr-let-7g 99 80 152 91 48
rno-let-7g-5p 99 80 152 91 48
ssc-let-7g 99 80 152 91 48
tch-let-7g-5p 99 80 152 91 48
tgu-let-7g-5p 99 80 152 91 48
ami-miR-23b-3p 153 17 35 116 63
bta-miR-23b-3p 153 17 35 116 63
cpo-miR-23b-3p 153 17 35 116 63
dno-miR-23b-3p 153 17 35 116 63
dre-miR-23b-3p 153 17 35 116 63
hsa-miR-23b-3p 153 17 35 116 63
ocu-miR-23b-3p 153 17 35 116 63
oha-miR-23b-3p 153 17 35 116 63
ola-miR-23b 153 17 35 116 63
pbv-miR-23b-3p 153 17 35 116 63
pma-miR-23b 153 17 35 116 63
ppa-miR-23b 153 17 35 116 63
ppy-miR-23b 153 17 35 116 63
ptr-miR-23b 153 17 35 116 63
aca-miR-23a-3p 403 112 128 342 207
age-miR-23a 403 112 128 342 207
ccr-miR-23a 403 112 128 342 207
cgr-miR-23a-3p 403 112 128 342 207
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chi-miR-23a 403 112 128 342 207
cpi-miR-23a-3p 403 112 128 342 207
eca-miR-23a 403 112 128 342 207
ggo-miR-23a 403 112 128 342 207
hsa-miR-23a-3p 403 112 128 342 207
ipu-miR-23a 403 112 128 342 207
lca-miR-23a 403 112 128 342 207
mml-miR-23a-3p 403 112 128 342 207
mmu-miR-23a-3p 403 112 128 342 207
mne-miR-23a 403 112 128 342 207
pbv-miR-23a-3p 403 112 128 342 207
pha-miR-23a 403 112 128 342 207
pny-miR-23a 403 112 128 342 207
ppa-miR-23a 403 112 128 342 207
ppy-miR-23a 403 112 128 342 207
ptr-miR-23a 403 112 128 342 207
rno-miR-23a-3p 403 112 128 342 207
sla-miR-23a 403 112 128 342 207
ssa-miR-23a-3p 403 112 128 342 207
ssc-miR-23a 403 112 128 342 207
xla-miR-23a 403 112 128 342 207
xtr-miR-23a 403 112 128 342 207
bta-miR-93 14 16 76 13 8
cpo-miR-151-5p 38 45 24 48 27
dno-miR-151-5p 38 45 24 48 27
ami-miR-181b-5p 95 27 50 66 59
bta-miR-181b 95 27 50 66 59
cli-miR-181b-5p 95 27 50 66 59
cpi-miR-181b-5p 95 27 50 66 59
cpo-miR-181b-5p 95 27 50 66 59
dno-miR-181b-5p 95 27 50 66 59
efu-miR-181e 95 27 50 66 59
ggo-miR-181b 95 27 50 66 59
gmo-miR-181b-5p 95 27 50 66 59
hhi-miR-181b 95 27 50 66 59
lla-miR-181b 95 27 50 66 59
mml-miR-181b-5p 95 27 50 66 59
mmu-miR-181b-5p 95 27 50 66 59
mne-miR-181b 95 27 50 66 59
ocu-miR-181b-5p 95 27 50 66 59
ola-miR-181b-5p 95 27 50 66 59
pal-miR-181b-5p 95 27 50 66 59
ppa-miR-181b 95 27 50 66 59
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ssc-miR-181b 95 27 50 66 59
tgu-miR-181b-5p 95 27 50 66 59
abu-miR-221 34 21 39 23 11
ami-miR-221-3p 34 21 39 23 11
cgr-miR-221-3p 34 21 39 23 11
cpo-miR-221-3p 34 21 39 23 11
dma-miR-221 34 21 39 23 11
dno-miR-221-3p 34 21 39 23 11
dre-miR-221-3p 34 21 39 23 11
eca-miR-221 34 21 39 23 11
fru-miR-221 34 21 39 23 11
gga-miR-221-3p 34 21 39 23 11
ggo-miR-221 34 21 39 23 11
hsa-miR-221-3p 34 21 39 23 11
mdo-miR-221-3p 34 21 39 23 11
mml-miR-221-3p 34 21 39 23 11
mmr-miR-221 34 21 39 23 11
mmu-miR-221-3p 34 21 39 23 11
mze-miR-221 34 21 39 23 11
nbr-miR-221 34 21 39 23 11
nle-miR-221 34 21 39 23 11
ocu-miR-221-3p 34 21 39 23 11
oga-miR-221 34 21 39 23 11
oha-miR-221-3p 34 21 39 23 11
ola-miR-221 34 21 39 23 11
oni-miR-221 34 21 39 23 11
pha-miR-221 34 21 39 23 11
pny-miR-221 34 21 39 23 11
ppa-miR-221 34 21 39 23 11
ppy-miR-221 34 21 39 23 11
ptr-miR-221 34 21 39 23 11
rno-miR-221-3p 34 21 39 23 11
sbo-miR-221 34 21 39 23 11
tgu-miR-221-3p 34 21 39 23 11
tni-miR-221 34 21 39 23 11
xtr-miR-221 34 21 39 23 11
abu-miR-23b 106 6 23 67 42
aca-miR-23b-3p 106 6 23 67 42
ccr-miR-23b 106 6 23 67 42
cgr-miR-23b-3p 106 6 23 67 42
chi-miR-23b-3p 106 6 23 67 42
cja-miR-23b 106 6 23 67 42
cpi-miR-23b-3p 106 6 23 67 42
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dma-miR-23b 106 6 23 67 42
eca-miR-23b 106 6 23 67 42
gga-miR-23b-3p 106 6 23 67 42
ipu-miR-23b 106 6 23 67 42
mdo-miR-23b-3p 106 6 23 67 42
mml-miR-23b-3p 106 6 23 67 42
mmr-miR-23b 106 6 23 67 42
mmu-miR-23b-3p 106 6 23 67 42
mze-miR-23b 106 6 23 67 42
nbr-miR-23b 106 6 23 67 42
nle-miR-23b 106 6 23 67 42
oni-miR-23b 106 6 23 67 42
pha-miR-23b 106 6 23 67 42
pma-miR-23a-3p 106 6 23 67 42
pny-miR-23b 106 6 23 67 42
rno-miR-23b-3p 106 6 23 67 42
tgu-miR-23-3p 106 6 23 67 42
xla-miR-23b-3p 106 6 23 67 42
xtr-miR-23b 106 6 23 67 42
efu-miR-23a 692 247 187 626 335
ami-miR-30d-5p 57 28 69 62 22
bta-miR-30d 57 28 69 62 22
cfa-miR-30d 57 28 69 62 22
cli-miR-30d-5p 57 28 69 62 22
cpo-miR-30d-5p 57 28 69 62 22
dno-miR-30d-5p 57 28 69 62 22
gmo-miR-30a-5p 57 28 69 62 22
nle-miR-30d 57 28 69 62 22
ocu-miR-30d-5p 57 28 69 62 22
oga-miR-30d 57 28 69 62 22
oha-miR-30d-5p 57 28 69 62 22
pal-miR-30d-5p 57 28 69 62 22
pbv-miR-30d-5p 57 28 69 62 22
pha-miR-30d 57 28 69 62 22
ssa-miR-30b-5p 57 28 69 62 22
ssc-miR-30d 57 28 69 62 22
tgu-miR-30d-5p 57 28 69 62 22
xla-miR-30d-5p 57 28 69 62 22
abu-miR-24a 90 32 44 67 41
chi-miR-24-3p 90 32 44 67 41
dma-miR-24 90 32 44 67 41
dre-miR-24b-3p 90 32 44 67 41
gmo-miR-24a-3p 90 32 44 67 41

Page 2524 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

ipu-miR-24b 90 32 44 67 41
mmr-miR-24 90 32 44 67 41
mze-miR-24a 90 32 44 67 41
nbr-miR-24c 90 32 44 67 41
nle-miR-24 90 32 44 67 41
oni-miR-24a-3 90 32 44 67 41
oni-miR-24a-4 90 32 44 67 41
oni-miR-24b-3p 90 32 44 67 41
pha-miR-24 90 32 44 67 41
pny-miR-24a-3 90 32 44 67 41
pny-miR-24a-4 90 32 44 67 41
ssa-miR-24a-3p 90 32 44 67 41
dre-miR-23b 138 9 32 97 54
fru-miR-23b 138 9 32 97 54
ggo-miR-23b 138 9 32 97 54
gmo-miR-23b-3p 138 9 32 97 54
pal-miR-23b-3p 138 9 32 97 54
ssc-miR-23b 138 9 32 97 54
tni-miR-23b 138 9 32 97 54
cpo-miR-23a-3p 672 228 184 607 324
dno-miR-23a-3p 672 228 184 607 324
bta-miR-423-3p 130 129 28 140 71
sbo-miR-423 130 129 28 140 71
dno-miR-24b-3p 91 32 44 67 42
efu-miR-92a 967 1113 98 1162 475
abu-miR-92a 967 1113 97 1161 475
aca-miR-92a 967 1113 97 1161 475
age-miR-92 967 1113 97 1161 475
ami-miR-92a-3p 967 1113 97 1161 475
bta-miR-92a 967 1113 97 1161 475
ccr-miR-92a 967 1113 97 1161 475
cfa-miR-92a 967 1113 97 1161 475
cgr-miR-92a-3p 967 1113 97 1161 475
chi-miR-92a-3p 967 1113 97 1161 475
chi-miR-92b 967 1113 97 1161 475
cja-miR-92a 967 1113 97 1161 475
cli-miR-92-3p 967 1113 97 1161 475
cpo-miR-92a-3p 967 1113 97 1161 475
dma-miR-92a 967 1113 97 1161 475
dno-miR-92a-3p 967 1113 97 1161 475
dre-miR-92a-3p 967 1113 97 1161 475
eca-miR-92a 967 1113 97 1161 475
fru-miR-92 967 1113 97 1161 475
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ggo-miR-92 967 1113 97 1161 475
hsa-miR-92a-3p 967 1113 97 1161 475
ipu-miR-92a 967 1113 97 1161 475
lca-miR-92 967 1113 97 1161 475
lla-miR-92 967 1113 97 1161 475
mdo-miR-92a-3p 967 1113 97 1161 475
mml-miR-92a-3p 967 1113 97 1161 475
mmr-miR-92a 967 1113 97 1161 475
mmr-miR-92b 967 1113 97 1161 475
mne-miR-92 967 1113 97 1161 475
mze-miR-92a 967 1113 97 1161 475
nbr-miR-92a 967 1113 97 1161 475
nle-miR-92a 967 1113 97 1161 475
oan-miR-92a-3p 967 1113 97 1161 475
ocu-miR-92a-3p 967 1113 97 1161 475
oga-miR-92a 967 1113 97 1161 475
oha-miR-92a 967 1113 97 1161 475
oha-miR-92a-3p 967 1113 97 1161 475
oni-miR-92a 967 1113 97 1161 475
pal-miR-92a-3p 967 1113 97 1161 475
pbv-miR-92a-3p 967 1113 97 1161 475
pha-miR-92a 967 1113 97 1161 475
pny-miR-92 967 1113 97 1161 475
ppa-miR-92a 967 1113 97 1161 475
ppy-miR-92 967 1113 97 1161 475
ptr-miR-92 967 1113 97 1161 475
sbo-miR-92a 967 1113 97 1161 475
sla-miR-92 967 1113 97 1161 475
ssa-miR-92a-3p 967 1113 97 1161 475
ssc-miR-92a 967 1113 97 1161 475
tch-miR-92a-3p 967 1113 97 1161 475
tgu-miR-92-3p 967 1113 97 1161 475
tni-miR-92 967 1113 97 1161 475
xla-miR-92a-3p 967 1113 97 1161 475
abu-miR-23a 651 218 181 584 309
ami-miR-23a-3p 651 218 181 584 309
bta-miR-23a 651 218 181 584 309
cja-miR-23a 651 218 181 584 309
dre-miR-23a-3p 651 218 181 584 309
fru-miR-23a 651 218 181 584 309
gmo-miR-23a-3p 651 218 181 584 309
hhi-miR-23a 651 218 181 584 309
mze-miR-23a 651 218 181 584 309
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Do not distribute

nbr-miR-23a 651 218 181 584 309
oan-miR-23a-3p 651 218 181 584 309
oar-miR-23a 651 218 181 584 309
oga-miR-23a 651 218 181 584 309
oha-miR-23a-3p 651 218 181 584 309
ola-miR-23a 651 218 181 584 309
oni-miR-23a 651 218 181 584 309
pal-miR-23a-3p 651 218 181 584 309
tni-miR-23a 651 218 181 584 309
xla-miR-23a-3p 651 218 181 584 309
gma-miR396e 610 282 349 380 635
aau-miR396 610 282 348 380 635
aly-miR396a-5p 610 282 348 380 635
amg-miR396 610 282 348 380 635
aof-miR396b 610 282 348 380 635
aqc-miR396a 610 282 348 380 635
ata-miR396e-5p 610 282 348 380 635
ath-miR396a-5p 610 282 348 380 635
bcy-miR396a 610 282 348 380 635
bdi-miR396c-5p 610 282 348 380 635
bdi-miR396d-5p 610 282 348 380 635
bgy-miR396a 610 282 348 380 635
cas-miR396a 610 282 348 380 635
cme-miR396b 610 282 348 380 635
cpa-miR396 610 282 348 380 635
csi-miR396a-5p 610 282 348 380 635
csi-miR396b-5p 610 282 348 380 635
dpr-miR396 610 282 348 380 635
eun-miR396b-5p 610 282 348 380 635
fve-miR396a-5p 610 282 348 380 635
fve-miR396c-5p 610 282 348 380 635
fve-miR396d 610 282 348 380 635
ghr-miR396a 610 282 348 380 635
ghr-miR396b 610 282 348 380 635
gma-miR396a-5p 610 282 348 380 635
gma-miR396i-5p 610 282 348 380 635
hbr-miR396b 610 282 348 380 635
lja-miR396 610 282 348 380 635
lus-miR396a 610 282 348 380 635
lus-miR396c 610 282 348 380 635
mdm-miR396b 610 282 348 380 635
mes-miR396a 610 282 348 380 635
mes-miR396b 610 282 348 380 635
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mtr-miR396b-5p 610 282 348 380 635
nta-miR396a 610 282 348 380 635
osa-miR396a-5p 610 282 348 380 635
osa-miR396b-5p 610 282 348 380 635
ptc-miR396a 610 282 348 380 635
ptc-miR396b 610 282 348 380 635
sbi-miR396a 610 282 348 380 635
sbi-miR396b 610 282 348 380 635
sly-miR396a-5p 610 282 348 380 635
sof-miR396 610 282 348 380 635
ssl-miR396 610 282 348 380 635
ssp-miR396 610 282 348 380 635
tcc-miR396a 610 282 348 380 635
tcc-miR396b 610 282 348 380 635
vvi-miR396c 610 282 348 380 635
vvi-miR396d 610 282 348 380 635
zma-miR396a-5p 610 282 348 380 635
zma-miR396b-5p 610 282 348 380 635
ami-miR-140-5p 150 17 4 108 74
ccr-miR-140-5p 150 17 4 108 74
cgr-miR-140-5p 150 17 4 108 74
chi-miR-140-5p 150 17 4 108 74
cli-miR-140-5p 150 17 4 108 74
cpi-miR-140-5p 150 17 4 108 74
cpo-miR-140-5p 150 17 4 108 74
dno-miR-140-5p 150 17 4 108 74
dre-miR-140-5p 150 17 4 108 74
eca-miR-140-5p 150 17 4 108 74
efu-miR-140 150 17 4 108 74
fru-miR-140 150 17 4 108 74
hsa-miR-140-5p 150 17 4 108 74
mdo-miR-140-5p 150 17 4 108 74
mml-miR-140-5p 150 17 4 108 74
mmu-miR-140-5p 150 17 4 108 74
ocu-miR-140-5p 150 17 4 108 74
oha-miR-140-5p 150 17 4 108 74
ola-miR-140-5p 150 17 4 108 74
pal-miR-140-5p 150 17 4 108 74
pma-miR-140 150 17 4 108 74
pol-miR-140-5p 150 17 4 108 74
ppy-miR-140-5p 150 17 4 108 74
rno-miR-140-5p 150 17 4 108 74
ssa-miR-140-5p 150 17 4 108 74
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tgu-miR-140-5p 150 17 4 108 74
tni-miR-140 150 17 4 108 74
xla-miR-140-5p 152 18 4 110 74
cgr-miR-423-3p 123 121 27 134 63
chi-miR-423-3p 123 121 27 134 63
cja-miR-423-3p 123 121 27 134 63
cpo-miR-423-3p 123 121 27 134 63
dma-miR-423 123 121 27 134 63
dno-miR-423-3p 123 121 27 134 63
eca-miR-423-3p 123 121 27 134 63
hsa-miR-423-3p 123 121 27 134 63
mml-miR-423-3p 123 121 27 134 63
mmu-miR-423-3p 123 121 27 134 63
nle-miR-423 123 121 27 134 63
ocu-miR-423-3p 123 121 27 134 63
oga-miR-423 123 121 27 134 63
pal-miR-423-3p 123 121 27 134 63
ppa-miR-423 123 121 27 134 63
ppy-miR-423-3p 123 121 27 134 63
ptr-miR-423 123 121 27 134 63
rno-miR-423-3p 123 121 27 134 63
ssc-miR-423-3p 123 121 27 134 63
tch-miR-423-3p 123 121 27 134 63
ahy-miR408-3p 38 40 43 72 52
aly-miR408-3p 38 40 43 72 52
ath-miR408-3p 38 40 43 72 52
cas-miR408 38 40 43 72 52
cme-miR408 38 40 43 72 52
csi-miR408-3p 38 40 43 72 52
gma-miR408a-3p 38 40 43 72 52
gma-miR408b-3p 38 40 43 72 52
gma-miR408c-3p 38 40 43 72 52
lus-miR408a 38 40 43 72 52
mdm-miR408a 38 40 43 72 52
mes-miR408 38 40 43 72 52
mtr-miR408-3p 38 40 43 72 52
pta-miR408 38 40 43 72 52
ptc-miR408-3p 38 40 43 72 52
vun-miR408 38 40 43 72 52
vvi-miR408 38 40 43 72 52
dre-miR-27a-3p 526 304 354 521 256
ipu-miR-27a 526 304 354 521 256
ssa-miR-27a-3p 526 304 354 521 256
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aly-miR396a-3p 127 102 90 94 201
ath-miR396a-3p 127 102 90 94 201
csi-miR396b-3p 127 102 90 94 201
eun-miR396a-3p 127 102 90 94 201
fve-miR396a-3p 127 102 90 94 201
fve-miR396c-3p 127 102 90 94 201
gma-miR396i-3p 127 102 90 94 201
mtr-miR396b-3p 127 102 90 94 201
sly-miR396a-3p 127 102 90 94 201
abu-miR-27a 466 289 340 482 226
aca-miR-27a-3p 466 289 340 482 226
ami-miR-27a-3p 466 289 340 482 226
ccr-miR-27a 466 289 340 482 226
cgr-miR-27a-3p 466 289 340 482 226
cja-miR-27a 466 289 340 482 226
cpi-miR-27a-3p 466 289 340 482 226
dno-miR-27a-3p 466 289 340 482 226
eca-miR-27a 466 289 340 482 226
hsa-miR-27a-3p 466 289 340 482 226
mdo-miR-27a-3p 466 289 340 482 226
mmu-miR-27a-3p 466 289 340 482 226
mze-miR-27a 466 289 340 482 226
nbr-miR-27a 466 289 340 482 226
oan-miR-27a-3p 466 289 340 482 226
oar-miR-27a 466 289 340 482 226
oni-miR-27a 466 289 340 482 226
pbv-miR-27a-3p 466 289 340 482 226
pny-miR-27a 466 289 340 482 226
rno-miR-27a-3p 466 289 340 482 226
sbo-miR-27a 466 289 340 482 226
ssc-miR-27a 466 289 340 482 226
xtr-miR-27a 466 289 340 482 226
age-miR-27a 466 290 340 483 226
ggo-miR-27a 466 290 340 483 226
lca-miR-27a 466 290 340 483 226
mml-miR-27a-3p 466 290 340 483 226
mne-miR-27a 466 290 340 483 226
oha-miR-27a-3p 466 290 340 483 226
ppa-miR-27a 466 290 340 483 226
ppy-miR-27a 466 290 340 483 226
ptr-miR-27a 466 290 340 483 226
sla-miR-27a 466 290 340 483 226
cpo-miR-27a-3p 178 92 314 181 109
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tch-miR-27a-3p 178 92 314 181 109
efu-miR-93 52 85 87 71 35
ami-miR-93-5p 48 75 85 63 28
cfa-miR-93 48 75 85 63 28
cgr-miR-93-5p 48 75 85 63 28
chi-miR-93-5p 48 75 85 63 28
cja-miR-93 48 75 85 63 28
cpo-miR-93-5p 48 75 85 63 28
dma-miR-93 48 75 85 63 28
dno-miR-93-5p 48 75 85 63 28
eca-miR-93 48 75 85 63 28
hsa-miR-93-5p 48 75 85 63 28
mmu-miR-93-5p 48 75 85 63 28
nle-miR-93 48 75 85 63 28
ocu-miR-93-5p 48 75 85 63 28
oga-miR-93 48 75 85 63 28
pal-miR-93-5p 48 75 85 63 28
pha-miR-93 48 75 85 63 28
rno-miR-93-5p 48 75 85 63 28
tch-miR-93-5p 48 75 85 63 28
xla-miR-93-5p 48 75 85 63 28
ptc-miR6478 2152 3721 7602 2350 8982
pvu-miR482-5p 4383 5090 697 3076 6462
aca-miR-27b-3p 213 40 135 172 87
dre-miR-27b-3p 213 40 135 172 87
fru-miR-27b 213 40 135 172 87
oha-miR-27b-3p 213 40 135 172 87
tni-miR-27b 213 40 135 172 87
xla-miR-27b-3p 213 40 135 172 87
abu-miR-27b 171 33 131 134 76
bta-miR-27b 171 33 131 134 76
cfa-miR-27b 171 33 131 134 76
cgr-miR-27b-3p 171 33 131 134 76
chi-miR-27b-3p 171 33 131 134 76
cja-miR-27b 171 33 131 134 76
cli-miR-27b-3p 171 33 131 134 76
cpi-miR-27b-3p 171 33 131 134 76
cpo-miR-27b-3p 171 33 131 134 76
dno-miR-27b-3p 171 33 131 134 76
eca-miR-27b 171 33 131 134 76
gga-miR-27b-3p 171 33 131 134 76
ggo-miR-27b 171 33 131 134 76
hsa-miR-27b-3p 171 33 131 134 76
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ipu-miR-27b 171 33 131 134 76
mdo-miR-27b-3p 171 33 131 134 76
mml-miR-27b-3p 171 33 131 134 76
mmr-miR-27b 171 33 131 134 76
mmu-miR-27b-3p 171 33 131 134 76
mze-miR-27b 171 33 131 134 76
nbr-miR-27b 171 33 131 134 76
oan-miR-27b-3p 171 33 131 134 76
ocu-miR-27b-3p 171 33 131 134 76
oni-miR-27b 171 33 131 134 76
pal-miR-27b-3p 171 33 131 134 76
pbv-miR-27b-3p 171 33 131 134 76
pma-miR-27b-3p 171 33 131 134 76
pny-miR-27b 171 33 131 134 76
ppa-miR-27b 171 33 131 134 76
ppy-miR-27b 171 33 131 134 76
ptr-miR-27b 171 33 131 134 76
rno-miR-27b-3p 171 33 131 134 76
sbo-miR-27b 171 33 131 134 76
sha-miR-27b 171 33 131 134 76
ssa-miR-27b-3p 171 33 131 134 76
ssc-miR-27b-3p 171 33 131 134 76
tch-miR-27b-3p 171 33 131 134 76
tgu-miR-27-3p 171 33 131 134 76
xtr-miR-27b 171 33 131 134 76
efu-miR-27b 217 42 137 172 87
ggo-let-7c 95 32 29 90 55
ola-let-7c 95 32 29 90 55
cpi-miR-24-3p 202 107 198 200 94
sbo-miR-24 202 107 198 200 94
bcy-miR156 497 289 178 259 317
bgy-miR156 497 289 178 259 317
ahy-miR156b-5p 497 289 177 259 317
aly-miR157a-5p 497 289 177 259 317
aly-miR157b-5p 497 289 177 259 317
aly-miR157c-5p 497 289 177 259 317
aof-miR156b 497 289 177 259 317
ath-miR157a-5p 497 289 177 259 317
ath-miR157b-5p 497 289 177 259 317
ath-miR157c-5p 497 289 177 259 317
atr-miR156a 497 289 177 259 317
atr-miR156c 497 289 177 259 317
bna-miR156b 497 289 177 259 317
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bna-miR156c 497 289 177 259 317
bna-miR156g 497 289 177 259 317
bol-miR157a 497 289 177 259 317
bra-miR157a 497 289 177 259 317
cca-miR156c 497 289 177 259 317
cme-miR156b 497 289 177 259 317
cpa-miR156e 497 289 177 259 317
cpa-miR156f 497 289 177 259 317
fve-miR156f 497 289 177 259 317
fve-miR156g-5p 497 289 177 259 317
gma-miR156c 497 289 177 259 317
gma-miR156d 497 289 177 259 317
gma-miR156i 497 289 177 259 317
gma-miR156j 497 289 177 259 317
gma-miR156l 497 289 177 259 317
gma-miR156m 497 289 177 259 317
gra-miR157a 497 289 177 259 317
gra-miR157b 497 289 177 259 317
han-miR156c 497 289 177 259 317
lus-miR156b 497 289 177 259 317
lus-miR156c 497 289 177 259 317
lus-miR156e 497 289 177 259 317
lus-miR156f 497 289 177 259 317
lus-miR156h 497 289 177 259 317
lus-miR156i 497 289 177 259 317
mdm-miR156ab 497 289 177 259 317
mdm-miR156ac 497 289 177 259 317
mes-miR156h 497 289 177 259 317
mes-miR156i 497 289 177 259 317
mes-miR156j 497 289 177 259 317
mtr-miR156e 497 289 177 259 317
mtr-miR156f 497 289 177 259 317
mtr-miR156h-5p 497 289 177 259 317
ppe-miR156g 497 289 177 259 317
ppe-miR156h 497 289 177 259 317
ppe-miR156i 497 289 177 259 317
ptc-miR156g 497 289 177 259 317
ptc-miR156h 497 289 177 259 317
ptc-miR156i 497 289 177 259 317
ptc-miR156j 497 289 177 259 317
rco-miR156f 497 289 177 259 317
rco-miR156g 497 289 177 259 317
rco-miR156h 497 289 177 259 317
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sly-miR156a 497 289 177 259 317
sly-miR156b 497 289 177 259 317
sly-miR156c 497 289 177 259 317
stu-miR156a 497 289 177 259 317
stu-miR156b 497 289 177 259 317
stu-miR156c 497 289 177 259 317
stu-miR156d-5p 497 289 177 259 317
tcc-miR156e 497 289 177 259 317
tcc-miR156f 497 289 177 259 317
vca-miR156b-5p 497 289 177 259 317
vun-miR156b 497 289 177 259 317
vvi-miR156f 497 289 177 259 317
vvi-miR156g 497 289 177 259 317
vvi-miR156i 497 289 177 259 317
pta-miR159a 214 147 5 235 134
osa-miR159c 221 151 6 236 138
aof-miR319b 4361 1697 3131 4130 2409
atr-miR319b 4361 1697 3131 4130 2409
atr-miR319d 4361 1697 3131 4130 2409
atr-miR319e 4361 1697 3131 4130 2409
cas-miR319c 4361 1697 3131 4130 2409
csi-miR159d 4361 1697 3131 4130 2409
fve-miR319 4361 1697 3131 4130 2409
tcc-miR319 4361 1697 3131 4130 2409
vvi-miR319e 4361 1697 3131 4130 2409
abu-let-7c 435 201 101 374 235
aca-let-7c-5p 435 201 101 374 235
ami-let-7c-5p 435 201 101 374 235
bta-let-7c 435 201 101 374 235
cfa-let-7c 435 201 101 374 235
chi-let-7c-5p 435 201 101 374 235
cja-let-7c 435 201 101 374 235
cli-let-7c-5p 435 201 101 374 235
cpi-let-7c-5p 435 201 101 374 235
cpo-let-7c-5p 435 201 101 374 235
dma-let-7c 435 201 101 374 235
dno-let-7c-5p 435 201 101 374 235
dre-let-7c-5p 435 201 101 374 235
eca-let-7c 435 201 101 374 235
gga-let-7c-5p 435 201 101 374 235
gmo-let-7c-5p 435 201 101 374 235
hhi-let-7c 435 201 101 374 235
hsa-let-7c-5p 435 201 101 374 235
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ipu-let-7c 435 201 101 374 235
mml-let-7c-5p 435 201 101 374 235
mmr-let-7c 435 201 101 374 235
mmu-let-7c-5p 435 201 101 374 235
mze-let-7c 435 201 101 374 235
nbr-let-7c 435 201 101 374 235
nle-let-7c 435 201 101 374 235
oan-let-7c-5p 435 201 101 374 235
oar-let-7c 435 201 101 374 235
ocu-let-7c-5p 435 201 101 374 235
oga-let-7c 435 201 101 374 235
oha-let-7c-5p 435 201 101 374 235
oni-let-7c 435 201 101 374 235
pal-let-7c-5p 435 201 101 374 235
pbv-let-7c-5p 435 201 101 374 235
pha-let-7c 435 201 101 374 235
pny-let-7c 435 201 101 374 235
pol-let-7a-5p 435 201 101 374 235
ppa-let-7c 435 201 101 374 235
ppy-let-7c 435 201 101 374 235
ptr-let-7c 435 201 101 374 235
rno-let-7c-5p 435 201 101 374 235
ssa-let-7c-5p 435 201 101 374 235
ssc-let-7c 435 201 101 374 235
tcf-let-7-5p 435 201 101 374 235
tgu-let-7c-5p 435 201 101 374 235
xla-let-7c-5p 435 201 101 374 235
xtr-let-7c 435 201 101 374 235
efu-let-7c 448 209 111 385 247
abu-miR-143 115 4 328 51 30
aca-miR-143-3p 115 4 328 51 30
aja-miR-143 115 4 328 51 30
ami-miR-143-3p 115 4 328 51 30
bta-miR-143 115 4 328 51 30
cfa-miR-143 115 4 328 51 30
cgr-miR-143 115 4 328 51 30
chi-miR-143-3p 115 4 328 51 30
cli-miR-143-3p 115 4 328 51 30
cpi-miR-143-3p 115 4 328 51 30
cpo-miR-143-3p 115 4 328 51 30
dno-miR-143-3p 115 4 328 51 30
dre-miR-143 115 4 328 51 30
eca-miR-143 115 4 328 51 30
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gga-miR-143-3p 115 4 328 51 30
hsa-miR-143-3p 115 4 328 51 30
ipu-miR-143 115 4 328 51 30
mdo-miR-143-3p 115 4 328 51 30
mml-miR-143-3p 115 4 328 51 30
mmu-miR-143-3p 115 4 328 51 30
nle-miR-143 115 4 328 51 30
oan-miR-143-3p 115 4 328 51 30
oar-miR-143 115 4 328 51 30
ocu-miR-143-3p 115 4 328 51 30
oga-miR-143 115 4 328 51 30
oni-miR-143 115 4 328 51 30
pal-miR-143-3p 115 4 328 51 30
pbv-miR-143-3p 115 4 328 51 30
pha-miR-143 115 4 328 51 30
ssa-miR-143-3p 115 4 328 51 30
ssc-miR-143-3p 115 4 328 51 30
tch-miR-143-3p 115 4 328 51 30
xla-miR-143-3p 115 4 328 51 30
xtr-miR-143 115 4 328 51 30
efu-miR-143 115 4 329 51 30
mes-miR319h 237 83 202 210 130
vun-miR319b 237 83 202 210 130
cme-miR319c 218 77 198 201 122
cme-miR319d 218 77 198 201 122
gma-miR319c 218 77 198 201 122
ptc-miR319e 218 77 198 201 122
ptc-miR319f 218 77 198 201 122
ptc-miR319g 218 77 198 201 122
ptc-miR319h 218 77 198 201 122
stu-miR319b 218 77 198 201 122
ipu-miR-99b 629 10 298 423 321
efu-miR-99a 615 9 287 415 310
gma-miR169n-5p 703 297 415 379 640
mtr-miR169c 703 297 415 379 640
oga-miR-99a 585 9 284 397 295
pbv-miR-99a-5p 585 9 284 397 295
pha-miR-99a 585 9 284 397 295
aca-miR-99a-5p 585 9 284 396 294
ami-miR-99a-5p 585 9 284 396 294
cli-miR-99-5p 585 9 284 396 294
cpi-miR-99a-5p 585 9 284 396 294
cpo-miR-99a-5p 585 9 284 396 294
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dno-miR-99a-5p 585 9 284 396 294
dre-miR-99 585 9 284 396 294
eca-miR-99a 585 9 284 396 294
gga-miR-99a-5p 585 9 284 396 294
ggo-miR-99a 585 9 284 396 294
gmo-miR-99-5p 585 9 284 396 294
hsa-miR-99a-5p 585 9 284 396 294
ipu-miR-99a 585 9 284 396 294
lla-miR-99a 585 9 284 396 294
mml-miR-99a-5p 585 9 284 396 294
mmr-miR-99a 585 9 284 396 294
mmu-miR-99a-5p 585 9 284 396 294
mne-miR-99a 585 9 284 396 294
mze-miR-99b 585 9 284 396 294
nbr-miR-99b 585 9 284 396 294
ocu-miR-99a-5p 585 9 284 396 294
oha-miR-99a-5p 585 9 284 396 294
oni-miR-99b 585 9 284 396 294
pny-miR-99b 585 9 284 396 294
ppa-miR-99a 585 9 284 396 294
ppy-miR-99a 585 9 284 396 294
ptr-miR-99a 585 9 284 396 294
rno-miR-99a-5p 585 9 284 396 294
ssa-miR-99-5p 585 9 284 396 294
ssc-miR-99a-5p 585 9 284 396 294
tch-miR-99a-5p 585 9 284 396 294
xtr-miR-99 585 9 284 396 294
gma-miR171n 100 118 70 64 161
gma-miR171p 100 118 70 64 161
aly-miR319c-3p 246 84 228 218 126
aly-miR319d-3p 246 84 228 218 126
ath-miR319c 246 84 228 218 126
mes-miR319g 246 84 228 218 126
pvu-miR319c 246 84 228 218 126
rco-miR319d 246 84 228 218 126
sly-miR319c-3p 246 84 228 218 126
dma-miR-143 122 6 361 56 36
ggo-miR-143 122 6 361 56 36
lla-miR-143 122 6 361 56 36
oha-miR-143-3p 122 6 361 56 36
ppa-miR-143 122 6 361 56 36
ppy-miR-143 122 6 361 56 36
ptr-miR-143 122 6 361 56 36
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rno-miR-143-3p 122 6 361 56 36
bta-miR-27a-3p 136 65 270 137 76
cfa-miR-27a 136 65 270 137 76
chi-miR-27a-3p 136 65 270 137 76
gmo-miR-27d-3p 136 65 270 137 76
oga-miR-27a 136 65 270 137 76
ola-miR-27a 136 65 270 137 76
pal-miR-27a-3p 136 65 270 137 76
xla-miR-27a-3p 136 65 270 137 76
cfa-miR-181a 163 6 105 105 85
ipu-miR-181a 163 6 105 105 85
mmr-miR-181a 163 6 105 105 85
oni-miR-181c 163 6 105 105 85
sbo-miR-181a 163 6 105 105 85
bta-miR-29a 105 39 119 96 50
ssc-miR-29a-3p 105 39 119 96 50
efu-miR-29a 109 41 122 97 52
age-miR-29a 65 23 96 58 29
ggo-miR-29a 65 23 96 58 29
lla-miR-29a 65 23 96 58 29
mml-miR-29a-3p 65 23 96 58 29
mne-miR-29a 65 23 96 58 29
ppa-miR-29a 65 23 96 58 29
ppy-miR-29a 65 23 96 58 29
ptr-miR-29a 65 23 96 58 29
sbo-miR-29a 65 23 96 58 29
sla-miR-29a 65 23 96 58 29
abu-miR-99b 366 1 184 239 176
bta-miR-99a-5p 366 1 184 239 176
ccr-miR-99 366 1 184 239 176
cfa-miR-99a 366 1 184 239 176
cgr-miR-99a-5p 366 1 184 239 176
chi-miR-99a-5p 366 1 184 239 176
cja-miR-99 366 1 184 239 176
nle-miR-99a 366 1 184 239 176
oan-miR-99-5p 366 1 184 239 176
pal-miR-99a-5p 366 1 184 239 176
sbo-miR-99a 366 1 184 239 176
tgu-miR-99-5p 366 1 184 239 176
xla-miR-99-5p 366 1 184 239 176
cpo-miR-652-3p 101 100 36 158 64
vca-miR396-5p 82 71 127 54 97
vvi-miR396b 82 71 127 54 97
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bta-let-7d 116 139 52 122 61
cgr-let-7d-5p 116 139 52 122 61
chi-let-7d-5p 116 139 52 122 61
cja-let-7d 116 139 52 122 61
cli-let-7d-5p 116 139 52 122 61
cpi-let-7d-5p 116 139 52 122 61
cpo-let-7d-5p 116 139 52 122 61
dno-let-7d-5p 116 139 52 122 61
eca-let-7d 116 139 52 122 61
hsa-let-7d-5p 116 139 52 122 61
mml-let-7d 116 139 52 122 61
mmu-let-7d-5p 116 139 52 122 61
oan-let-7d-5p 116 139 52 122 61
ocu-let-7d-5p 116 139 52 122 61
oha-let-7d-5p 116 139 52 122 61
pbv-let-7d-5p 116 139 52 122 61
ppy-let-7d 116 139 52 122 61
ptr-let-7d 116 139 52 122 61
rno-let-7d-5p 116 139 52 122 61
ssc-let-7d-5p 116 139 52 122 61
tgu-let-7d-5p 116 139 52 122 61
efu-let-7d 119 140 55 124 63
pab-miR396a-5p 84 74 132 57 101
vvi-miR396a 84 74 132 57 101
pvu-miR159a.2 382 199 126 276 252
gma-miR319p 306 182 302 270 172
cfa-let-7d 75 62 14 75 34
cpo-miR-16b-5p 580 450 216 583 251
dno-miR-16b-5p 580 450 216 583 251
efu-miR-16 580 450 216 583 251
ocu-miR-16b-5p 580 450 216 583 251
ccr-miR-181a 114 4 73 73 54
xla-miR-181a-5p 114 4 73 73 54
ahy-miR159 1399117 1317402 284674 1510032 995210
aly-miR159a-3p 1399117 1317402 284674 1510032 995210
aof-miR159 1399117 1317402 284674 1510032 995210
ath-miR159a 1399117 1317402 284674 1510032 995210
atr-miR159 1399117 1317402 284674 1510032 995210
bna-miR159 1399117 1317402 284674 1510032 995210
bra-miR159a 1399117 1317402 284674 1510032 995210
cme-miR159a 1399117 1317402 284674 1510032 995210
cpa-miR159a 1399117 1317402 284674 1510032 995210
csi-miR159a-3p 1399117 1317402 284674 1510032 995210
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fve-miR159a-3p 1399117 1317402 284674 1510032 995210
gma-miR159a-3p 1399117 1317402 284674 1510032 995210
gma-miR159e-3p 1399117 1317402 284674 1510032 995210
hbr-miR159a 1399117 1317402 284674 1510032 995210
htu-miR159a 1399117 1317402 284674 1510032 995210
mdm-miR159d 1399117 1317402 284674 1510032 995210
mdm-miR159e 1399117 1317402 284674 1510032 995210
mdm-miR159f 1399117 1317402 284674 1510032 995210
mes-miR159a-3p 1399117 1317402 284674 1510032 995210
mes-miR159b 1399117 1317402 284674 1510032 995210
mtr-miR159a 1399117 1317402 284674 1510032 995210
nta-miR159 1399117 1317402 284674 1510032 995210
ppe-miR159 1399117 1317402 284674 1510032 995210
ptc-miR159a 1399117 1317402 284674 1510032 995210
ptc-miR159b 1399117 1317402 284674 1510032 995210
pvu-miR159a.1 1399117 1317402 284674 1510032 995210
rco-miR159 1399117 1317402 284674 1510032 995210
sly-miR159 1399117 1317402 284674 1510032 995210
vca-miR159-3p 1399117 1317402 284674 1510032 995210
vvi-miR159c 1399117 1317402 284674 1510032 995210
osa-miR159f 21111 20133 10743 24199 16704
cgr-let-7d-3p 74 62 14 74 34
cpo-let-7d-3p 74 62 14 74 34
dno-let-7d-3p 74 62 14 74 34
hsa-let-7d-3p 74 62 14 74 34
mmu-let-7d-3p 74 62 14 74 34
ocu-let-7d-3p 74 62 14 74 34
rno-let-7d-3p 74 62 14 74 34
ssc-let-7d-3p 74 62 14 74 34
bdi-miR159b-3p.1 43621 42808 14189 43362 35789
far-miR159 43621 42808 14189 43362 35789
hvu-miR159a 43621 42808 14189 43362 35789
hvu-miR159b 43621 42808 14189 43362 35789
osa-miR159a.1 43621 42808 14189 43362 35789
osa-miR159b 43621 42808 14189 43362 35789
sbi-miR159a 43621 42808 14189 43362 35789
sof-miR159a 43621 42808 14189 43362 35789
sof-miR159b 43621 42808 14189 43362 35789
sof-miR159d 43621 42808 14189 43362 35789
ssp-miR159a 43621 42808 14189 43362 35789
tae-miR159a 43621 42808 14189 43362 35789
tae-miR159b 43621 42808 14189 43362 35789
zma-miR159a-3p 43621 42808 14189 43362 35789
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zma-miR159b-3p 43621 42808 14189 43362 35789
zma-miR159f-3p 43621 42808 14189 43362 35789
zma-miR159j-3p 43621 42808 14189 43362 35789
zma-miR159k-3p 43621 42808 14189 43362 35789
cas-miR394 6054 4250 7309 3694 7125
ahy-miR394 6029 4235 7280 3673 7098
aly-miR394a-5p 6029 4235 7280 3673 7098
aly-miR394b-5p 6029 4235 7280 3673 7098
aof-miR394 6029 4235 7280 3673 7098
ata-miR394-5p 6029 4235 7280 3673 7098
ath-miR394a 6029 4235 7280 3673 7098
ath-miR394b-5p 6029 4235 7280 3673 7098
atr-miR394 6029 4235 7280 3673 7098
bdi-miR394 6029 4235 7280 3673 7098
bna-miR394a 6029 4235 7280 3673 7098
bna-miR394b 6029 4235 7280 3673 7098
cca-miR394 6029 4235 7280 3673 7098
cme-miR394a 6029 4235 7280 3673 7098
cme-miR394b 6029 4235 7280 3673 7098
cpa-miR394a 6029 4235 7280 3673 7098
cpa-miR394b 6029 4235 7280 3673 7098
csi-miR394a 6029 4235 7280 3673 7098
csi-miR394b-5p 6029 4235 7280 3673 7098
fve-miR394 6029 4235 7280 3673 7098
ghr-miR394a 6029 4235 7280 3673 7098
ghr-miR394b 6029 4235 7280 3673 7098
gma-miR394a-5p 6029 4235 7280 3673 7098
gma-miR394b-5p 6029 4235 7280 3673 7098
gma-miR394c-5p 6029 4235 7280 3673 7098
gma-miR394d 6029 4235 7280 3673 7098
gma-miR394e 6029 4235 7280 3673 7098
gma-miR394f 6029 4235 7280 3673 7098
gma-miR394g 6029 4235 7280 3673 7098
lus-miR394a 6029 4235 7280 3673 7098
lus-miR394b 6029 4235 7280 3673 7098
mdm-miR394a 6029 4235 7280 3673 7098
mdm-miR394b 6029 4235 7280 3673 7098
mes-miR394a 6029 4235 7280 3673 7098
mes-miR394b 6029 4235 7280 3673 7098
nta-miR394 6029 4235 7280 3673 7098
osa-miR394 6029 4235 7280 3673 7098
pab-miR394c 6029 4235 7280 3673 7098
ppe-miR394a 6029 4235 7280 3673 7098
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ppe-miR394b 6029 4235 7280 3673 7098
ptc-miR394a-5p 6029 4235 7280 3673 7098
ptc-miR394b-5p 6029 4235 7280 3673 7098
sbi-miR394a 6029 4235 7280 3673 7098
sbi-miR394b 6029 4235 7280 3673 7098
sly-miR394-5p 6029 4235 7280 3673 7098
ssl-miR394 6029 4235 7280 3673 7098
stu-miR384-5p 6029 4235 7280 3673 7098
tcc-miR394a 6029 4235 7280 3673 7098
tcc-miR394b 6029 4235 7280 3673 7098
vvi-miR394b 6029 4235 7280 3673 7098
zma-miR394a-5p 6029 4235 7280 3673 7098
zma-miR394b-5p 6029 4235 7280 3673 7098
mes-miR394c 6040 4241 7286 3676 7110
vvi-miR394a 6040 4241 7286 3676 7110
vvi-miR394c 6040 4241 7286 3676 7110
lus-miR159b 43789 43024 14233 43434 35919
aly-miR159b-3p 51628 50239 15411 50307 41274
ath-miR159b-3p 51628 50239 15411 50307 41274
cas-miR159b-3p 51628 50239 15411 50307 41274
cas-miR159c-3p 51628 50239 15411 50307 41274
lus-miR159c 51628 50239 15411 50307 41274
aca-miR-21-5p 481 200 352 368 215
age-miR-21 481 200 352 368 215
cfa-miR-21 481 200 352 368 215
cgr-miR-21-5p 481 200 352 368 215
cja-miR-21 481 200 352 368 215
cli-miR-21-5p 481 200 352 368 215
cpi-miR-21-5p 481 200 352 368 215
eca-miR-21 481 200 352 368 215
gga-miR-21-5p 481 200 352 368 215
ggo-miR-21 481 200 352 368 215
hsa-miR-21-5p 481 200 352 368 215
mdo-miR-21-5p 481 200 352 368 215
mml-miR-21-5p 481 200 352 368 215
mmu-miR-21a-5p 481 200 352 368 215
mne-miR-21 481 200 352 368 215
oan-miR-21-5p 481 200 352 368 215
oha-miR-21-5p 481 200 352 368 215
pal-miR-21-5p 481 200 352 368 215
ppa-miR-21 481 200 352 368 215
ppy-miR-21 481 200 352 368 215
ptr-miR-21 481 200 352 368 215
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rno-miR-21-5p 481 200 352 368 215
ssc-miR-21-5p 481 200 352 368 215
tch-miR-21-5p 481 200 352 368 215
tgu-miR-21-5p 481 200 352 368 215
age-miR-16 415 332 171 423 173
cfa-miR-16 415 332 171 423 173
cgr-miR-16-5p 415 332 171 423 173
cja-miR-16 415 332 171 423 173
cpi-miR-16a-5p 415 332 171 423 173
dma-miR-16 415 332 171 423 173
eca-miR-16 415 332 171 423 173
ggo-miR-16 415 332 171 423 173
hsa-miR-16-5p 415 332 171 423 173
lla-miR-16 415 332 171 423 173
mdo-miR-16-5p 415 332 171 423 173
mml-miR-16-5p 415 332 171 423 173
mmu-miR-16-5p 415 332 171 423 173
mne-miR-16 415 332 171 423 173
mze-miR-16a 415 332 171 423 173
nle-miR-16 415 332 171 423 173
oan-miR-16a-5p 415 332 171 423 173
oga-miR-16 415 332 171 423 173
oni-miR-16a 415 332 171 423 173
pal-miR-16-5p 415 332 171 423 173
pha-miR-16 415 332 171 423 173
ppa-miR-16 415 332 171 423 173
ptr-miR-16 415 332 171 423 173
rno-miR-16-5p 415 332 171 423 173
sbo-miR-16 415 332 171 423 173
sla-miR-16 415 332 171 423 173
ssa-miR-16c-5p 415 332 171 423 173
ssc-miR-16 415 332 171 423 173
gma-miR482c-3p 115 195 343 188 202
aof-miR171a 18981 26336 17317 24117 23314
aqc-miR171a 18981 26336 17317 24117 23314
aqc-miR171b 18981 26336 17317 24117 23314
aqc-miR171d 18981 26336 17317 24117 23314
ata-miR171b-3p 18981 26336 17317 24117 23314
ata-miR171d-3p 18981 26336 17317 24117 23314
bdi-miR171b 18981 26336 17317 24117 23314
bdi-miR171c-3p 18981 26336 17317 24117 23314
bdi-miR171d-3p 18981 26336 17317 24117 23314
bdi-miR171e 18981 26336 17317 24117 23314
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cme-miR171c 18981 26336 17317 24117 23314
cme-miR171f 18981 26336 17317 24117 23314
cpa-miR171a 18981 26336 17317 24117 23314
cpa-miR171b 18981 26336 17317 24117 23314
cpa-miR171c 18981 26336 17317 24117 23314
cpa-miR171d 18981 26336 17317 24117 23314
crt-miR171 18981 26336 17317 24117 23314
csi-miR171c-3p 18981 26336 17317 24117 23314
csi-miR171d-3p 18981 26336 17317 24117 23314
csi-miR171f-3p 18981 26336 17317 24117 23314
csi-miR171h-3p 18981 26336 17317 24117 23314
csi-miR171i-3p 18981 26336 17317 24117 23314
far-miR171 18981 26336 17317 24117 23314
fve-miR171a 18981 26336 17317 24117 23314
fve-miR171c-3p 18981 26336 17317 24117 23314
fve-miR171d 18981 26336 17317 24117 23314
fve-miR171e 18981 26336 17317 24117 23314
fve-miR171g 18981 26336 17317 24117 23314
gma-miR171e 18981 26336 17317 24117 23314
gma-miR171f 18981 26336 17317 24117 23314
gma-miR171g 18981 26336 17317 24117 23314
gma-miR171j-3p 18981 26336 17317 24117 23314
gma-miR171u 18981 26336 17317 24117 23314
hpa-miR171a 18981 26336 17317 24117 23314
htu-miR171b 18981 26336 17317 24117 23314
htu-miR171c 18981 26336 17317 24117 23314
hvu-miR171-3p 18981 26336 17317 24117 23314
lja-miR171a 18981 26336 17317 24117 23314
lus-miR171b 18981 26336 17317 24117 23314
lus-miR171c 18981 26336 17317 24117 23314
lus-miR171e 18981 26336 17317 24117 23314
mdm-miR171g 18981 26336 17317 24117 23314
mdm-miR171h 18981 26336 17317 24117 23314
mes-miR171g 18981 26336 17317 24117 23314
mes-miR171h 18981 26336 17317 24117 23314
mes-miR171i 18981 26336 17317 24117 23314
mes-miR171j 18981 26336 17317 24117 23314
mes-miR171k 18981 26336 17317 24117 23314
mtr-miR171d 18981 26336 17317 24117 23314
nta-miR171c 18981 26336 17317 24117 23314
osa-miR171b 18981 26336 17317 24117 23314
osa-miR171c-3p 18981 26336 17317 24117 23314
osa-miR171d-3p 18981 26336 17317 24117 23314
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osa-miR171e-3p 18981 26336 17317 24117 23314
osa-miR171f-3p 18981 26336 17317 24117 23314
pde-miR171 18981 26336 17317 24117 23314
ppe-miR171a 18981 26336 17317 24117 23314
ppe-miR171c 18981 26336 17317 24117 23314
ppe-miR171f 18981 26336 17317 24117 23314
ppe-miR171g 18981 26336 17317 24117 23314
ptc-miR171e 18981 26336 17317 24117 23314
ptc-miR171f 18981 26336 17317 24117 23314
ptc-miR171g-3p 18981 26336 17317 24117 23314
ptc-miR171h-3p 18981 26336 17317 24117 23314
ptc-miR171i 18981 26336 17317 24117 23314
rco-miR171c 18981 26336 17317 24117 23314
rco-miR171d 18981 26336 17317 24117 23314
rco-miR171e 18981 26336 17317 24117 23314
rco-miR171f 18981 26336 17317 24117 23314
sbi-miR171a 18981 26336 17317 24117 23314
sbi-miR171b 18981 26336 17317 24117 23314
sbi-miR171d 18981 26336 17317 24117 23314
sbi-miR171i 18981 26336 17317 24117 23314
sbi-miR171k 18981 26336 17317 24117 23314
sly-miR171a 18981 26336 17317 24117 23314
stu-miR171a-3p 18981 26336 17317 24117 23314
stu-miR171e 18981 26336 17317 24117 23314
tae-miR171a 18981 26336 17317 24117 23314
tcc-miR171d 18981 26336 17317 24117 23314
tcc-miR171e 18981 26336 17317 24117 23314
tcc-miR171f 18981 26336 17317 24117 23314
tcc-miR171g 18981 26336 17317 24117 23314
tcc-miR171h 18981 26336 17317 24117 23314
vvi-miR171a 18981 26336 17317 24117 23314
vvi-miR171c 18981 26336 17317 24117 23314
vvi-miR171d 18981 26336 17317 24117 23314
vvi-miR171i 18981 26336 17317 24117 23314
vvi-miR171j 18981 26336 17317 24117 23314
zma-miR171d-3p 18981 26336 17317 24117 23314
zma-miR171e-3p 18981 26336 17317 24117 23314
zma-miR171i-3p 18981 26336 17317 24117 23314
zma-miR171j-3p 18981 26336 17317 24117 23314
aly-miR159c-3p 143 159 52 148 104
ath-miR159c 143 159 52 148 104
cas-miR159a 143 159 52 148 104
zma-miR169a-3p 3225 6734 3860 4745 5231
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zma-miR169b-3p 3225 6734 3860 4745 5231
gma-miR482a-3p 6550 10477 13426 7472 7453
vun-miR482 6550 10477 13426 7472 7453
atr-miR171b 355 690 319 428 500
gma-miR171c-3p 355 690 319 428 500
gma-miR171o-3p 355 690 319 428 500
gma-miR171q 355 690 319 428 500
mdm-miR171m 355 690 319 428 500
mdm-miR171n 355 690 319 428 500
zma-miR171f-3p 355 690 319 428 500
aca-miR-191-5p 477 428 181 576 207
bta-miR-191 477 428 181 576 207
cgr-miR-191-5p 477 428 181 576 207
cja-miR-191 477 428 181 576 207
cpo-miR-191-5p 477 428 181 576 207
dma-miR-191 477 428 181 576 207
dno-miR-191-5p 477 428 181 576 207
eca-miR-191a 477 428 181 576 207
gga-miR-191-5p 477 428 181 576 207
hsa-miR-191-5p 477 428 181 576 207
mml-miR-191-5p 477 428 181 576 207
mmr-miR-191 477 428 181 576 207
mmu-miR-191-5p 477 428 181 576 207
nle-miR-191 477 428 181 576 207
ocu-miR-191-5p 477 428 181 576 207
oga-miR-191 477 428 181 576 207
oha-miR-191-5p 477 428 181 576 207
pbv-miR-191-5p 477 428 181 576 207
pha-miR-191 477 428 181 576 207
ppa-miR-191 477 428 181 576 207
ppy-miR-191 477 428 181 576 207
ptr-miR-191 477 428 181 576 207
rno-miR-191a-5p 477 428 181 576 207
sbo-miR-191 477 428 181 576 207
ssc-miR-191 477 428 181 576 207
gma-miR171o-5p 84 80 19 34 90
cfa-miR-29a 75 30 84 70 34
cja-miR-29a 75 30 84 70 34
cpo-miR-29a-3p 75 30 84 70 34
dma-miR-29a 75 30 84 70 34
dno-miR-29a-3p 75 30 84 70 34
eca-miR-29a 75 30 84 70 34
hsa-miR-29a-3p 75 30 84 70 34
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mmr-miR-29a 75 30 84 70 34
mmu-miR-29a-3p 75 30 84 70 34
nle-miR-29a 75 30 84 70 34
ocu-miR-29a-3p 75 30 84 70 34
oga-miR-29a 75 30 84 70 34
pal-miR-29a-3p 75 30 84 70 34
pha-miR-29a 75 30 84 70 34
rno-miR-29a-3p 75 30 84 70 34
csi-miR393b-5p 724 322 100 306 461
gma-miR393h 724 322 100 306 461
gma-miR393i 724 322 100 306 461
gma-miR393j 724 322 100 306 461
gma-miR393k 724 322 100 306 461
ami-miR-191-5p 194 181 119 234 96
cfa-miR-191 194 181 119 234 96
chi-miR-191-5p 194 181 119 234 96
cpi-miR-191-5p 194 181 119 234 96
mdo-miR-191-5p 194 181 119 234 96
oan-miR-191-5p 194 181 119 234 96
oar-miR-191 194 181 119 234 96
pal-miR-191-5p 194 181 119 234 96
tch-miR-191-5p 194 181 119 234 96
xla-miR-191-5p 194 181 119 234 96
xtr-miR-191 194 181 119 234 96
aly-miR169b-5p 146961 237557 30977 164185 155727
aly-miR169c-5p 146961 237557 30977 164185 155727
aqc-miR169c 146961 237557 30977 164185 155727
ata-miR169d-5p 146961 237557 30977 164185 155727
ath-miR169b-5p 146961 237557 30977 164185 155727
ath-miR169c 146961 237557 30977 164185 155727
bdi-miR169c-5p 146961 237557 30977 164185 155727
bdi-miR169f 146961 237557 30977 164185 155727
bna-miR169n 146961 237557 30977 164185 155727
cas-miR169b 146961 237557 30977 164185 155727
cme-miR169f 146961 237557 30977 164185 155727
cme-miR169h 146961 237557 30977 164185 155727
csi-miR169g-5p 146961 237557 30977 164185 155727
csi-miR169k-5p 146961 237557 30977 164185 155727
csi-miR169m-5p 146961 237557 30977 164185 155727
csi-miR169n-5p 146961 237557 30977 164185 155727
csi-miR169o-5p 146961 237557 30977 164185 155727
csi-miR169r-5p 146961 237557 30977 164185 155727
gma-miR169a 146961 237557 30977 164185 155727
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gma-miR169f 146961 237557 30977 164185 155727
gma-miR169g 146961 237557 30977 164185 155727
gma-miR169m 146961 237557 30977 164185 155727
lus-miR169f 146961 237557 30977 164185 155727
lus-miR169h 146961 237557 30977 164185 155727
lus-miR169j 146961 237557 30977 164185 155727
mdm-miR169a 146961 237557 30977 164185 155727
mdm-miR169g 146961 237557 30977 164185 155727
mdm-miR169h 146961 237557 30977 164185 155727
mdm-miR169i 146961 237557 30977 164185 155727
mdm-miR169j 146961 237557 30977 164185 155727
mes-miR169a 146961 237557 30977 164185 155727
mes-miR169b 146961 237557 30977 164185 155727
mes-miR169c 146961 237557 30977 164185 155727
mes-miR169d 146961 237557 30977 164185 155727
mes-miR169e 146961 237557 30977 164185 155727
mtr-miR169b 146961 237557 30977 164185 155727
mtr-miR169g 146961 237557 30977 164185 155727
mtr-miR169l-5p 146961 237557 30977 164185 155727
nta-miR169q 146961 237557 30977 164185 155727
nta-miR169r 146961 237557 30977 164185 155727
nta-miR169s 146961 237557 30977 164185 155727
osa-miR169b 146961 237557 30977 164185 155727
osa-miR169c 146961 237557 30977 164185 155727
ppe-miR169a 146961 237557 30977 164185 155727
ppe-miR169b 146961 237557 30977 164185 155727
ppe-miR169c 146961 237557 30977 164185 155727
ptc-miR169d 146961 237557 30977 164185 155727
ptc-miR169e 146961 237557 30977 164185 155727
ptc-miR169f 146961 237557 30977 164185 155727
ptc-miR169g 146961 237557 30977 164185 155727
ptc-miR169h 146961 237557 30977 164185 155727
ptc-miR169p 146961 237557 30977 164185 155727
rco-miR169a 146961 237557 30977 164185 155727
rco-miR169b 146961 237557 30977 164185 155727
sbi-miR169b 146961 237557 30977 164185 155727
sbi-miR169k 146961 237557 30977 164185 155727
sly-miR169a 146961 237557 30977 164185 155727
tcc-miR169b 146961 237557 30977 164185 155727
tcc-miR169k 146961 237557 30977 164185 155727
tcc-miR169l 146961 237557 30977 164185 155727
vun-miR169 146961 237557 30977 164185 155727
vvi-miR169a 146961 237557 30977 164185 155727
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vvi-miR169c 146961 237557 30977 164185 155727
vvi-miR169j 146961 237557 30977 164185 155727
vvi-miR169k 146961 237557 30977 164185 155727
vvi-miR169s 146961 237557 30977 164185 155727
vvi-miR169w 146961 237557 30977 164185 155727
zma-miR169c-5p 146961 237557 30977 164185 155727
zma-miR169r-5p 146961 237557 30977 164185 155727
aly-miR170-3p 15308 25886 3466 19075 16163
ath-miR170-3p 15308 25886 3466 19075 16163
stu-miR171c-3p 15308 25886 3466 19075 16163
cli-miR-146a-5p 343 393 170 459 165
cpo-miR-146a-5p 343 393 170 459 165
ocu-miR-146a-5p 343 393 170 459 165
dno-miR-146a-5p 390 443 190 506 189
gma-miR319d 4472 2104 493 3426 1420
gma-miR319o 4472 2104 493 3426 1420
gma-miR319i 4536 2115 515 3463 1429
cfa-miR-146a 341 392 170 457 164
cgr-miR-146a 341 392 170 457 164
cja-miR-146a 341 392 170 457 164
eca-miR-146a 341 392 170 457 164
gga-miR-146a-5p 341 392 170 457 164
hsa-miR-146a-5p 341 392 170 457 164
mdo-miR-146a-5p 341 392 170 457 164
mml-miR-146a-5p 341 392 170 457 164
mmr-miR-146a 341 392 170 457 164
mmu-miR-146a-5p 341 392 170 457 164
nle-miR-146a 341 392 170 457 164
pal-miR-146a-5p 341 392 170 457 164
pha-miR-146a 341 392 170 457 164
ppy-miR-146a 341 392 170 457 164
ptr-miR-146a 341 392 170 457 164
rno-miR-146a-5p 341 392 170 457 164
ssc-miR-146a-5p 341 392 170 457 164
tch-miR-146a-5p 341 392 170 457 164
tgu-miR-146c 341 392 170 457 164
efu-miR-22 731 372 963 618 328
xla-miR-22-3p 731 372 963 618 328
aly-miR171b-3p 424 544 1350 408 747
aly-miR171c-3p 424 544 1350 408 747
ata-miR171c-3p 424 544 1350 408 747
ath-miR171b-3p 424 544 1350 408 747
ath-miR171c-3p 424 544 1350 408 747
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bna-miR171a 424 544 1350 408 747
bna-miR171b 424 544 1350 408 747
bna-miR171c 424 544 1350 408 747
bna-miR171d 424 544 1350 408 747
bna-miR171e 424 544 1350 408 747
bol-miR171a 424 544 1350 408 747
bra-miR171a 424 544 1350 408 747
bra-miR171b 424 544 1350 408 747
bra-miR171c 424 544 1350 408 747
bra-miR171d 424 544 1350 408 747
cas-miR171b 424 544 1350 408 747
cas-miR171c-3p 424 544 1350 408 747
cme-miR171b 424 544 1350 408 747
cme-miR171d 424 544 1350 408 747
gma-miR171i-3p 424 544 1350 408 747
lus-miR171i 424 544 1350 408 747
mdm-miR171f-3p 424 544 1350 408 747
mes-miR171b 424 544 1350 408 747
mes-miR171c 424 544 1350 408 747
mtr-miR171f 424 544 1350 408 747
ptc-miR171a-3p 424 544 1350 408 747
ptc-miR171b 424 544 1350 408 747
rco-miR171a 424 544 1350 408 747
rco-miR171b 424 544 1350 408 747
sly-miR171b-3p 424 544 1350 408 747
ssl-miR171a 424 544 1350 408 747
stu-miR171d-3p 424 544 1350 408 747
tae-miR171b 424 544 1350 408 747
age-miR-22 709 369 937 608 319
aja-miR-22 709 369 937 608 319
cfa-miR-22 709 369 937 608 319
cgr-miR-22-3p 709 369 937 608 319
cja-miR-22 709 369 937 608 319
cli-miR-22-3p 709 369 937 608 319
cpi-miR-22-3p 709 369 937 608 319
cpo-miR-22-3p 709 369 937 608 319
dma-miR-22 709 369 937 608 319
dno-miR-22-3p 709 369 937 608 319
eca-miR-22 709 369 937 608 319
gga-miR-22-3p 709 369 937 608 319
hsa-miR-22-3p 709 369 937 608 319
lca-miR-22 709 369 937 608 319
lla-miR-22 709 369 937 608 319
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mml-miR-22 709 369 937 608 319
mmr-miR-22 709 369 937 608 319
mmu-miR-22-3p 709 369 937 608 319
mne-miR-22 709 369 937 608 319
nle-miR-22 709 369 937 608 319
oan-miR-22-3p 709 369 937 608 319
ocu-miR-22-3p 709 369 937 608 319
oga-miR-22 709 369 937 608 319
oha-miR-22a 709 369 937 608 319
pal-miR-22-3p 709 369 937 608 319
pbv-miR-22-3p 709 369 937 608 319
pha-miR-22 709 369 937 608 319
ppa-miR-22 709 369 937 608 319
ppy-miR-22 709 369 937 608 319
ptr-miR-22 709 369 937 608 319
rno-miR-22-3p 709 369 937 608 319
sbo-miR-22 709 369 937 608 319
sla-miR-22 709 369 937 608 319
ssc-miR-22-3p 709 369 937 608 319
tch-miR-22-3p 709 369 937 608 319
xtr-miR-22-3p 709 369 937 608 319
gma-miR319g 72394 42723 7142 58789 26709
gma-miR319l 72394 42723 7142 58789 26709
gma-miR319q 71606 42408 6869 58263 26449
aly-miR393a-5p 306 138 44 193 134
aly-miR393b-5p 306 138 44 193 134
ath-miR393a-5p 306 138 44 193 134
ath-miR393b-5p 306 138 44 193 134
atr-miR393 306 138 44 193 134
cas-miR393-5p 306 138 44 193 134
cpa-miR393 306 138 44 193 134
gma-miR393c-5p 306 138 44 193 134
gma-miR393d 306 138 44 193 134
gma-miR393e 306 138 44 193 134
gma-miR393f 306 138 44 193 134
gma-miR393g 306 138 44 193 134
htu-miR393a 306 138 44 193 134
htu-miR393b 306 138 44 193 134
htu-miR393c 306 138 44 193 134
mes-miR393b 306 138 44 193 134
stu-miR393-5p 306 138 44 193 134
tcc-miR393a 306 138 44 193 134
zma-miR393b-5p 306 138 44 193 134
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aof-miR393b 174 86 26 102 86
fve-miR393b 174 86 26 102 86
ghr-miR393 174 86 26 102 86
mdm-miR393a 174 86 26 102 86
mdm-miR393b 174 86 26 102 86
mdm-miR393c 174 86 26 102 86
mes-miR393c 174 86 26 102 86
mes-miR393d 174 86 26 102 86
osa-miR393b-5p 174 86 26 102 86
zma-miR393a-5p 174 86 26 102 86
zma-miR393c-5p 174 86 26 102 86
smo-miR171a 54 99 106 64 80
atr-miR319a 10552 5675 5926 6787 3696
atr-miR319c 10552 5675 5926 6787 3696
cme-miR319a 10552 5675 5926 6787 3696
cme-miR319b 10552 5675 5926 6787 3696
ctr-miR319 10552 5675 5926 6787 3696
gma-miR319a 10552 5675 5926 6787 3696
gma-miR319b 10552 5675 5926 6787 3696
gma-miR319e 10552 5675 5926 6787 3696
lus-miR319b 10552 5675 5926 6787 3696
mtr-miR319a-3p 10552 5675 5926 6787 3696
mtr-miR319b-3p 10552 5675 5926 6787 3696
pab-miR319a 10552 5675 5926 6787 3696
pab-miR319b 10552 5675 5926 6787 3696
pab-miR319c 10552 5675 5926 6787 3696
pab-miR319f 10552 5675 5926 6787 3696
pab-miR319g 10552 5675 5926 6787 3696
pab-miR319i 10552 5675 5926 6787 3696
pab-miR319k 10552 5675 5926 6787 3696
pab-miR319l 10552 5675 5926 6787 3696
pab-miR319m 10552 5675 5926 6787 3696
pab-miR319n 10552 5675 5926 6787 3696
ppe-miR319a 10552 5675 5926 6787 3696
ptc-miR319a 10552 5675 5926 6787 3696
ptc-miR319b 10552 5675 5926 6787 3696
ptc-miR319c 10552 5675 5926 6787 3696
ptc-miR319d 10552 5675 5926 6787 3696
mtr-miR319c-3p 10669 5711 5950 6835 3724
vvi-miR319g 10669 5711 5950 6835 3724
csi-miR159c-3p 10896 5940 5944 7003 3829
ppt-miR319c 10896 5940 5944 7003 3829
ppt-miR319d-3p 10896 5940 5944 7003 3829
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ppt-miR319e 10896 5940 5944 7003 3829
ath-miR8175 15 20 96 15 27
abu-miR-200a 0 2 202 0 0
bta-miR-200a 0 2 202 0 0
cgr-miR-200a 0 2 202 0 0
cli-miR-200a-3p 0 2 202 0 0
cpi-miR-200a-3p 0 2 202 0 0
cpo-miR-200a-3p 0 2 202 0 0
efu-miR-200a 0 2 202 0 0
mze-miR-200a 0 2 202 0 0
nbr-miR-200a 0 2 202 0 0
oan-miR-200a-3p 0 2 202 0 0
oha-miR-200a 0 2 202 0 0
oni-miR-200a 0 2 202 0 0
pal-miR-200a-3p 0 2 202 0 0
pbv-miR-200a-3p 0 2 202 0 0
pny-miR-200a 0 2 202 0 0
ssa-miR-200b-3p 0 2 202 0 0
tch-miR-200a-3p 0 2 202 0 0
tgu-miR-200a-3p 0 2 202 0 0
xla-miR-200a-3p 0 2 202 0 0
aau-miR162 2516 1966 8709 2401 1344
aly-miR162a-3p 2516 1966 8709 2401 1344
aly-miR162b-3p 2516 1966 8709 2401 1344
ath-miR162a-3p 2516 1966 8709 2401 1344
ath-miR162b-3p 2516 1966 8709 2401 1344
bra-miR162-3p 2516 1966 8709 2401 1344
cme-miR162 2516 1966 8709 2401 1344
cpa-miR162a 2516 1966 8709 2401 1344
csi-miR162-3p 2516 1966 8709 2401 1344
eun-miR162-3p 2516 1966 8709 2401 1344
fve-miR162-3p 2516 1966 8709 2401 1344
ghr-miR162a 2516 1966 8709 2401 1344
gma-miR162b 2516 1966 8709 2401 1344
gma-miR162c 2516 1966 8709 2401 1344
hpe-miR162a 2516 1966 8709 2401 1344
htu-miR162a 2516 1966 8709 2401 1344
lus-miR162a 2516 1966 8709 2401 1344
lus-miR162b 2516 1966 8709 2401 1344
mdm-miR162a 2516 1966 8709 2401 1344
mdm-miR162b 2516 1966 8709 2401 1344
mes-miR162 2516 1966 8709 2401 1344
mtr-miR162 2516 1966 8709 2401 1344
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nta-miR162a 2516 1966 8709 2401 1344
nta-miR162b 2516 1966 8709 2401 1344
osa-miR162a 2516 1966 8709 2401 1344
pde-miR162 2516 1966 8709 2401 1344
ppe-miR162 2516 1966 8709 2401 1344
ptc-miR162a 2516 1966 8709 2401 1344
ptc-miR162b 2516 1966 8709 2401 1344
rco-miR162 2516 1966 8709 2401 1344
sbi-miR162 2516 1966 8709 2401 1344
sly-miR162 2516 1966 8709 2401 1344
stu-miR162a-3p 2516 1966 8709 2401 1344
stu-miR162b-3p 2516 1966 8709 2401 1344
tcc-miR162 2516 1966 8709 2401 1344
vun-miR162 2516 1966 8709 2401 1344
vvi-miR162 2516 1966 8709 2401 1344
gma-miR169s-5p 3996 5895 1244 4675 3356
mtr-miR169d-5p 3996 5895 1244 4675 3356
gma-miR169d 3762 5773 1252 4542 3103
aau-miR319 15967 7907 7713 9478 4930
aly-miR319a-3p 15967 7907 7713 9478 4930
aly-miR319b-3p 15967 7907 7713 9478 4930
amg-miR319 15967 7907 7713 9478 4930
aof-miR319a 15967 7907 7713 9478 4930
aqc-miR319 15967 7907 7713 9478 4930
ath-miR319a 15967 7907 7713 9478 4930
ath-miR319b 15967 7907 7713 9478 4930
bra-miR319-3p 15967 7907 7713 9478 4930
cca-miR319 15967 7907 7713 9478 4930
gma-miR319h 15967 7907 7713 9478 4930
gma-miR319j 15967 7907 7713 9478 4930
gma-miR319k 15967 7907 7713 9478 4930
gma-miR319m 15967 7907 7713 9478 4930
hbr-miR319 15967 7907 7713 9478 4930
lus-miR319a 15967 7907 7713 9478 4930
mdm-miR319a 15967 7907 7713 9478 4930
mdm-miR319b-3p 15967 7907 7713 9478 4930
mes-miR319a 15967 7907 7713 9478 4930
mes-miR319b 15967 7907 7713 9478 4930
mes-miR319c 15967 7907 7713 9478 4930
mes-miR319d 15967 7907 7713 9478 4930
mes-miR319e 15967 7907 7713 9478 4930
mtr-miR319d-3p 15967 7907 7713 9478 4930
nta-miR319a 15967 7907 7713 9478 4930
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nta-miR319b 15967 7907 7713 9478 4930
rco-miR319a 15967 7907 7713 9478 4930
rco-miR319b 15967 7907 7713 9478 4930
rco-miR319c 15967 7907 7713 9478 4930
sly-miR319b 15967 7907 7713 9478 4930
stu-miR319a-3p 15967 7907 7713 9478 4930
tae-miR319 15967 7907 7713 9478 4930
vun-miR319a 15967 7907 7713 9478 4930
vvi-miR319b 15967 7907 7713 9478 4930
vvi-miR319c 15967 7907 7713 9478 4930
vvi-miR319f 15967 7907 7713 9478 4930
mtr-miR169e-5p 3708 5721 1198 4514 3024
vvi-miR169m 3708 5721 1198 4514 3024
vvi-miR169n 3708 5721 1198 4514 3024
vvi-miR169p 3708 5721 1198 4514 3024
vvi-miR169q 3708 5721 1198 4514 3024
csi-miR171a 52 95 103 56 74
zma-miR171b-3p 52 95 103 56 74
gma-miR166u 1208 580 1158 920 659
ami-miR-27b-3p 74 16 91 56 31
dma-miR-27b 74 16 91 56 31
gmo-miR-27b-3p 74 16 91 56 31
nle-miR-27b 74 16 91 56 31
oga-miR-27b 74 16 91 56 31
pha-miR-27b 74 16 91 56 31
cme-miR156j 21180 34742 3642 21446 16004
fve-miR156a 21179 34742 3642 21446 16004
fve-miR156b 21179 34742 3642 21446 16004
fve-miR156c 21179 34742 3642 21446 16004
fve-miR156e 21179 34742 3642 21446 16004
gma-miR156k 21179 34742 3642 21446 16004
gma-miR156n 21179 34742 3642 21446 16004
gma-miR156o 21179 34742 3642 21446 16004
aly-miR156a-5p 20768 34227 3548 21110 15698
aly-miR156b-5p 20768 34227 3548 21110 15698
aly-miR156c-5p 20768 34227 3548 21110 15698
aly-miR156d-5p 20768 34227 3548 21110 15698
aly-miR156e-5p 20768 34227 3548 21110 15698
aly-miR156f-5p 20768 34227 3548 21110 15698
aof-miR156a 20768 34227 3548 21110 15698
ata-miR156a-5p 20768 34227 3548 21110 15698
ata-miR156b-5p 20768 34227 3548 21110 15698
ata-miR156c-5p 20768 34227 3548 21110 15698
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ata-miR156d-5p 20768 34227 3548 21110 15698
ata-miR156e-5p 20768 34227 3548 21110 15698
ath-miR156a-5p 20768 34227 3548 21110 15698
ath-miR156b-5p 20768 34227 3548 21110 15698
ath-miR156c-5p 20768 34227 3548 21110 15698
ath-miR156d-5p 20768 34227 3548 21110 15698
ath-miR156e 20768 34227 3548 21110 15698
ath-miR156f-5p 20768 34227 3548 21110 15698
atr-miR156b 20768 34227 3548 21110 15698
atr-miR156d 20768 34227 3548 21110 15698
bdi-miR156b-5p 20768 34227 3548 21110 15698
bdi-miR156c 20768 34227 3548 21110 15698
bdi-miR156d-5p 20768 34227 3548 21110 15698
bdi-miR156e-5p 20768 34227 3548 21110 15698
bdi-miR156f-5p 20768 34227 3548 21110 15698
bdi-miR156g-5p 20768 34227 3548 21110 15698
bdi-miR156h-5p 20768 34227 3548 21110 15698
bdi-miR156i-5p 20768 34227 3548 21110 15698
bna-miR156d 20768 34227 3548 21110 15698
bna-miR156e 20768 34227 3548 21110 15698
bna-miR156f 20768 34227 3548 21110 15698
bra-miR156a-5p 20768 34227 3548 21110 15698
bra-miR156b-5p 20768 34227 3548 21110 15698
bra-miR156c-5p 20768 34227 3548 21110 15698
bra-miR156d-5p 20768 34227 3548 21110 15698
bra-miR156e-5p 20768 34227 3548 21110 15698
bra-miR156f-5p 20768 34227 3548 21110 15698
bra-miR156g-5p 20768 34227 3548 21110 15698
cas-miR156a 20768 34227 3548 21110 15698
cas-miR156b-5p 20768 34227 3548 21110 15698
cas-miR156c-5p 20768 34227 3548 21110 15698
cas-miR156d-5p 20768 34227 3548 21110 15698
cas-miR156e-5p 20768 34227 3548 21110 15698
cas-miR156f-5p 20768 34227 3548 21110 15698
cas-miR156k-5p 20768 34227 3548 21110 15698
cca-miR156a 20768 34227 3548 21110 15698
cme-miR156a 20768 34227 3548 21110 15698
cme-miR156c 20768 34227 3548 21110 15698
cme-miR156d 20768 34227 3548 21110 15698
cme-miR156i 20768 34227 3548 21110 15698
cpa-miR156a 20768 34227 3548 21110 15698
cpa-miR156b 20768 34227 3548 21110 15698
cpa-miR156c 20768 34227 3548 21110 15698
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cpa-miR156d 20768 34227 3548 21110 15698
csi-miR156a-5p 20768 34227 3548 21110 15698
csi-miR156b-5p 20768 34227 3548 21110 15698
csi-miR156c-5p 20768 34227 3548 21110 15698
ctr-miR156 20768 34227 3548 21110 15698
dpr-miR156b 20768 34227 3548 21110 15698
fve-miR156d 20768 34227 3548 21110 15698
ghr-miR156a 20768 34227 3548 21110 15698
ghr-miR156b 20768 34227 3548 21110 15698
ghr-miR156d 20768 34227 3548 21110 15698
gma-miR156a 20768 34227 3548 21110 15698
gma-miR156h 20768 34227 3548 21110 15698
gma-miR156u 20768 34227 3548 21110 15698
gma-miR156v 20768 34227 3548 21110 15698
gma-miR156w 20768 34227 3548 21110 15698
gma-miR156x 20768 34227 3548 21110 15698
gma-miR156y 20768 34227 3548 21110 15698
han-miR156a 20768 34227 3548 21110 15698
han-miR156b 20768 34227 3548 21110 15698
har-miR156a 20768 34227 3548 21110 15698
htu-miR156a 20768 34227 3548 21110 15698
lus-miR156a 20768 34227 3548 21110 15698
lus-miR156g 20768 34227 3548 21110 15698
mdm-miR156a 20768 34227 3548 21110 15698
mdm-miR156b 20768 34227 3548 21110 15698
mdm-miR156c 20768 34227 3548 21110 15698
mdm-miR156d 20768 34227 3548 21110 15698
mdm-miR156e 20768 34227 3548 21110 15698
mdm-miR156f 20768 34227 3548 21110 15698
mdm-miR156g 20768 34227 3548 21110 15698
mdm-miR156h 20768 34227 3548 21110 15698
mdm-miR156i 20768 34227 3548 21110 15698
mdm-miR156j 20768 34227 3548 21110 15698
mdm-miR156k 20768 34227 3548 21110 15698
mdm-miR156l 20768 34227 3548 21110 15698
mdm-miR156m 20768 34227 3548 21110 15698
mdm-miR156n 20768 34227 3548 21110 15698
mdm-miR156o 20768 34227 3548 21110 15698
mes-miR156a 20768 34227 3548 21110 15698
mes-miR156b 20768 34227 3548 21110 15698
mes-miR156c 20768 34227 3548 21110 15698
mes-miR156d 20768 34227 3548 21110 15698
mes-miR156e 20768 34227 3548 21110 15698
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mes-miR156f 20768 34227 3548 21110 15698
mes-miR156g 20768 34227 3548 21110 15698
mtr-miR156b-5p 20768 34227 3548 21110 15698
mtr-miR156c-5p 20768 34227 3548 21110 15698
mtr-miR156d-5p 20768 34227 3548 21110 15698
mtr-miR156i-5p 20768 34227 3548 21110 15698
nta-miR156a 20768 34227 3548 21110 15698
nta-miR156b 20768 34227 3548 21110 15698
nta-miR156c 20768 34227 3548 21110 15698
nta-miR156d 20768 34227 3548 21110 15698
nta-miR156e 20768 34227 3548 21110 15698
osa-miR156a 20768 34227 3548 21110 15698
osa-miR156b-5p 20768 34227 3548 21110 15698
osa-miR156c-5p 20768 34227 3548 21110 15698
osa-miR156d 20768 34227 3548 21110 15698
osa-miR156e 20768 34227 3548 21110 15698
osa-miR156f-5p 20768 34227 3548 21110 15698
osa-miR156g-5p 20768 34227 3548 21110 15698
osa-miR156h-5p 20768 34227 3548 21110 15698
osa-miR156i 20768 34227 3548 21110 15698
osa-miR156j-5p 20768 34227 3548 21110 15698
pab-miR156a 20768 34227 3548 21110 15698
pab-miR156l 20768 34227 3548 21110 15698
ppe-miR156c 20768 34227 3548 21110 15698
ppe-miR156d 20768 34227 3548 21110 15698
ppe-miR156e 20768 34227 3548 21110 15698
ppt-miR156a 20768 34227 3548 21110 15698
ppt-miR156b 20768 34227 3548 21110 15698
ppt-miR156c 20768 34227 3548 21110 15698
ptc-miR156a 20768 34227 3548 21110 15698
ptc-miR156b 20768 34227 3548 21110 15698
ptc-miR156c 20768 34227 3548 21110 15698
ptc-miR156d 20768 34227 3548 21110 15698
ptc-miR156e 20768 34227 3548 21110 15698
ptc-miR156f 20768 34227 3548 21110 15698
sbi-miR156a 20768 34227 3548 21110 15698
sbi-miR156b 20768 34227 3548 21110 15698
sbi-miR156c 20768 34227 3548 21110 15698
sbi-miR156f 20768 34227 3548 21110 15698
sbi-miR156g 20768 34227 3548 21110 15698
sbi-miR156h 20768 34227 3548 21110 15698
sbi-miR156i 20768 34227 3548 21110 15698
sly-miR156d-5p 20768 34227 3548 21110 15698
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sof-miR156 20768 34227 3548 21110 15698
stu-miR156e 20768 34227 3548 21110 15698
stu-miR156g-5p 20768 34227 3548 21110 15698
stu-miR156h-5p 20768 34227 3548 21110 15698
stu-miR156i-5p 20768 34227 3548 21110 15698
stu-miR156j-5p 20768 34227 3548 21110 15698
stu-miR156k-5p 20768 34227 3548 21110 15698
tcc-miR156b 20768 34227 3548 21110 15698
tcc-miR156c 20768 34227 3548 21110 15698
tcc-miR156d 20768 34227 3548 21110 15698
tcc-miR156g 20768 34227 3548 21110 15698
vca-miR156a-5p 20768 34227 3548 21110 15698
vun-miR156a 20768 34227 3548 21110 15698
vvi-miR156b 20768 34227 3548 21110 15698
vvi-miR156c 20768 34227 3548 21110 15698
vvi-miR156d 20768 34227 3548 21110 15698
zma-miR156a-5p 20768 34227 3548 21110 15698
zma-miR156b-5p 20768 34227 3548 21110 15698
zma-miR156c 20768 34227 3548 21110 15698
zma-miR156d-5p 20768 34227 3548 21110 15698
zma-miR156e-5p 20768 34227 3548 21110 15698
zma-miR156f-5p 20768 34227 3548 21110 15698
zma-miR156g-5p 20768 34227 3548 21110 15698
zma-miR156h-5p 20768 34227 3548 21110 15698
zma-miR156i-5p 20768 34227 3548 21110 15698
zma-miR156l-5p 20768 34227 3548 21110 15698
ama-miR156 20779 34249 3551 21127 15700
gma-miR169e 3672 5706 1196 4464 2983
gma-miR156q 20887 34400 3565 21195 15776
gma-miR156s 20887 34400 3565 21195 15776
ata-miR169h-5p 3720 5831 1223 4517 3047
bdi-miR169b 3720 5831 1223 4517 3047
mes-miR169f 3720 5831 1223 4517 3047
osa-miR169e 3720 5831 1223 4517 3047
sbi-miR169e 3720 5831 1223 4517 3047
sbi-miR169j 3720 5831 1223 4517 3047
ssp-miR169 3720 5831 1223 4517 3047
zma-miR169p-5p 3720 5831 1223 4517 3047
bna-miR156a 20891 34481 3564 21215 15781
hvu-miR156a 20891 34481 3564 21215 15781
hvu-miR156b 20891 34481 3564 21215 15781
rco-miR156a 20891 34481 3564 21215 15781
rco-miR156b 20891 34481 3564 21215 15781
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rco-miR156c 20891 34481 3564 21215 15781
rco-miR156d 20891 34481 3564 21215 15781
ssl-miR156 20891 34481 3564 21215 15781
ssp-miR156 20891 34481 3564 21215 15781
tae-miR156 20891 34481 3564 21215 15781
gso-miR2218 212283 470943 271083 300516 243499
pvu-miR2118 212283 470943 271083 300516 243499
vun-miR2118 212283 470943 271083 300516 243499
aof-miR166b 1357 657 1354 1043 722
ahy-miR156a 187 211 101 167 113
aof-miR156c 187 211 101 167 113
ath-miR156j 187 211 101 167 113
bdi-miR156j 187 211 101 167 113
cas-miR156j 187 211 101 167 113
hpa-miR156a 187 211 101 167 113
ahy-miR167-3p 4463 5492 1307 2236 4610
ptc-miR167f-3p 4463 5492 1307 2236 4610
ptc-miR167g-3p 4463 5492 1307 2236 4610
ptc-miR167h-3p 4463 5492 1307 2236 4610
bdi-miR156a 193 211 103 169 114
far-miR156a 193 211 103 169 114
gma-miR156b 193 211 103 169 114
mtr-miR156a 193 211 103 169 114
osa-miR156k 193 211 103 169 114
rco-miR156e 193 211 103 169 114
sbi-miR156d 193 211 103 169 114
tcc-miR156a 193 211 103 169 114
zma-miR156j-5p 193 211 103 169 114
gma-miR2118a-3p 2919 4326 7841 4325 3577
gma-miR2118b-3p 2919 4326 7841 4325 3577
aqc-miR159 110 106 100 90 52
mtr-miR2118 77 252 70 111 89
gma-miR1515a 6869 8641 20282 4539 11745
gma-miR1515b 6869 8641 20282 4539 11745
aof-miR166a 15790 7474 18107 11179 9533
atr-miR166b 15790 7474 18107 11179 9533
bdi-miR166f 15790 7474 18107 11179 9533
csi-miR166b-3p 15790 7474 18107 11179 9533
csi-miR166d-3p 15790 7474 18107 11179 9533
csi-miR166g-3p 15790 7474 18107 11179 9533
gma-miR166h-3p 15790 7474 18107 11179 9533
gma-miR166k 15790 7474 18107 11179 9533
pab-miR166e 15790 7474 18107 11179 9533
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sly-miR156e-3p 9056 10012 17656 9528 9902
stu-miR156g-3p 9056 10012 17656 9528 9902
cas-miR156k-3p 9076 10019 17678 9536 9910
mtr-miR156c-3p 9076 10019 17678 9536 9910
pvu-miR1514a 13941 9159 16954 12770 7637
aly-miR397a-5p 13 14 140 50 28
aly-miR397b-5p 13 14 140 50 28
ath-miR397a 13 14 140 50 28
bdi-miR397a 13 14 140 50 28
bna-miR397a 13 14 140 50 28
bna-miR397b 13 14 140 50 28
cas-miR397 13 14 140 50 28
cme-miR397 13 14 140 50 28
csi-miR397-5p 13 14 140 50 28
fve-miR397 13 14 140 50 28
gma-miR397a 13 14 140 50 28
gma-miR397b-5p 13 14 140 50 28
lus-miR397b 13 14 140 50 28
mes-miR397b 13 14 140 50 28
mtr-miR397-5p 13 14 140 50 28
osa-miR397a 13 14 140 50 28
ppe-miR397 13 14 140 50 28
ptc-miR397a 13 14 140 50 28
rco-miR397 13 14 140 50 28
sbi-miR397-5p 13 14 140 50 28
ssl-miR397 13 14 140 50 28
tcc-miR397 13 14 140 50 28
vca-miR397-5p 13 14 140 50 28
vvi-miR397a 13 14 140 50 28
pvu-miR482-3p 53 84 281 74 63
bdi-miR393a 133 78 12 81 58
bdi-miR393b-5p 133 78 12 81 58
bna-miR393 133 78 12 81 58
cme-miR393a 133 78 12 81 58
cme-miR393b 133 78 12 81 58
cme-miR393c 133 78 12 81 58
csi-miR393c-5p 133 78 12 81 58
fve-miR393a 133 78 12 81 58
gma-miR393a 133 78 12 81 58
lus-miR393a 133 78 12 81 58
lus-miR393b 133 78 12 81 58
lus-miR393c 133 78 12 81 58
lus-miR393d 133 78 12 81 58
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mes-miR393a 133 78 12 81 58
mtr-miR393a 133 78 12 81 58
mtr-miR393b-5p 133 78 12 81 58
osa-miR393a 133 78 12 81 58
ppe-miR393b 133 78 12 81 58
ptc-miR393a-5p 133 78 12 81 58
ptc-miR393b-5p 133 78 12 81 58
ptc-miR393c 133 78 12 81 58
rco-miR393 133 78 12 81 58
sbi-miR393a 133 78 12 81 58
sbi-miR393b 133 78 12 81 58
tcc-miR393b 133 78 12 81 58
vca-miR393-5p 133 78 12 81 58
vvi-miR393a 133 78 12 81 58
vvi-miR393b 133 78 12 81 58
sly-miR171e 218 358 269 153 276
stu-miR171b-3p 218 358 269 153 276
aof-miR171c 212 347 248 146 267
csi-miR171e-3p 212 347 248 146 267
csi-miR171g-3p 212 347 248 146 267
ctr-miR171 212 347 248 146 267
fve-miR171h 212 347 248 146 267
mdm-miR171a 212 347 248 146 267
mdm-miR171b 212 347 248 146 267
mdm-miR171p 212 347 248 146 267
mes-miR171a 212 347 248 146 267
ppe-miR171h 212 347 248 146 267
efu-miR-126 173 35 497 123 79
bdi-miR160f 269 267 351 221 234
cas-miR160a 269 267 351 221 234
cas-miR160b-5p 269 267 351 221 234
gma-miR160b 269 267 351 221 234
gma-miR160c 269 267 351 221 234
gma-miR160d 269 267 351 221 234
gma-miR160e 269 267 351 221 234
htu-miR160a 269 267 351 221 234
pab-miR160c 269 267 351 221 234
pab-miR160e 269 267 351 221 234
pab-miR160f 269 267 351 221 234
gma-miR159e-5p 1346 1115 1126 751 1072
aca-miR-126-3p 165 35 490 120 78
ami-miR-126-3p 165 35 490 120 78
cgr-miR-126a 165 35 490 120 78
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cja-miR-126 165 35 490 120 78
cli-miR-126-3p 165 35 490 120 78
cpi-miR-126-3p 165 35 490 120 78
cpo-miR-126-3p 165 35 490 120 78
dno-miR-126-3p 165 35 490 120 78
eca-miR-126-3p 165 35 490 120 78
gga-miR-126-3p 165 35 490 120 78
hsa-miR-126-3p 165 35 490 120 78
mdo-miR-126-3p 165 35 490 120 78
mml-miR-126 165 35 490 120 78
mmu-miR-126a-3p 165 35 490 120 78
oan-miR-126-3p 165 35 490 120 78
pbv-miR-126-3p 165 35 490 120 78
ppy-miR-126 165 35 490 120 78
ptr-miR-126 165 35 490 120 78
rno-miR-126a-3p 165 35 490 120 78
ssc-miR-126-3p 165 35 490 120 78
tgu-miR-126-3p 165 35 490 120 78
cme-miR168 1102 1956 779 1355 812
bra-miR168b-5p 1151 2054 812 1449 839
bra-miR168c-5p 1151 2054 812 1449 839
nta-miR168a 1151 2054 812 1449 839
nta-miR168b 1151 2054 812 1449 839
nta-miR168c 1151 2054 812 1449 839
sly-miR168a-5p 1151 2054 812 1449 839
sly-miR168b-5p 1151 2054 812 1449 839
csi-miR160b-5p 270 268 359 222 234
mes-miR160c 270 268 359 222 234
osa-miR160e-5p 270 268 359 222 234
zma-miR160f-5p 270 268 359 222 234
aly-miR167d-5p 52986 43732 40946 44083 24763
ath-miR167d 52986 43732 40946 44083 24763
cca-miR167 52986 43732 40946 44083 24763
eun-miR167b-5p 52986 43732 40946 44083 24763
nta-miR167a 52986 43732 40946 44083 24763
nta-miR167b 52986 43732 40946 44083 24763
nta-miR167c 52986 43732 40946 44083 24763
pab-miR167b 52986 43732 40946 44083 24763
rco-miR167c 52986 43732 40946 44083 24763
csi-miR393a 135 83 12 81 58
ghr-miR169b 72 100 50 52 73
aly-miR170-5p 6950 14810 10511 9105 8883
aly-miR171a-5p 6950 14810 10511 9105 8883
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ath-miR170-5p 6950 14810 10511 9105 8883
ath-miR171a-5p 6950 14810 10511 9105 8883
cas-miR170 6950 14810 10511 9105 8883
cas-miR171a-5p 6950 14810 10511 9105 8883
csi-miR171f-5p 6950 14810 10511 9105 8883
gma-miR171j-5p 6950 14810 10511 9105 8883
sly-miR171f 6950 14810 10511 9105 8883
stu-miR171a-5p 6950 14810 10511 9105 8883
stu-miR171c-5p 6950 14810 10511 9105 8883
gma-miR482b-3p 2853 6453 1543 3760 1637
gma-miR482d-3p 2853 6453 1543 3760 1637
gma-miR159a-5p 1844 1295 2005 1030 1335
ptc-miR396e-3p 432 620 184 245 397
gma-miR319f 103 34 139 68 43
age-miR-19b 57 49 84 90 22
bta-miR-19b 57 49 84 90 22
cgr-miR-19b-3p 57 49 84 90 22
chi-miR-19b-3p 57 49 84 90 22
cja-miR-19b 57 49 84 90 22
cli-miR-19b-3p 57 49 84 90 22
cpo-miR-19b-3p 57 49 84 90 22
dno-miR-19b-3p 57 49 84 90 22
dre-miR-19b-3p 57 49 84 90 22
eca-miR-19b 57 49 84 90 22
fru-miR-19b 57 49 84 90 22
gga-miR-19b-3p 57 49 84 90 22
ggo-miR-19b 57 49 84 90 22
gmo-miR-19b-3p 57 49 84 90 22
hsa-miR-19b-3p 57 49 84 90 22
lca-miR-19b 57 49 84 90 22
lla-miR-19b 57 49 84 90 22
mdo-miR-19b-3p 57 49 84 90 22
mml-miR-19b 57 49 84 90 22
mmu-miR-19b-3p 57 49 84 90 22
mne-miR-19b 57 49 84 90 22
oan-miR-19b-3p 57 49 84 90 22
oar-miR-19b 57 49 84 90 22
ocu-miR-19b-3p 57 49 84 90 22
oha-miR-19b-3p 57 49 84 90 22
pal-miR-19-3p 57 49 84 90 22
pma-miR-19b-3p 57 49 84 90 22
ppa-miR-19b 57 49 84 90 22
ppy-miR-19b 57 49 84 90 22
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ptr-miR-19b 57 49 84 90 22
rno-miR-19b-3p 57 49 84 90 22
sha-miR-19b 57 49 84 90 22
sla-miR-19b 57 49 84 90 22
ssc-miR-19b 57 49 84 90 22
tch-miR-19b-3p 57 49 84 90 22
tgu-miR-19b-3p 57 49 84 90 22
tni-miR-19b 57 49 84 90 22
xla-miR-19b 57 49 84 90 22
xtr-miR-19b 57 49 84 90 22
efu-miR-378 200 224 143 216 102
ggo-miR-378a 199 224 143 216 102
bta-miR-378 195 224 143 215 102
cfa-miR-378 195 224 143 215 102
cgr-miR-378-3p 195 224 143 215 102
chi-miR-378-3p 195 224 143 215 102
cja-miR-378 195 224 143 215 102
cpo-miR-378-3p 195 224 143 215 102
dno-miR-378-3p 195 224 143 215 102
hsa-miR-378a-3p 195 224 143 215 102
nle-miR-378a 195 224 143 215 102
ocu-miR-378-3p 195 224 143 215 102
oga-miR-378 195 224 143 215 102
pal-miR-378-3p 195 224 143 215 102
pha-miR-378 195 224 143 215 102
ppa-miR-378a 195 224 143 215 102
ssc-miR-378 195 224 143 215 102
tch-miR-378a-3p 195 224 143 215 102
efu-miR-19 58 50 84 91 22
xla-miR-19b-3p 58 50 84 91 22
gma-miR156f 12431 14883 2848 9875 6181
ahy-miR156c 12339 14785 2836 9790 6132
far-miR156b 12339 14785 2836 9790 6132
mdm-miR156t 12339 14785 2836 9790 6132
mdm-miR156u 12339 14785 2836 9790 6132
mdm-miR156v 12339 14785 2836 9790 6132
mdm-miR156w 12339 14785 2836 9790 6132
mes-miR156k 12339 14785 2836 9790 6132
gma-miR390b-5p 304 338 292 199 164
gma-miR390d 304 338 292 199 164
nta-miR390a 304 338 292 199 164
sly-miR390a-5p 304 338 292 199 164
stu-miR390-5p 304 338 292 199 164
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csi-miR396f-3p 468 659 204 252 413
gma-miR396b-3p 468 659 204 252 413
gma-miR396k-3p 468 659 204 252 413
mtr-miR396a-3p 468 659 204 252 413
ahy-miR160-5p 95 80 217 96 42
aof-miR160a 95 80 217 96 42
bdi-miR160e-5p 95 80 217 96 42
cme-miR160d 95 80 217 96 42
cpa-miR160d 95 80 217 96 42
mes-miR160e 95 80 217 96 42
mes-miR160f 95 80 217 96 42
mtr-miR160c 95 80 217 96 42
osa-miR160f-5p 95 80 217 96 42
ptc-miR160e-5p 95 80 217 96 42
ptc-miR160f 95 80 217 96 42
rco-miR160c 95 80 217 96 42
sbi-miR160f 95 80 217 96 42
tcc-miR160a 95 80 217 96 42
vca-miR160-5p 95 80 217 96 42
vvi-miR160a 95 80 217 96 42
vvi-miR160b 95 80 217 96 42
lja-miR166-3p 41108 35806 93852 26586 32868
aly-miR166a-3p 39290 34477 91739 25385 31490
aly-miR166b-3p 39290 34477 91739 25385 31490
aly-miR166c-3p 39290 34477 91739 25385 31490
aly-miR166d-3p 39290 34477 91739 25385 31490
aly-miR166e-3p 39290 34477 91739 25385 31490
aly-miR166f-3p 39290 34477 91739 25385 31490
aly-miR166g-3p 39290 34477 91739 25385 31490
aly-miR166h-3p 39290 34477 91739 25385 31490
aof-miR166d 39290 34477 91739 25385 31490
aqc-miR166b 39290 34477 91739 25385 31490
aqc-miR166e 39290 34477 91739 25385 31490
ata-miR166a-3p 39290 34477 91739 25385 31490
ata-miR166b-3p 39290 34477 91739 25385 31490
ata-miR166d-3p 39290 34477 91739 25385 31490
ata-miR166e-3p 39290 34477 91739 25385 31490
ath-miR166a-3p 39290 34477 91739 25385 31490
ath-miR166b-3p 39290 34477 91739 25385 31490
ath-miR166c 39290 34477 91739 25385 31490
ath-miR166d 39290 34477 91739 25385 31490
ath-miR166e-3p 39290 34477 91739 25385 31490
ath-miR166f 39290 34477 91739 25385 31490
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ath-miR166g 39290 34477 91739 25385 31490
atr-miR166a 39290 34477 91739 25385 31490
atr-miR166c 39290 34477 91739 25385 31490
atr-miR166d 39290 34477 91739 25385 31490
bdi-miR166a-3p 39290 34477 91739 25385 31490
bdi-miR166b-3p 39290 34477 91739 25385 31490
bdi-miR166c-3p 39290 34477 91739 25385 31490
bdi-miR166d-3p 39290 34477 91739 25385 31490
bdi-miR166i-3p 39290 34477 91739 25385 31490
bna-miR166a 39290 34477 91739 25385 31490
bna-miR166b 39290 34477 91739 25385 31490
bna-miR166c 39290 34477 91739 25385 31490
bna-miR166d 39290 34477 91739 25385 31490
bna-miR166e 39290 34477 91739 25385 31490
cme-miR166a 39290 34477 91739 25385 31490
cme-miR166b 39290 34477 91739 25385 31490
cme-miR166c 39290 34477 91739 25385 31490
cme-miR166d 39290 34477 91739 25385 31490
cme-miR166f 39290 34477 91739 25385 31490
cme-miR166h 39290 34477 91739 25385 31490
cpa-miR166a 39290 34477 91739 25385 31490
cpa-miR166b 39290 34477 91739 25385 31490
cpa-miR166c 39290 34477 91739 25385 31490
csi-miR166e-3p 39290 34477 91739 25385 31490
dpr-miR166b 39290 34477 91739 25385 31490
eun-miR166-3p 39290 34477 91739 25385 31490
fve-miR166a 39290 34477 91739 25385 31490
fve-miR166b 39290 34477 91739 25385 31490
fve-miR166c 39290 34477 91739 25385 31490
fve-miR166d-3p 39290 34477 91739 25385 31490
fve-miR166e 39290 34477 91739 25385 31490
fve-miR166f 39290 34477 91739 25385 31490
ghr-miR166b 39290 34477 91739 25385 31490
gma-miR166a-3p 39290 34477 91739 25385 31490
gma-miR166b 39290 34477 91739 25385 31490
gma-miR166c-3p 39290 34477 91739 25385 31490
gma-miR166d 39290 34477 91739 25385 31490
gma-miR166e 39290 34477 91739 25385 31490
gma-miR166f 39290 34477 91739 25385 31490
gma-miR166g 39290 34477 91739 25385 31490
gma-miR166i-3p 39290 34477 91739 25385 31490
gma-miR166n 39290 34477 91739 25385 31490
gma-miR166o 39290 34477 91739 25385 31490
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hpa-miR166a 39290 34477 91739 25385 31490
hpe-miR166a 39290 34477 91739 25385 31490
hvu-miR166a 39290 34477 91739 25385 31490
hvu-miR166b 39290 34477 91739 25385 31490
hvu-miR166c 39290 34477 91739 25385 31490
lus-miR166a 39290 34477 91739 25385 31490
lus-miR166c 39290 34477 91739 25385 31490
lus-miR166d 39290 34477 91739 25385 31490
lus-miR166g 39290 34477 91739 25385 31490
lus-miR166h 39290 34477 91739 25385 31490
lus-miR166j 39290 34477 91739 25385 31490
mdm-miR166a 39290 34477 91739 25385 31490
mdm-miR166b 39290 34477 91739 25385 31490
mdm-miR166c 39290 34477 91739 25385 31490
mdm-miR166d 39290 34477 91739 25385 31490
mdm-miR166e 39290 34477 91739 25385 31490
mdm-miR166f 39290 34477 91739 25385 31490
mdm-miR166g 39290 34477 91739 25385 31490
mdm-miR166h 39290 34477 91739 25385 31490
mdm-miR166i 39290 34477 91739 25385 31490
mdm-miR166j 39290 34477 91739 25385 31490
mes-miR166a 39290 34477 91739 25385 31490
mes-miR166b 39290 34477 91739 25385 31490
mes-miR166c 39290 34477 91739 25385 31490
mes-miR166d 39290 34477 91739 25385 31490
mes-miR166e 39290 34477 91739 25385 31490
mes-miR166f 39290 34477 91739 25385 31490
mes-miR166g 39290 34477 91739 25385 31490
mtr-miR166a 39290 34477 91739 25385 31490
mtr-miR166e-3p 39290 34477 91739 25385 31490
mtr-miR166g-3p 39290 34477 91739 25385 31490
nta-miR166a 39290 34477 91739 25385 31490
nta-miR166b 39290 34477 91739 25385 31490
nta-miR166c 39290 34477 91739 25385 31490
nta-miR166d 39290 34477 91739 25385 31490
nta-miR166e 39290 34477 91739 25385 31490
nta-miR166f 39290 34477 91739 25385 31490
nta-miR166g 39290 34477 91739 25385 31490
nta-miR166h 39290 34477 91739 25385 31490
osa-miR166a-3p 39290 34477 91739 25385 31490
osa-miR166b-3p 39290 34477 91739 25385 31490
osa-miR166c-3p 39290 34477 91739 25385 31490
osa-miR166d-3p 39290 34477 91739 25385 31490
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osa-miR166f 39290 34477 91739 25385 31490
osa-miR166j-3p 39290 34477 91739 25385 31490
pab-miR166f 39290 34477 91739 25385 31490
pab-miR166g 39290 34477 91739 25385 31490
pab-miR166h 39290 34477 91739 25385 31490
pab-miR166i 39290 34477 91739 25385 31490
ppe-miR166a 39290 34477 91739 25385 31490
ppe-miR166b 39290 34477 91739 25385 31490
ppe-miR166c 39290 34477 91739 25385 31490
ppe-miR166d 39290 34477 91739 25385 31490
ppe-miR166e 39290 34477 91739 25385 31490
ppt-miR166a 39290 34477 91739 25385 31490
ppt-miR166b 39290 34477 91739 25385 31490
ppt-miR166c 39290 34477 91739 25385 31490
ppt-miR166d 39290 34477 91739 25385 31490
ppt-miR166e 39290 34477 91739 25385 31490
ppt-miR166f 39290 34477 91739 25385 31490
ppt-miR166g 39290 34477 91739 25385 31490
ppt-miR166h 39290 34477 91739 25385 31490
ppt-miR166i 39290 34477 91739 25385 31490
pta-miR166a 39290 34477 91739 25385 31490
pta-miR166b 39290 34477 91739 25385 31490
ptc-miR166a 39290 34477 91739 25385 31490
ptc-miR166b 39290 34477 91739 25385 31490
ptc-miR166c 39290 34477 91739 25385 31490
ptc-miR166d 39290 34477 91739 25385 31490
ptc-miR166e 39290 34477 91739 25385 31490
ptc-miR166f 39290 34477 91739 25385 31490
ptc-miR166g 39290 34477 91739 25385 31490
ptc-miR166h 39290 34477 91739 25385 31490
ptc-miR166i 39290 34477 91739 25385 31490
ptc-miR166j 39290 34477 91739 25385 31490
ptc-miR166k 39290 34477 91739 25385 31490
ptc-miR166l 39290 34477 91739 25385 31490
ptc-miR166m 39290 34477 91739 25385 31490
pvu-miR166a 39290 34477 91739 25385 31490
rco-miR166a 39290 34477 91739 25385 31490
rco-miR166b 39290 34477 91739 25385 31490
rco-miR166c 39290 34477 91739 25385 31490
rco-miR166d 39290 34477 91739 25385 31490
rco-miR166e 39290 34477 91739 25385 31490
sly-miR166a 39290 34477 91739 25385 31490
sly-miR166b 39290 34477 91739 25385 31490
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smo-miR166a 39290 34477 91739 25385 31490
smo-miR166b 39290 34477 91739 25385 31490
smo-miR166c 39290 34477 91739 25385 31490
ssl-miR166b 39290 34477 91739 25385 31490
ssp-miR166 39290 34477 91739 25385 31490
stu-miR166a-3p 39290 34477 91739 25385 31490
stu-miR166c-3p 39290 34477 91739 25385 31490
stu-miR166d-3p 39290 34477 91739 25385 31490
tcc-miR166a 39290 34477 91739 25385 31490
tcc-miR166d 39290 34477 91739 25385 31490
vca-miR166a-3p 39290 34477 91739 25385 31490
vca-miR166b-3p 39290 34477 91739 25385 31490
vca-miR166c-3p 39290 34477 91739 25385 31490
vvi-miR166c 39290 34477 91739 25385 31490
vvi-miR166d 39290 34477 91739 25385 31490
vvi-miR166e 39290 34477 91739 25385 31490
vvi-miR166f 39290 34477 91739 25385 31490
vvi-miR166g 39290 34477 91739 25385 31490
vvi-miR166h 39290 34477 91739 25385 31490
zma-miR166a-3p 39290 34477 91739 25385 31490
csi-miR166a-3p 39295 34481 91787 25387 31492
ctr-miR166 39295 34481 91787 25387 31492
hbr-miR166b 39295 34481 91787 25387 31492
lus-miR166i 39295 34481 91787 25387 31492
lus-miR166k 39295 34481 91787 25387 31492
cas-miR166c-3p 39375 34575 92370 25450 31533
cas-miR166d 39375 34575 92370 25450 31533
cas-miR166f-3p 39375 34575 92370 25450 31533
lja-miR168-5p 64684 135916 28128 81069 38549
aly-miR168a-5p 64535 135686 28082 80905 38434
aly-miR168b-5p 64535 135686 28082 80905 38434
aof-miR168a 64535 135686 28082 80905 38434
ath-miR168a-5p 64535 135686 28082 80905 38434
ath-miR168b-5p 64535 135686 28082 80905 38434
atr-miR168 64535 135686 28082 80905 38434
bna-miR168a 64535 135686 28082 80905 38434
bra-miR168a-5p 64535 135686 28082 80905 38434
cca-miR168a 64535 135686 28082 80905 38434
ccl-miR168 64535 135686 28082 80905 38434
crt-miR168 64535 135686 28082 80905 38434
csi-miR168-5p 64535 135686 28082 80905 38434
fve-miR168-5p 64535 135686 28082 80905 38434
gma-miR168a 64535 135686 28082 80905 38434
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lus-miR168a 64535 135686 28082 80905 38434
lus-miR168b 64535 135686 28082 80905 38434
mdm-miR168a 64535 135686 28082 80905 38434
mdm-miR168b 64535 135686 28082 80905 38434
mes-miR168a 64535 135686 28082 80905 38434
mtr-miR168b 64535 135686 28082 80905 38434
mtr-miR168c-5p 64535 135686 28082 80905 38434
nta-miR168d 64535 135686 28082 80905 38434
nta-miR168e 64535 135686 28082 80905 38434
pab-miR168a 64535 135686 28082 80905 38434
ppe-miR168 64535 135686 28082 80905 38434
ptc-miR168a-5p 64535 135686 28082 80905 38434
ptc-miR168b-5p 64535 135686 28082 80905 38434
rco-miR168 64535 135686 28082 80905 38434
tcc-miR168 64535 135686 28082 80905 38434
vca-miR168a-5p 64535 135686 28082 80905 38434
vca-miR168b-5p 64535 135686 28082 80905 38434
vun-miR168 64535 135686 28082 80905 38434
vvi-miR168 64535 135686 28082 80905 38434
ahy-miR167-5p 32592 40851 39761 19815 28085
cme-miR167c 32592 40851 39761 19815 28085
cpa-miR167c 32592 40851 39761 19815 28085
csi-miR167b-5p 32592 40851 39761 19815 28085
gma-miR167e 32592 40851 39761 19815 28085
gma-miR167f 32592 40851 39761 19815 28085
lus-miR167b 32592 40851 39761 19815 28085
mes-miR167g 32592 40851 39761 19815 28085
mes-miR167h 32592 40851 39761 19815 28085
ptc-miR167f-5p 32592 40851 39761 19815 28085
ptc-miR167g-5p 32592 40851 39761 19815 28085
tcc-miR167c 32592 40851 39761 19815 28085
gma-miR403a 5565 3750 30300 4887 2458
gma-miR403b 5565 3750 30300 4887 2458
aly-miR396b-5p 1143 1233 2696 688 841
ama-miR396-5p 1143 1233 2696 688 841
aqc-miR396b 1143 1233 2696 688 841
ata-miR396c-5p 1143 1233 2696 688 841
ath-miR396b-5p 1143 1233 2696 688 841
atr-miR396b 1143 1233 2696 688 841
atr-miR396c 1143 1233 2696 688 841
atr-miR396e 1143 1233 2696 688 841
bcy-miR396b 1143 1233 2696 688 841
bdi-miR396e-5p 1143 1233 2696 688 841
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bgy-miR396b 1143 1233 2696 688 841
bna-miR396a 1143 1233 2696 688 841
bra-miR396-5p 1143 1233 2696 688 841
cas-miR396b 1143 1233 2696 688 841
cca-miR396a-5p 1143 1233 2696 688 841
ccl-miR396 1143 1233 2696 688 841
cme-miR396a 1143 1233 2696 688 841
cme-miR396c 1143 1233 2696 688 841
cme-miR396d 1143 1233 2696 688 841
csi-miR396f-5p 1143 1233 2696 688 841
fve-miR396b-5p 1143 1233 2696 688 841
gma-miR396b-5p 1143 1233 2696 688 841
gma-miR396c 1143 1233 2696 688 841
gma-miR396k-5p 1143 1233 2696 688 841
lus-miR396b 1143 1233 2696 688 841
lus-miR396e 1143 1233 2696 688 841
mdm-miR396c 1143 1233 2696 688 841
mdm-miR396d 1143 1233 2696 688 841
mdm-miR396e 1143 1233 2696 688 841
mes-miR396c 1143 1233 2696 688 841
mes-miR396d 1143 1233 2696 688 841
mes-miR396e 1143 1233 2696 688 841
mes-miR396f 1143 1233 2696 688 841
mtr-miR396a-5p 1143 1233 2696 688 841
nta-miR396b 1143 1233 2696 688 841
nta-miR396c 1143 1233 2696 688 841
osa-miR396c-5p 1143 1233 2696 688 841
pab-miR396g 1143 1233 2696 688 841
pab-miR396h 1143 1233 2696 688 841
ppe-miR396b 1143 1233 2696 688 841
pta-miR396 1143 1233 2696 688 841
ptc-miR396c 1143 1233 2696 688 841
ptc-miR396d 1143 1233 2696 688 841
ptc-miR396e-5p 1143 1233 2696 688 841
rco-miR396 1143 1233 2696 688 841
sbi-miR396c 1143 1233 2696 688 841
sly-miR396b 1143 1233 2696 688 841
stu-miR396-5p 1143 1233 2696 688 841
tcc-miR396c 1143 1233 2696 688 841
tcc-miR396e 1143 1233 2696 688 841
zma-miR396e-5p 1143 1233 2696 688 841
zma-miR396f-5p 1143 1233 2696 688 841
gma-miR1511 1103 618 4493 521 1150
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gma-miR5374-5p 554 502 295 428 210
mtr-miR171c 28 60 103 47 25
aly-miR166a-5p 15363 15709 1648 5141 10013
aly-miR166c-5p 15363 15709 1648 5141 10013
aly-miR166d-5p 15363 15709 1648 5141 10013
bdi-miR166e-5p 15363 15709 1648 5141 10013
cas-miR166a 15363 15709 1648 5141 10013
csi-miR166a-5p 15363 15709 1648 5141 10013
csi-miR166e-5p 15363 15709 1648 5141 10013
eun-miR166-5p 15363 15709 1648 5141 10013
gma-miR166a-5p 15363 15709 1648 5141 10013
gma-miR166c-5p 15363 15709 1648 5141 10013
gma-miR166l 15363 15709 1648 5141 10013
mtr-miR166g-5p 15363 15709 1648 5141 10013
osa-miR166d-5p 15363 15709 1648 5141 10013
stu-miR166a-5p 15363 15709 1648 5141 10013
vca-miR166b-5p 15363 15709 1648 5141 10013
zma-miR166c-5p 15363 15709 1648 5141 10013
gma-miR391-5p 85 61 167 59 39
gma-miR171m 9514 18038 18276 8015 9536
gma-miR171t 9514 18038 18276 8015 9536
aly-miR169a-5p 491 981 621 460 423
ata-miR169e-5p 491 981 621 460 423
ata-miR169f-5p 491 981 621 460 423
ata-miR169g-5p 491 981 621 460 423
ath-miR169a-5p 491 981 621 460 423
bdi-miR169a-5p 491 981 621 460 423
bna-miR169a 491 981 621 460 423
bna-miR169b 491 981 621 460 423
cas-miR169a 491 981 621 460 423
gma-miR169b 491 981 621 460 423
lus-miR169g 491 981 621 460 423
lus-miR169l 491 981 621 460 423
mes-miR169g 491 981 621 460 423
mtr-miR169a 491 981 621 460 423
nta-miR169a 491 981 621 460 423
nta-miR169b 491 981 621 460 423
nta-miR169c 491 981 621 460 423
nta-miR169d 491 981 621 460 423
nta-miR169e 491 981 621 460 423
nta-miR169f 491 981 621 460 423
nta-miR169g 491 981 621 460 423
nta-miR169h 491 981 621 460 423
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nta-miR169i 491 981 621 460 423
nta-miR169j 491 981 621 460 423
nta-miR169k 491 981 621 460 423
nta-miR169l 491 981 621 460 423
nta-miR169m 491 981 621 460 423
nta-miR169o 491 981 621 460 423
nta-miR169p 491 981 621 460 423
osa-miR169a 491 981 621 460 423
ptc-miR169a 491 981 621 460 423
ptc-miR169b-5p 491 981 621 460 423
ptc-miR169c 491 981 621 460 423
sbi-miR169a 491 981 621 460 423
sly-miR169c 491 981 621 460 423
tcc-miR169a 491 981 621 460 423
tcc-miR169c 491 981 621 460 423
tcc-miR169e 491 981 621 460 423
vvi-miR169f 491 981 621 460 423
vvi-miR169g 491 981 621 460 423
zma-miR169a-5p 491 981 621 460 423
zma-miR169b-5p 491 981 621 460 423
gma-miR169u 487 966 649 440 429
mdm-miR167h 68755 87811 93911 40687 54233
mdm-miR167i 68755 87811 93911 40687 54233
mdm-miR167j 68755 87811 93911 40687 54233
ppe-miR167d 68755 87811 93911 40687 54233
ppe-miR398b 60 51 339 61 58
bna-miR167a 5635 8853 15331 4957 5190
bna-miR167b 5635 8853 15331 4957 5190
aly-miR167a-5p 5632 8844 15323 4951 5186
aly-miR167b-5p 5632 8844 15323 4951 5186
aof-miR167a 5632 8844 15323 4951 5186
ata-miR167a-5p 5632 8844 15323 4951 5186
ata-miR167c-5p 5632 8844 15323 4951 5186
ata-miR167e-5p 5632 8844 15323 4951 5186
ath-miR167a-5p 5632 8844 15323 4951 5186
ath-miR167b 5632 8844 15323 4951 5186
bdi-miR167a 5632 8844 15323 4951 5186
bdi-miR167b 5632 8844 15323 4951 5186
bdi-miR167f 5632 8844 15323 4951 5186
bna-miR167c 5632 8844 15323 4951 5186
bra-miR167a 5632 8844 15323 4951 5186
bra-miR167b 5632 8844 15323 4951 5186
bra-miR167c 5632 8844 15323 4951 5186
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bra-miR167d 5632 8844 15323 4951 5186
cme-miR167a 5632 8844 15323 4951 5186
cme-miR167b 5632 8844 15323 4951 5186
cpa-miR167a 5632 8844 15323 4951 5186
cpa-miR167b 5632 8844 15323 4951 5186
csi-miR167d-5p 5632 8844 15323 4951 5186
csi-miR167e-5p 5632 8844 15323 4951 5186
dpr-miR167a 5632 8844 15323 4951 5186
dpr-miR167b 5632 8844 15323 4951 5186
ghr-miR167a 5632 8844 15323 4951 5186
ghr-miR167b 5632 8844 15323 4951 5186
gma-miR167a 5632 8844 15323 4951 5186
gma-miR167b 5632 8844 15323 4951 5186
gma-miR167d 5632 8844 15323 4951 5186
lus-miR167c 5632 8844 15323 4951 5186
lus-miR167d 5632 8844 15323 4951 5186
lus-miR167e 5632 8844 15323 4951 5186
lus-miR167h 5632 8844 15323 4951 5186
mdm-miR167b 5632 8844 15323 4951 5186
mdm-miR167c 5632 8844 15323 4951 5186
mdm-miR167d 5632 8844 15323 4951 5186
mdm-miR167e 5632 8844 15323 4951 5186
mdm-miR167f 5632 8844 15323 4951 5186
mdm-miR167g 5632 8844 15323 4951 5186
mes-miR167c 5632 8844 15323 4951 5186
mtr-miR167a 5632 8844 15323 4951 5186
nta-miR167d 5632 8844 15323 4951 5186
nta-miR167e 5632 8844 15323 4951 5186
osa-miR167a-5p 5632 8844 15323 4951 5186
osa-miR167b 5632 8844 15323 4951 5186
osa-miR167c-5p 5632 8844 15323 4951 5186
ppe-miR167a 5632 8844 15323 4951 5186
ppe-miR167b 5632 8844 15323 4951 5186
ptc-miR167a 5632 8844 15323 4951 5186
ptc-miR167b 5632 8844 15323 4951 5186
ptc-miR167c 5632 8844 15323 4951 5186
ptc-miR167d 5632 8844 15323 4951 5186
rco-miR167a 5632 8844 15323 4951 5186
rco-miR167b 5632 8844 15323 4951 5186
sbi-miR167a 5632 8844 15323 4951 5186
sbi-miR167b 5632 8844 15323 4951 5186
sbi-miR167i 5632 8844 15323 4951 5186
sly-miR167a 5632 8844 15323 4951 5186
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stu-miR167a-5p 5632 8844 15323 4951 5186
stu-miR167b-5p 5632 8844 15323 4951 5186
stu-miR167c-5p 5632 8844 15323 4951 5186
stu-miR167d-5p 5632 8844 15323 4951 5186
tae-miR167a 5632 8844 15323 4951 5186
tcc-miR167a 5632 8844 15323 4951 5186
tcc-miR167b 5632 8844 15323 4951 5186
vvi-miR167b 5632 8844 15323 4951 5186
vvi-miR167d 5632 8844 15323 4951 5186
vvi-miR167e 5632 8844 15323 4951 5186
zma-miR167a-5p 5632 8844 15323 4951 5186
zma-miR167b-5p 5632 8844 15323 4951 5186
zma-miR167c-5p 5632 8844 15323 4951 5186
zma-miR167d-5p 5632 8844 15323 4951 5186
ppt-miR160b 33 24 341 30 17
ppt-miR160i 33 24 341 30 17
lus-miR398f 59 52 334 59 55
gma-miR159d 3954 2175 751 1985 1102
aof-miR398 6176 8152 22550 5826 6562
aqc-miR398b 6176 8152 22550 5826 6562
bdi-miR398a 6176 8152 22550 5826 6562
cca-miR398 6176 8152 22550 5826 6562
cme-miR398a 6176 8152 22550 5826 6562
csi-miR398b-3p 6176 8152 22550 5826 6562
gma-miR398c 6176 8152 22550 5826 6562
gma-miR398d 6176 8152 22550 5826 6562
lus-miR398a 6176 8152 22550 5826 6562
mdm-miR398b 6176 8152 22550 5826 6562
mdm-miR398c 6176 8152 22550 5826 6562
mes-miR398 6176 8152 22550 5826 6562
mtr-miR398b 6176 8152 22550 5826 6562
mtr-miR398c 6176 8152 22550 5826 6562
nta-miR398 6176 8152 22550 5826 6562
osa-miR398b 6176 8152 22550 5826 6562
ppe-miR398a-3p 6176 8152 22550 5826 6562
ptc-miR398b 6176 8152 22550 5826 6562
ptc-miR398c-3p 6176 8152 22550 5826 6562
rco-miR398b 6176 8152 22550 5826 6562
tcc-miR398a 6176 8152 22550 5826 6562
vvi-miR398b 6176 8152 22550 5826 6562
vvi-miR398c 6176 8152 22550 5826 6562
bdi-miR166e-3p 380 323 1408 247 290
ptc-miR169s 400 865 603 371 338
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aof-miR171b 202 402 561 162 158
fve-miR171f-3p 202 402 561 162 158
gma-miR171k-3p 202 402 561 162 158
lja-miR171d-5p 202 402 561 162 158
mdm-miR171j 202 402 561 162 158
mdm-miR171k 202 402 561 162 158
mdm-miR171l 202 402 561 162 158
mes-miR171e 202 402 561 162 158
nta-miR171b 202 402 561 162 158
pab-miR171b 202 402 561 162 158
pab-miR171c 202 402 561 162 158
ppe-miR171b 202 402 561 162 158
ssl-miR171b 202 402 561 162 158
vvi-miR171f 202 402 561 162 158
lja-miR1511-3p 12708 10343 28977 6523 8375
htu-miR171a 21 50 99 36 17
fve-miR167d 1734 2867 4223 1487 1553
lus-miR167a 1609 2734 4204 1417 1469
vvi-miR167c 1609 2734 4204 1417 1469
bna-miR167d 1547 2691 4152 1384 1420
fve-miR167a 1547 2691 4152 1384 1420
fve-miR167b 1547 2691 4152 1384 1420
fve-miR167c 1547 2691 4152 1384 1420
gma-miR167l 1547 2691 4152 1384 1420
lja-miR167a 1547 2691 4152 1384 1420
lja-miR167b 1547 2691 4152 1384 1420
lja-miR167c 1547 2691 4152 1384 1420
mes-miR167b 1547 2691 4152 1384 1420
ptc-miR390d-3p 69 72 127 26 49
sly-miR390a-3p 69 72 127 26 49
cme-miR166g 322 277 935 199 221
csi-miR166c-3p 322 277 935 199 221
gma-miR166p 322 277 935 199 221
gma-miR166q 322 277 935 199 221
gma-miR166r 322 277 935 199 221
gma-miR166s 322 277 935 199 221
gma-miR166t 322 277 935 199 221
sbi-miR166a 322 277 935 199 221
sbi-miR166b 322 277 935 199 221
sbi-miR166c 322 277 935 199 221
sbi-miR166d 322 277 935 199 221
sbi-miR166h 322 277 935 199 221
sbi-miR166i 322 277 935 199 221
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sbi-miR166j 322 277 935 199 221
tcc-miR166b 322 277 935 199 221
zma-miR166b-3p 322 277 935 199 221
zma-miR166c-3p 322 277 935 199 221
zma-miR166d-3p 322 277 935 199 221
zma-miR166e 322 277 935 199 221
zma-miR166f 322 277 935 199 221
zma-miR166g-3p 322 277 935 199 221
zma-miR166h-3p 322 277 935 199 221
zma-miR166i-3p 322 277 935 199 221
eun-miR167b-3p 464 825 474 344 315
csi-miR167c-3p 2180 2342 4079 1257 1598
ppt-miR390c-5p 244 380 768 230 183
csi-miR390b-5p 244 380 767 230 183
gma-miR390e 244 380 767 230 183
eca-miR-378 53 77 105 70 35
mml-miR-378a 53 77 105 70 35
mmu-miR-378a-3p 53 77 105 70 35
ptr-miR-378a 53 77 105 70 35
rno-miR-378a-3p 53 77 105 70 35
aof-miR167b 4141 6388 13239 3318 3696
ata-miR167b-5p 4141 6388 13239 3318 3696
ata-miR167d-5p 4141 6388 13239 3318 3696
bdi-miR167c-5p 4141 6388 13239 3318 3696
bdi-miR167d-5p 4141 6388 13239 3318 3696
bdi-miR167e-5p 4141 6388 13239 3318 3696
bdi-miR167g 4141 6388 13239 3318 3696
ccl-miR167a 4141 6388 13239 3318 3696
ccl-miR167b 4141 6388 13239 3318 3696
cpa-miR167d 4141 6388 13239 3318 3696
ctr-miR167 4141 6388 13239 3318 3696
eun-miR167a-5p 4141 6388 13239 3318 3696
gma-miR167g 4141 6388 13239 3318 3696
mes-miR167d 4141 6388 13239 3318 3696
mes-miR167e 4141 6388 13239 3318 3696
mes-miR167f 4141 6388 13239 3318 3696
ppe-miR167c 4141 6388 13239 3318 3696
vca-miR167a-5p 4141 6388 13239 3318 3696
vca-miR167b-5p 4141 6388 13239 3318 3696
cpa-miR166d 2329 1741 8028 1495 1533
gma-miR166j-3p 2329 1741 8028 1495 1533
mes-miR160h 8719 7677 23410 5160 4684
crt-miR166a 2333 1741 8038 1495 1535
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mes-miR166h 2333 1741 8038 1495 1535
gma-miR390a-3p 3229 3523 12001 2369 3052
gma-miR390c 3229 3523 12001 2369 3052
mes-miR390 3229 3523 12001 2369 3052
aly-miR390a-3p 3489 3760 12662 2457 3259
ath-miR390a-3p 3489 3760 12662 2457 3259
cas-miR390a-3p 3489 3760 12662 2457 3259
csi-miR390a-3p 3489 3760 12662 2457 3259
lja-miR390a-3p 3489 3760 12662 2457 3259
lja-miR390b-3p 3489 3760 12662 2457 3259
sly-miR390b-3p 3489 3760 12662 2457 3259
aly-miR160a-5p 8586 7490 23233 5057 4547
aly-miR160b-5p 8586 7490 23233 5057 4547
aly-miR160c-5p 8586 7490 23233 5057 4547
aof-miR160c 8586 7490 23233 5057 4547
aqc-miR160b 8586 7490 23233 5057 4547
ata-miR160a-5p 8586 7490 23233 5057 4547
ata-miR160b-5p 8586 7490 23233 5057 4547
ata-miR160c-5p 8586 7490 23233 5057 4547
ath-miR160a-5p 8586 7490 23233 5057 4547
ath-miR160b 8586 7490 23233 5057 4547
ath-miR160c-5p 8586 7490 23233 5057 4547
atr-miR160 8586 7490 23233 5057 4547
bdi-miR160a-5p 8586 7490 23233 5057 4547
bdi-miR160b-5p 8586 7490 23233 5057 4547
bdi-miR160c-5p 8586 7490 23233 5057 4547
bdi-miR160d-5p 8586 7490 23233 5057 4547
bna-miR160a 8586 7490 23233 5057 4547
bna-miR160b 8586 7490 23233 5057 4547
bna-miR160c 8586 7490 23233 5057 4547
bna-miR160d 8586 7490 23233 5057 4547
bra-miR160a-5p 8586 7490 23233 5057 4547
cca-miR160b 8586 7490 23233 5057 4547
cme-miR160a 8586 7490 23233 5057 4547
cme-miR160b 8586 7490 23233 5057 4547
cme-miR160c 8586 7490 23233 5057 4547
cpa-miR160a 8586 7490 23233 5057 4547
cpa-miR160b 8586 7490 23233 5057 4547
cpa-miR160c-5p 8586 7490 23233 5057 4547
cpa-miR160e 8586 7490 23233 5057 4547
cpa-miR160f-5p 8586 7490 23233 5057 4547
eun-miR160-5p 8586 7490 23233 5057 4547
far-miR160 8586 7490 23233 5057 4547
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fve-miR160a 8586 7490 23233 5057 4547
fve-miR160b 8586 7490 23233 5057 4547
gma-miR160a-5p 8586 7490 23233 5057 4547
gma-miR160f 8586 7490 23233 5057 4547
lus-miR160a 8586 7490 23233 5057 4547
lus-miR160b 8586 7490 23233 5057 4547
lus-miR160d 8586 7490 23233 5057 4547
lus-miR160e 8586 7490 23233 5057 4547
lus-miR160f 8586 7490 23233 5057 4547
lus-miR160h 8586 7490 23233 5057 4547
lus-miR160i 8586 7490 23233 5057 4547
lus-miR160j 8586 7490 23233 5057 4547
mdm-miR160a 8586 7490 23233 5057 4547
mdm-miR160b 8586 7490 23233 5057 4547
mdm-miR160c 8586 7490 23233 5057 4547
mdm-miR160d 8586 7490 23233 5057 4547
mdm-miR160e 8586 7490 23233 5057 4547
mes-miR160a 8586 7490 23233 5057 4547
mes-miR160b 8586 7490 23233 5057 4547
mes-miR160d 8586 7490 23233 5057 4547
mtr-miR160a 8586 7490 23233 5057 4547
mtr-miR160b 8586 7490 23233 5057 4547
mtr-miR160d 8586 7490 23233 5057 4547
mtr-miR160e 8586 7490 23233 5057 4547
nta-miR160a 8586 7490 23233 5057 4547
nta-miR160b 8586 7490 23233 5057 4547
nta-miR160c 8586 7490 23233 5057 4547
osa-miR160a-5p 8586 7490 23233 5057 4547
osa-miR160b-5p 8586 7490 23233 5057 4547
osa-miR160c-5p 8586 7490 23233 5057 4547
osa-miR160d-5p 8586 7490 23233 5057 4547
pab-miR160a 8586 7490 23233 5057 4547
pab-miR160b 8586 7490 23233 5057 4547
pab-miR160d 8586 7490 23233 5057 4547
ppe-miR160a 8586 7490 23233 5057 4547
ppe-miR160b 8586 7490 23233 5057 4547
ppt-miR160a 8586 7490 23233 5057 4547
ppt-miR160e 8586 7490 23233 5057 4547
ppt-miR160f 8586 7490 23233 5057 4547
ptc-miR160a 8586 7490 23233 5057 4547
ptc-miR160b-5p 8586 7490 23233 5057 4547
ptc-miR160c-5p 8586 7490 23233 5057 4547
ptc-miR160d 8586 7490 23233 5057 4547
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rco-miR160a 8586 7490 23233 5057 4547
rco-miR160b 8586 7490 23233 5057 4547
sbi-miR160a 8586 7490 23233 5057 4547
sbi-miR160b 8586 7490 23233 5057 4547
sbi-miR160c 8586 7490 23233 5057 4547
sbi-miR160d 8586 7490 23233 5057 4547
sbi-miR160e 8586 7490 23233 5057 4547
sly-miR160a 8586 7490 23233 5057 4547
smo-miR160a 8586 7490 23233 5057 4547
smo-miR160b 8586 7490 23233 5057 4547
stu-miR160a-5p 8586 7490 23233 5057 4547
stu-miR160b 8586 7490 23233 5057 4547
tae-miR160 8586 7490 23233 5057 4547
tcc-miR160b 8586 7490 23233 5057 4547
ttu-miR160 8586 7490 23233 5057 4547
vun-miR160 8586 7490 23233 5057 4547
vvi-miR160c 8586 7490 23233 5057 4547
vvi-miR160d 8586 7490 23233 5057 4547
vvi-miR160e 8586 7490 23233 5057 4547
zma-miR160a-5p 8586 7490 23233 5057 4547
zma-miR160b-5p 8586 7490 23233 5057 4547
zma-miR160c-5p 8586 7490 23233 5057 4547
zma-miR160d-5p 8586 7490 23233 5057 4547
zma-miR160e 8586 7490 23233 5057 4547
zma-miR160g-5p 8586 7490 23233 5057 4547
mes-miR160g 8613 7512 23314 5065 4566
cas-miR166e 450 435 1699 337 287
csi-miR166f-3p 450 435 1699 337 287
osa-miR166m 450 435 1699 337 287
crt-miR166b 450 439 1702 337 288
ata-miR167f-5p 3638 5641 12623 2961 3288
tae-miR167c-5p 3638 5641 12623 2961 3288
aof-miR167c 3574 5613 12595 2914 3256
atr-miR167 3574 5613 12595 2914 3256
cme-miR167d 3574 5613 12595 2914 3256
cme-miR167f 3574 5613 12595 2914 3256
csi-miR167a-5p 3574 5613 12595 2914 3256
csi-miR167c-5p 3574 5613 12595 2914 3256
dpr-miR167c 3574 5613 12595 2914 3256
gma-miR167c 3574 5613 12595 2914 3256
gma-miR167j 3574 5613 12595 2914 3256
gso-miR167a 3574 5613 12595 2914 3256
lja-miR167 3574 5613 12595 2914 3256
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lus-miR167f 3574 5613 12595 2914 3256
lus-miR167g 3574 5613 12595 2914 3256
lus-miR167i 3574 5613 12595 2914 3256
mes-miR167a 3574 5613 12595 2914 3256
mtr-miR167b-5p 3574 5613 12595 2914 3256
osa-miR167d-5p 3574 5613 12595 2914 3256
osa-miR167e-5p 3574 5613 12595 2914 3256
osa-miR167f 3574 5613 12595 2914 3256
osa-miR167g 3574 5613 12595 2914 3256
osa-miR167h-5p 3574 5613 12595 2914 3256
osa-miR167i-5p 3574 5613 12595 2914 3256
osa-miR167j 3574 5613 12595 2914 3256
ptc-miR167e 3574 5613 12595 2914 3256
sbi-miR167c 3574 5613 12595 2914 3256
sbi-miR167d 3574 5613 12595 2914 3256
sbi-miR167e 3574 5613 12595 2914 3256
sbi-miR167f 3574 5613 12595 2914 3256
sbi-miR167g 3574 5613 12595 2914 3256
sbi-miR167h 3574 5613 12595 2914 3256
sof-miR167a 3574 5613 12595 2914 3256
sof-miR167b 3574 5613 12595 2914 3256
ssp-miR167b 3574 5613 12595 2914 3256
vvi-miR167a 3574 5613 12595 2914 3256
zma-miR167e-5p 3574 5613 12595 2914 3256
zma-miR167f-5p 3574 5613 12595 2914 3256
zma-miR167g-5p 3574 5613 12595 2914 3256
zma-miR167h-5p 3574 5613 12595 2914 3256
zma-miR167i-5p 3574 5613 12595 2914 3256
zma-miR167j-5p 3574 5613 12595 2914 3256
aly-miR166g-5p 700 800 69 148 435
cas-miR166f-5p 700 800 69 148 435
csi-miR166b-5p 700 800 69 148 435
gma-miR166h-5p 700 800 69 148 435
gma-miR166j-5p 700 800 69 148 435
stu-miR166c-5p 700 800 69 148 435
aly-miR390a-5p 1490 1960 3675 965 866
aly-miR390b-5p 1490 1960 3675 965 866
aof-miR390 1490 1960 3675 965 866
ata-miR390-5p 1490 1960 3675 965 866
ath-miR390a-5p 1490 1960 3675 965 866
ath-miR390b-5p 1490 1960 3675 965 866
atr-miR390.2 1490 1960 3675 965 866
bdi-miR390a-5p 1490 1960 3675 965 866
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bna-miR390a 1490 1960 3675 965 866
bna-miR390b 1490 1960 3675 965 866
bna-miR390c 1490 1960 3675 965 866
bra-miR390-5p 1490 1960 3675 965 866
cas-miR390a-5p 1490 1960 3675 965 866
cas-miR390b 1490 1960 3675 965 866
cme-miR390a 1490 1960 3675 965 866
cme-miR390b 1490 1960 3675 965 866
cme-miR390c 1490 1960 3675 965 866
cme-miR390d 1490 1960 3675 965 866
cpa-miR390a 1490 1960 3675 965 866
cpa-miR390b 1490 1960 3675 965 866
csi-miR390a-5p 1490 1960 3675 965 866
fve-miR390a 1490 1960 3675 965 866
fve-miR390b 1490 1960 3675 965 866
ghr-miR390a 1490 1960 3675 965 866
ghr-miR390b 1490 1960 3675 965 866
ghr-miR390c 1490 1960 3675 965 866
gma-miR390a-5p 1490 1960 3675 965 866
gma-miR390f 1490 1960 3675 965 866
gma-miR390g 1490 1960 3675 965 866
hex-miR390a 1490 1960 3675 965 866
hex-miR390b 1490 1960 3675 965 866
lja-miR390a-5p 1490 1960 3675 965 866
lja-miR390b-5p 1490 1960 3675 965 866
lus-miR390a 1490 1960 3675 965 866
lus-miR390b 1490 1960 3675 965 866
lus-miR390c 1490 1960 3675 965 866
lus-miR390d 1490 1960 3675 965 866
mdm-miR390a 1490 1960 3675 965 866
mdm-miR390b 1490 1960 3675 965 866
mdm-miR390c 1490 1960 3675 965 866
mdm-miR390d 1490 1960 3675 965 866
mdm-miR390e 1490 1960 3675 965 866
mdm-miR390f 1490 1960 3675 965 866
mes-miR390b 1490 1960 3675 965 866
mtr-miR390 1490 1960 3675 965 866
nta-miR390b 1490 1960 3675 965 866
nta-miR390c 1490 1960 3675 965 866
osa-miR390-5p 1490 1960 3675 965 866
pab-miR390a 1490 1960 3675 965 866
pab-miR390b 1490 1960 3675 965 866
ppe-miR390 1490 1960 3675 965 866
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Do not distribute

ppt-miR390a 1490 1960 3675 965 866
ppt-miR390b 1490 1960 3675 965 866
ptc-miR390a 1490 1960 3675 965 866
ptc-miR390b 1490 1960 3675 965 866
ptc-miR390c 1490 1960 3675 965 866
ptc-miR390d-5p 1490 1960 3675 965 866
rco-miR390a 1490 1960 3675 965 866
rco-miR390b 1490 1960 3675 965 866
sbi-miR390 1490 1960 3675 965 866
sly-miR390b-5p 1490 1960 3675 965 866
tcc-miR390a 1490 1960 3675 965 866
tcc-miR390b 1490 1960 3675 965 866
vvi-miR390 1490 1960 3675 965 866
zma-miR390a-5p 1490 1960 3675 965 866
zma-miR390b-5p 1490 1960 3675 965 866
csi-miR160a-5p 35 24 336 24 15
pab-miR166j 76 50 1329 38 57
mes-miR166i 15 10 174 5 15
gma-miR166m 69 36 1299 29 44
mtr-miR166e-5p 206 672 52 93 201
osa-miR166h-5p 206 672 52 93 201
zma-miR166m-5p 206 672 52 93 201
aly-miR168a-3p 434 484 5046 334 647
ath-miR168a-3p 434 484 5046 334 647
bra-miR168b-3p 434 484 5046 334 647
bra-miR168c-3p 434 484 5046 334 647
cas-miR168 434 484 5046 334 647
csi-miR168-3p 434 484 5046 334 647
fve-miR168-3p 434 484 5046 334 647
mtr-miR168c-3p 434 484 5046 334 647
ptc-miR168a-3p 434 484 5046 334 647
ptc-miR168b-3p 434 484 5046 334 647
sly-miR168b-3p 434 484 5046 334 647
lja-miR168-3p 436 488 5067 335 648
aof-miR166c 5 6 1623 3 11
ath-miR165a-3p 5 6 1623 3 11
ath-miR165b 5 6 1623 3 11
bna-miR166f 5 6 1623 3 11
cas-miR165a 5 6 1623 3 11
lus-miR166b 5 6 1623 3 11
gmo-miR-451-5p 12 192 761 11 7
cfa-miR-375 0 0 477 0 0
cpo-miR-375-3p 0 0 477 0 0
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dno-miR-375-3p 0 0 477 0 0
ggo-miR-375 0 0 477 0 0
hsa-miR-375-3p 0 0 477 0 0
mml-miR-375 0 0 477 0 0
mmu-miR-375-3p 0 0 477 0 0
ocu-miR-375-3p 0 0 477 0 0
pal-miR-375-3p 0 0 477 0 0
ppy-miR-375 0 0 477 0 0
ptr-miR-375 0 0 477 0 0
rno-miR-375-3p 0 0 477 0 0
ssc-miR-375 0 0 477 0 0
bta-miR-375 0 0 486 0 0
efu-miR-375 0 0 486 0 0
mdo-miR-375 0 0 486 0 0
aae-miR-184 1 352 0 0 1
abu-miR-184a 1 352 0 0 1
ame-miR-184-3p 1 352 0 0 1
api-miR-184a 1 352 0 0 1
bbe-miR-184-3p 1 352 0 0 1
bdo-miR-184 1 352 0 0 1
bmo-miR-184-3p 1 352 0 0 1
ccr-miR-184 1 352 0 0 1
cin-miR-184 1 352 0 0 1
cqu-miR-184 1 352 0 0 1
cte-miR-184a 1 352 0 0 1
dan-miR-184-3p 1 352 0 0 1
der-miR-184-3p 1 352 0 0 1
dgr-miR-184-3p 1 352 0 0 1
dme-miR-184-3p 1 352 0 0 1
dmo-miR-184-3p 1 352 0 0 1
dpe-miR-184-3p 1 352 0 0 1
dps-miR-184 1 352 0 0 1
dre-miR-184 1 352 0 0 1
dse-miR-184-3p 1 352 0 0 1
dsi-miR-184-3p 1 352 0 0 1
dvi-miR-184-3p 1 352 0 0 1
dwi-miR-184-3p 1 352 0 0 1
dya-miR-184-3p 1 352 0 0 1
hme-miR-184 1 352 0 0 1
ipu-miR-184 1 352 0 0 1
isc-miR-184 1 352 0 0 1
lgi-miR-184 1 352 0 0 1
lva-miR-184-3p 1 352 0 0 1
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mle-miR-184-3p 1 352 0 0 1
mse-miR-184 1 352 0 0 1
mze-miR-184a 1 352 0 0 1
nbr-miR-184a 1 352 0 0 1
ngi-miR-184 1 352 0 0 1
nlo-miR-184 1 352 0 0 1
nvi-miR-184 1 352 0 0 1
oni-miR-184a 1 352 0 0 1
pca-miR-184-3p 1 352 0 0 1
pmi-miR-184-3p 1 352 0 0 1
pny-miR-184a 1 352 0 0 1
pte-miR-184-3p 1 352 0 0 1
sko-miR-184-3p 1 352 0 0 1
spu-miR-184 1 352 0 0 1
tca-miR-184-3p 1 352 0 0 1
tcf-miR-184-3p 1 352 0 0 1
tur-miR-184-3p 1 352 0 0 1
aae-miR-2940-3p 0 673 2 0 0
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X42_3 norm.H42_1 norm.H42_2 norm.H42_3 norm.X42_1 norm.X42_2 norm.X42_3
320 12 0 2 18 5 151
320 12 0 2 18 5 151
320 12 0 2 18 5 151
320 12 0 2 18 5 151
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
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Do not distribute

390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
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Do not distribute

390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
390 430 793 198 53 135 184
391 434 793 201 53 135 184
779 77 366 3498 86 89 367
779 77 366 3498 86 89 367
779 77 366 3498 86 89 367
779 77 366 3498 86 89 367
779 77 366 3498 86 89 367
779 77 366 3498 86 89 367
779 77 366 3498 86 89 367
779 77 366 3498 86 89 367
779 77 366 3498 86 89 367
574 30 346 2036 31 24 271
574 30 346 2036 31 24 271
574 30 346 2036 31 24 271
574 30 346 2036 31 24 271
574 30 346 2036 31 24 271
574 30 346 2036 31 24 271
574 30 346 2036 31 24 271
574 30 346 2036 31 24 271
574 30 346 2036 31 24 271
574 30 346 2036 31 24 271
574 30 346 2036 31 24 271
574 30 346 2036 31 24 271

5568 0 0 1 0 0 2627
5136 0 0 1 0 0 2423
2181 0 0 1 0 0 1029
1803 0 0 0 0 0 850
1599 0 0 0 0 0 754
1591 0 0 0 0 0 750
1294 0 0 1 0 0 610
1102 0 0 0 0 0 520

396 0 0 0 0 0 187
393 0 0 0 0 0 185
336 0 0 1 0 0 158
308 0 0 1 0 0 145

9770 0 0 2 0 0 4609
16301 0 0 6 0 0 7689
26912 0 0 12 0 0 12695

6438 0 0 2 0 0 3037
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Do not distribute

4629 0 0 2 0 0 2184
3487 0 0 2 0 0 1645
1308 0 0 3 0 0 617
1809 3 7 10 5 3 853

422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
422 0 3 3 2 2 199
615 3 7 6 4 3 290
483 2 5 4 3 3 228

1613 5 3 44 5 10 761
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
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Do not distribute

1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1612 5 3 44 5 10 760
1618 5 3 45 5 10 763
1759 13 37 17 10 10 830
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829

Page 2591 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829
1758 13 37 17 10 10 829

442 5 1 23 8 3 208
442 5 1 23 8 3 208
442 5 1 23 8 3 208
442 5 1 23 8 3 208
305 5 1 16 6 2 144
305 5 1 16 6 2 144
305 5 1 16 6 2 144
305 5 1 16 6 2 144
305 5 1 16 6 2 144
305 5 1 16 6 2 144
305 5 1 16 6 2 144
305 5 1 16 6 2 144
305 5 1 16 6 2 144
305 5 1 16 6 2 144
305 5 1 16 6 2 144
305 5 1 16 6 2 144
305 5 1 16 6 2 144
305 5 1 16 6 2 144
305 5 1 16 6 2 144
305 5 1 16 6 2 144
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
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Do not distribute

401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
401 7 7 17 4 8 189
431 7 7 18 4 8 203

4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
4609 87 248 39 109 80 2174
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4609 87 248 39 109 80 2174
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
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Do not distribute

7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7427 235 288 237 256 224 3503
7549 238 292 245 263 229 3561

314 35 4 4 19 44 148
314 35 4 4 19 44 148
314 35 4 4 19 44 148
314 35 4 4 19 44 148
314 35 4 4 19 44 148
314 35 4 4 19 44 148
314 35 4 4 19 44 148
314 35 4 4 19 44 148
314 35 4 4 19 44 148
314 35 4 4 19 44 148
314 35 4 4 19 44 148
314 35 4 4 19 44 148
314 35 4 4 19 44 148
314 35 4 4 19 44 148
314 35 4 4 19 44 148
314 35 4 4 19 44 148

1722 62 13 111 60 54 812
1714 62 13 111 60 54 809
1714 62 13 111 60 54 809
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Do not distribute

1714 62 13 111 60 54 809
1714 62 13 111 60 54 809
1714 62 13 111 60 54 809
1714 62 13 111 60 54 809
1714 62 13 111 60 54 809

370 41 5 4 28 50 175
370 41 5 4 28 50 175
370 41 5 4 28 50 175
370 41 5 4 28 50 175
370 41 5 4 28 50 175

5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
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5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
5779 236 214 211 210 220 2726
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
1311 52 12 95 44 47 618
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1311 52 12 95 44 47 618
714 25 27 37 34 23 337
714 25 27 37 34 23 337
714 25 27 37 34 23 337
714 25 27 37 34 23 337
714 25 27 37 34 23 337
714 25 27 37 34 23 337
597 28 0 45 11 13 282
597 28 0 45 11 13 282
597 28 0 45 11 13 282
597 28 0 45 11 13 282
597 28 0 45 11 13 282
597 28 0 45 11 13 282
597 28 0 45 11 13 282
597 28 0 45 11 13 282
597 28 0 45 11 13 282
597 28 0 45 11 13 282

1471 77 54 85 66 72 694
1471 77 54 85 66 72 694
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
1463 77 54 85 66 70 690
2739 111 141 207 159 86 1292
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2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2739 111 141 207 159 86 1292
2311 181 149 128 194 203 1090
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
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Do not distribute

2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2291 179 149 128 193 203 1081
2444 51 3 336 37 33 1153
2444 51 3 336 37 33 1153
2444 51 3 336 37 33 1153
2444 51 3 336 37 33 1153
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
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Do not distribute

2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2976 275 215 136 268 268 1404
2986 278 215 137 271 268 1409
2454 51 4 347 37 33 1158
2454 51 4 347 37 33 1158
2142 42 3 322 34 26 1010
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
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2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2139 42 3 322 33 26 1009
2143 42 3 324 33 26 1011

436 49 21 44 54 59 206
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436 49 21 44 54 59 206
436 49 21 44 54 59 206

1253 405 21 127 426 394 591
1253 405 21 127 426 394 591
1224 384 20 124 397 369 577
1224 384 20 124 397 369 577
1224 384 20 124 397 369 577
1224 384 20 124 397 369 577
1061 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1060 341 16 117 354 325 500
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
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1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486
1031 323 15 114 327 301 486

567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
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567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
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567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
567 68 7 69 41 36 267
743 59 46 83 44 49 350
743 59 46 83 44 49 350
743 59 46 83 44 49 350
743 59 46 83 44 49 350
743 59 46 83 44 49 350
220 39 3 26 28 29 104
220 39 3 26 28 29 104
220 39 3 26 28 29 104
220 39 3 26 28 29 104
220 39 3 26 28 29 104
220 39 3 26 28 29 104
220 39 3 26 28 29 104
220 39 3 26 28 29 104
220 39 3 26 28 29 104
220 39 3 26 28 29 104
459 38 1 85 18 29 217
458 38 1 85 18 29 216
458 38 1 85 18 29 216
458 38 1 85 18 29 216
458 38 1 85 18 29 216
458 38 1 85 18 29 216
458 38 1 85 18 29 216
458 38 1 85 18 29 216
458 38 1 85 18 29 216
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Do not distribute

458 38 1 85 18 29 216
458 38 1 85 18 29 216
458 38 1 85 18 29 216
458 38 1 85 18 29 216
458 38 1 85 18 29 216
458 38 1 85 18 29 216

2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
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Do not distribute

2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2564 554 65 389 466 451 1209
2566 557 65 392 473 452 1210
2566 557 65 392 473 452 1210

21884 2135 2640 2345 2392 1919 10323
21884 2135 2640 2345 2392 1919 10323
21884 2135 2640 2345 2392 1919 10323
21884 2135 2640 2345 2392 1919 10323
21884 2135 2640 2345 2392 1919 10323
21707 2121 2620 2329 2373 1898 10239
21707 2121 2620 2329 2373 1898 10239
21707 2121 2620 2329 2373 1898 10239
21707 2121 2620 2329 2373 1898 10239
21707 2121 2620 2329 2373 1898 10239
21707 2121 2620 2329 2373 1898 10239
21707 2121 2620 2329 2373 1898 10239
21707 2121 2620 2329 2373 1898 10239
21707 2121 2620 2329 2373 1898 10239
21707 2121 2620 2329 2373 1898 10239

1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
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Do not distribute

1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1411 478 32 228 385 457 666
1682 4014 5998 1233 5014 17068 793
1682 4014 5998 1233 5014 17068 793
1682 4014 5998 1233 5014 17068 793
1682 4014 5998 1233 5014 17068 793
1517 516 36 263 412 490 716
1517 516 36 263 412 490 716
1517 516 36 263 412 490 716
1517 516 36 263 412 490 716
1517 516 36 263 412 490 716
1517 516 36 263 412 490 716
1517 516 36 263 412 490 716
1517 516 36 263 412 490 716
1517 516 36 263 412 490 716

281 37 23 51 42 44 133
281 37 23 51 42 44 133
281 37 23 51 42 44 133
281 37 23 51 42 44 133
281 37 23 51 42 44 133
281 37 23 51 42 44 133
281 37 23 51 42 44 133
281 37 23 51 42 44 133
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348 41 37 42 42 23 164
348 41 37 42 42 23 164
348 41 37 42 42 23 164
348 41 37 42 42 23 164
348 41 37 42 42 23 164
348 41 37 42 42 23 164
348 41 37 42 42 23 164
348 41 37 42 42 23 164
348 41 37 42 42 23 164
348 41 37 42 42 23 164
348 41 37 42 42 23 164
348 41 37 42 42 23 164
348 41 37 42 42 23 164
348 41 37 42 42 23 164
348 41 37 42 42 23 164
355 42 40 44 43 23 167

2995 457 417 407 569 387 1413
2995 457 417 407 569 387 1413
2995 457 417 407 569 387 1413
2995 457 417 407 569 387 1413
2995 457 417 407 569 387 1413
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
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2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404
2977 455 417 407 569 386 1404

168 58 20 31 44 73 79
168 58 20 31 44 73 79
168 58 20 31 44 73 79
168 58 20 31 44 73 79
168 58 20 31 44 73 79
168 58 20 31 44 73 79
168 58 20 31 44 73 79
168 58 20 31 44 73 79
168 58 20 31 44 73 79
168 58 20 31 44 73 79
119 308 203 49 403 537 56
254 138 23 40 126 104 120
242 140 23 39 125 104 114
242 140 23 39 125 104 114
242 140 23 39 125 104 114
350 10 13 84 10 8 165
350 10 13 84 10 8 165
282 30 23 63 32 33 133
282 30 23 63 32 33 133
282 30 23 63 32 33 133
282 30 23 63 32 33 133
282 30 23 63 32 33 133
246 140 24 39 126 102 116
242 141 23 40 125 106 114
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
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938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
938 89 106 170 96 78 442
235 138 23 39 123 102 111
235 138 23 39 123 102 111
235 138 23 39 123 102 111
235 138 23 39 123 102 111
235 138 23 39 123 102 111
235 138 23 39 123 102 111
235 138 23 39 123 102 111
235 138 23 39 123 102 111
235 138 23 39 123 102 111
235 138 23 39 123 102 111
235 138 23 39 123 102 111
235 138 23 39 123 102 111
235 138 23 39 123 102 111
235 138 23 39 123 102 111
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
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Do not distribute

806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
806 363 149 143 362 337 380
359 13 21 85 14 13 169
207 34 60 27 51 44 98
207 34 60 27 51 44 98
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
249 86 36 56 70 96 117
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249 86 36 56 70 96 117
249 86 36 56 70 96 117
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
250 31 28 44 24 18 118
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
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130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61
130 96 8 26 71 68 61

1258 624 328 209 663 545 593
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
319 51 37 77 66 36 150
263 81 42 49 71 67 124
263 81 42 49 71 67 124
263 81 42 49 71 67 124
263 81 42 49 71 67 124
263 81 42 49 71 67 124
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263 81 42 49 71 67 124
263 81 42 49 71 67 124
263 81 42 49 71 67 124
263 81 42 49 71 67 124
263 81 42 49 71 67 124
263 81 42 49 71 67 124
263 81 42 49 71 67 124
263 81 42 49 71 67 124
263 81 42 49 71 67 124
263 81 42 49 71 67 124
263 81 42 49 71 67 124
263 81 42 49 71 67 124
148 124 12 36 103 88 70
148 124 12 36 103 88 70
148 124 12 36 103 88 70
148 124 12 36 103 88 70
148 124 12 36 103 88 70
148 124 12 36 103 88 70
148 124 12 36 103 88 70

1117 605 302 206 643 527 527
1117 605 302 206 643 527 527

469 117 171 31 148 115 221
469 117 171 31 148 115 221
264 82 42 49 71 68 125

3632 871 1477 109 1230 773 1713
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
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3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
3630 871 1477 108 1229 773 1712
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
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1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1068 587 289 202 618 503 504
1149 550 374 390 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
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1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542
1149 550 374 389 402 1033 542

20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9
20 135 23 4 114 120 9

Page 2619 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

20 135 23 4 114 120 9
20 135 23 4 114 120 9
22 137 24 4 116 120 10

433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204
433 111 161 30 142 102 204

65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31
65 34 53 48 76 85 31

1689 474 403 395 551 416 797
1689 474 403 395 551 416 797
1689 474 403 395 551 416 797
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110 114 135 101 100 327 52
110 114 135 101 100 327 52
110 114 135 101 100 327 52
110 114 135 101 100 327 52
110 114 135 101 100 327 52
110 114 135 101 100 327 52
110 114 135 101 100 327 52
110 114 135 101 100 327 52
110 114 135 101 100 327 52

1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1551 420 383 380 510 368 732
1552 420 385 380 511 368 732
1552 420 385 380 511 368 732
1552 420 385 380 511 368 732
1552 420 385 380 511 368 732
1552 420 385 380 511 368 732
1552 420 385 380 511 368 732
1552 420 385 380 511 368 732
1552 420 385 380 511 368 732
1552 420 385 380 511 368 732
1552 420 385 380 511 368 732

984 160 122 351 192 177 464
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984 160 122 351 192 177 464
441 47 113 97 75 57 208
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197
418 43 99 95 67 46 197

6023 1939 4936 8493 2488 14611 2841
2257 3949 6752 779 3256 10511 1065

369 192 53 151 182 142 174
369 192 53 151 182 142 174
369 192 53 151 182 142 174
369 192 53 151 182 142 174
369 192 53 151 182 142 174
369 192 53 151 182 142 174
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
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345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
345 154 44 146 142 124 163
372 196 56 153 182 142 175

25 86 42 32 95 89 12
25 86 42 32 95 89 12

647 182 142 221 212 153 305
647 182 142 221 212 153 305
980 448 383 199 274 516 462
980 448 383 199 274 516 462
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
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978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
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978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461
978 448 383 198 274 516 461

22 193 195 6 249 218 10
22 199 200 7 250 224 10

6547 3929 2251 3498 4372 3919 3088
6547 3929 2251 3498 4372 3919 3088
6547 3929 2251 3498 4372 3919 3088
6547 3929 2251 3498 4372 3919 3088
6547 3929 2251 3498 4372 3919 3088
6547 3929 2251 3498 4372 3919 3088
6547 3929 2251 3498 4372 3919 3088
6547 3929 2251 3498 4372 3919 3088
6547 3929 2251 3498 4372 3919 3088

270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
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Do not distribute

270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
270 392 267 113 396 382 127
280 404 277 124 408 402 132
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451

Page 2626 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
957 104 5 366 54 49 451
963 104 5 368 54 49 454
429 214 110 226 222 211 202
429 214 110 226 222 211 202
403 196 102 221 213 198 190
403 196 102 221 213 198 190
403 196 102 221 213 198 190
403 196 102 221 213 198 190
403 196 102 221 213 198 190
403 196 102 221 213 198 190
403 196 102 221 213 198 190
403 196 102 221 213 198 190
171 567 13 333 448 522 81
166 554 12 321 439 504 78
567 633 394 464 401 1041 267
567 633 394 464 401 1041 267
163 527 12 317 420 480 77
163 527 12 317 420 480 77
163 527 12 317 420 480 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
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Do not distribute

163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77
163 527 12 317 419 478 77

79 90 157 78 68 262 37
79 90 157 78 68 262 37

470 222 111 255 231 205 222
470 222 111 255 231 205 222
470 222 111 255 231 205 222
470 222 111 255 231 205 222
470 222 111 255 231 205 222
470 222 111 255 231 205 222
470 222 111 255 231 205 222
976 110 8 403 59 59 460
976 110 8 403 59 59 460
976 110 8 403 59 59 460
976 110 8 403 59 59 460
976 110 8 403 59 59 460
976 110 8 403 59 59 460
976 110 8 403 59 59 460
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Do not distribute

976 110 8 403 59 59 460
623 123 86 302 145 124 294
623 123 86 302 145 124 294
623 123 86 302 145 124 294
623 123 86 302 145 124 294
623 123 86 302 145 124 294
623 123 86 302 145 124 294
623 123 86 302 145 124 294
623 123 86 302 145 124 294
108 147 8 117 111 138 51
108 147 8 117 111 138 51
108 147 8 117 111 138 51
108 147 8 117 111 138 51
108 147 8 117 111 138 51
260 95 52 133 102 81 123
260 95 52 133 102 81 123
267 98 54 136 103 85 126
227 59 31 107 61 47 107
227 59 31 107 61 47 107
227 59 31 107 61 47 107
227 59 31 107 61 47 107
227 59 31 107 61 47 107
227 59 31 107 61 47 107
227 59 31 107 61 47 107
227 59 31 107 61 47 107
227 59 31 107 61 47 107
227 59 31 107 61 47 107

98 330 1 206 253 286 46
98 330 1 206 253 286 46
98 330 1 206 253 286 46
98 330 1 206 253 286 46
98 330 1 206 253 286 46
98 330 1 206 253 286 46
98 330 1 206 253 286 46
98 330 1 206 253 286 46
98 330 1 206 253 286 46
98 330 1 206 253 286 46
98 330 1 206 253 286 46
98 330 1 206 253 286 46
98 330 1 206 253 286 46
21 91 133 40 167 104 10

242 74 94 142 57 158 114
242 74 94 142 57 158 114
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Do not distribute

296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
296 105 184 58 129 99 140
302 107 186 61 131 102 142
246 76 98 147 60 164 116
246 76 98 147 60 164 116
188 344 264 141 292 410 89
702 276 241 337 286 280 331

77 68 82 16 79 55 36
814 523 597 241 617 408 384
814 523 597 241 617 408 384
814 523 597 241 617 408 384
814 523 597 241 617 408 384

62 103 5 82 77 88 29
62 103 5 82 77 88 29

424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
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Do not distribute

424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182
424371 1260625 1747674 318033 1598398 1618861 200182

13412 19021 26709 12002 25615 27172 6327
77 67 82 16 78 55 36
77 67 82 16 78 55 36
77 67 82 16 78 55 36
77 67 82 16 78 55 36
77 67 82 16 78 55 36
77 67 82 16 78 55 36
77 67 82 16 78 55 36
77 67 82 16 78 55 36

19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
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Do not distribute

19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339
19799 39303 56789 15852 45900 58216 9339

8491 5455 5638 8165 3910 11590 4005
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
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Do not distribute

8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8449 5432 5618 8133 3888 11546 3986
8459 5442 5626 8140 3891 11565 3990
8459 5442 5626 8140 3891 11565 3990
8459 5442 5626 8140 3891 11565 3990

19847 39455 57076 15901 45976 58428 9362
21486 46518 66647 17217 53251 67138 10135
21486 46518 66647 17217 53251 67138 10135
21486 46518 66647 17217 53251 67138 10135
21486 46518 66647 17217 53251 67138 10135
21486 46518 66647 17217 53251 67138 10135

744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
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Do not distribute

744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
744 433 265 393 390 350 351
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
585 374 440 191 448 281 276
451 104 259 383 199 329 213

14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
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Do not distribute

14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972

Page 2635 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972
14781 17102 34938 19346 25528 37924 6972

129 129 211 58 157 169 61
129 129 211 58 157 169 61
129 129 211 58 157 169 61

4486 2906 8933 4312 5023 8509 2116
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Do not distribute

4486 2906 8933 4312 5023 8509 2116
28101 5902 13899 14999 7909 12123 13256
28101 5902 13899 14999 7909 12123 13256

509 320 915 356 453 813 240
509 320 915 356 453 813 240
509 320 915 356 453 813 240
509 320 915 356 453 813 240
509 320 915 356 453 813 240
509 320 915 356 453 813 240
509 320 915 356 453 813 240
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186
394 430 568 202 610 337 186

24 76 106 21 36 146 11
129 68 40 94 74 55 61
129 68 40 94 74 55 61
129 68 40 94 74 55 61
129 68 40 94 74 55 61
129 68 40 94 74 55 61
129 68 40 94 74 55 61
129 68 40 94 74 55 61
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Do not distribute

129 68 40 94 74 55 61
129 68 40 94 74 55 61
129 68 40 94 74 55 61
129 68 40 94 74 55 61
129 68 40 94 74 55 61
129 68 40 94 74 55 61
129 68 40 94 74 55 61
129 68 40 94 74 55 61

96 652 427 112 324 750 45
96 652 427 112 324 750 45
96 652 427 112 324 750 45
96 652 427 112 324 750 45
96 652 427 112 324 750 45

224 175 240 133 248 156 106
224 175 240 133 248 156 106
224 175 240 133 248 156 106
224 175 240 133 248 156 106
224 175 240 133 248 156 106
224 175 240 133 248 156 106
224 175 240 133 248 156 106
224 175 240 133 248 156 106
224 175 240 133 248 156 106
224 175 240 133 248 156 106
224 175 240 133 248 156 106

39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
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Do not distribute

39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
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Do not distribute

39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648
39532 132414 315145 34607 173793 253314 18648

2985 13793 34341 3872 20191 26292 1408
2985 13793 34341 3872 20191 26292 1408
2985 13793 34341 3872 20191 26292 1408

377 309 521 190 486 268 178
377 309 521 190 486 268 178
377 309 521 190 486 268 178
447 351 588 212 536 307 211

1680 4029 2791 551 3626 2310 792
1680 4029 2791 551 3626 2310 792
1734 4087 2806 575 3666 2324 818

351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166
351 307 520 190 484 267 166

1731 659 493 1076 654 534 817
1731 659 493 1076 654 534 817
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702

Page 2640 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1489 382 722 1508 432 1215 702
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
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Do not distribute

1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790
1674 639 490 1047 644 519 790

20564 65228 56677 7979 62229 43446 9700
20564 65228 56677 7979 62229 43446 9700
19920 64518 56259 7674 61673 43023 9397

60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
60 276 183 49 204 218 28
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34 157 114 29 108 140 16
34 157 114 29 108 140 16
34 157 114 29 108 140 16
34 157 114 29 108 140 16
34 157 114 29 108 140 16
34 157 114 29 108 140 16
34 157 114 29 108 140 16
34 157 114 29 108 140 16
34 157 114 29 108 140 16
34 157 114 29 108 140 16
34 157 114 29 108 140 16

130 49 131 118 68 130 61
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15445 9508 7528 6620 7184 6012 7286
15492 9613 7576 6647 7235 6058 7308
15492 9613 7576 6647 7235 6058 7308
15506 9817 7880 6641 7413 6228 7314
15506 9817 7880 6641 7413 6228 7314
15506 9817 7880 6641 7413 6228 7314
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Do not distribute

15506 9817 7880 6641 7413 6228 7314
139 14 27 107 16 44 66
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196
416 0 3 226 0 0 196

16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
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Do not distribute

16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682
16286 2267 2608 9730 2542 2186 7682

993 3600 7820 1390 4949 5459 468
993 3600 7820 1390 4949 5459 468

1259 3390 7658 1399 4808 5048 594
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
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Do not distribute

21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928
21047 14387 10489 8617 10033 8019 9928

1154 3341 7590 1338 4778 4919 544
1154 3341 7590 1338 4778 4919 544
1154 3341 7590 1338 4778 4919 544
1154 3341 7590 1338 4778 4919 544
1154 3341 7590 1338 4778 4919 544

128 47 126 115 59 120 60
128 47 126 115 59 120 60

1192 1088 769 1294 974 1072 562
101 67 21 102 59 50 48
101 67 21 102 59 50 48
101 67 21 102 59 50 48
101 67 21 102 59 50 48
101 67 21 102 59 50 48
101 67 21 102 59 50 48

16992 19083 46089 4069 22701 26033 8015
16992 19083 46089 4069 22701 26033 8015
16992 19083 46089 4069 22701 26033 8015
16992 19083 46089 4069 22701 26033 8015
16992 19083 46089 4069 22701 26033 8015
16992 19083 46089 4069 22701 26033 8015
16992 19083 46089 4069 22701 26033 8015
16992 19083 46089 4069 22701 26033 8015
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
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Do not distribute

16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
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Do not distribute

16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
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Do not distribute

16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
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Do not distribute

16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16656 18712 45406 3964 22345 25535 7857
16658 18722 45435 3967 22363 25538 7858

889 3309 7570 1336 4725 4852 419
16732 18820 45635 3983 22435 25662 7893
16732 18820 45635 3983 22435 25662 7893

937 3352 7735 1366 4781 4956 442
937 3352 7735 1366 4781 4956 442
937 3352 7735 1366 4781 4956 442
937 3352 7735 1366 4781 4956 442
937 3352 7735 1366 4781 4956 442
937 3352 7735 1366 4781 4956 442
937 3352 7735 1366 4781 4956 442
937 3352 7735 1366 4781 4956 442

16732 18823 45743 3982 22456 25670 7893
16732 18823 45743 3982 22456 25670 7893
16732 18823 45743 3982 22456 25670 7893
16732 18823 45743 3982 22456 25670 7893
16732 18823 45743 3982 22456 25670 7893
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16732 18823 45743 3982 22456 25670 7893
16732 18823 45743 3982 22456 25670 7893
16732 18823 45743 3982 22456 25670 7893
16732 18823 45743 3982 22456 25670 7893
16732 18823 45743 3982 22456 25670 7893

421740 191270 624756 302850 318102 396088 198941
421740 191270 624756 302850 318102 396088 198941
421740 191270 624756 302850 318102 396088 198941

1391 1223 872 1513 1104 1174 656
204 168 280 113 177 184 96
204 168 280 113 177 184 96
204 168 280 113 177 184 96
204 168 280 113 177 184 96
204 168 280 113 177 184 96
204 168 280 113 177 184 96

1078 4021 7286 1460 2367 7499 509
1078 4021 7286 1460 2367 7499 509
1078 4021 7286 1460 2367 7499 509
1078 4021 7286 1460 2367 7499 509

208 174 280 115 179 185 98
208 174 280 115 179 185 98
208 174 280 115 179 185 98
208 174 280 115 179 185 98
208 174 280 115 179 185 98
208 174 280 115 179 185 98
208 174 280 115 179 185 98
208 174 280 115 179 185 98
208 174 280 115 179 185 98

7184 2630 5739 8760 4578 5819 3389
7184 2630 5739 8760 4578 5819 3389

214 99 141 112 95 85 101
259 69 334 78 117 145 122

17109 6189 11463 22659 4805 19105 8071
17109 6189 11463 22659 4805 19105 8071
16226 14227 9915 20229 11833 15507 7654
16226 14227 9915 20229 11833 15507 7654
16226 14227 9915 20229 11833 15507 7654
16226 14227 9915 20229 11833 15507 7654
16226 14227 9915 20229 11833 15507 7654
16226 14227 9915 20229 11833 15507 7654
16226 14227 9915 20229 11833 15507 7654
16226 14227 9915 20229 11833 15507 7654
16226 14227 9915 20229 11833 15507 7654
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13116 8160 13282 19725 10086 16107 6187
13116 8160 13282 19725 10086 16107 6187
13138 8178 13291 19750 10094 16120 6197
13138 8178 13291 19750 10094 16120 6197
17672 12561 12150 18941 13517 12423 8336

97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46
97 12 19 156 53 46 46

397 48 111 314 78 102 187
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
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9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4
9 120 103 13 86 94 4

287 196 475 301 162 449 135
287 196 475 301 162 449 135
258 191 460 277 155 434 122
258 191 460 277 155 434 122
258 191 460 277 155 434 122
258 191 460 277 155 434 122
258 191 460 277 155 434 122
258 191 460 277 155 434 122
258 191 460 277 155 434 122
258 191 460 277 155 434 122
258 191 460 277 155 434 122
258 191 460 277 155 434 122
674 156 46 555 130 129 318
284 242 354 392 234 381 134
284 242 354 392 234 381 134
284 242 354 392 234 381 134
284 242 354 392 234 381 134
284 242 354 392 234 381 134
284 242 354 392 234 381 134
284 242 354 392 234 381 134
284 242 354 392 234 381 134
284 242 354 392 234 381 134
284 242 354 392 234 381 134
284 242 354 392 234 381 134
963 1213 1479 1258 795 1744 454
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
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646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305
646 149 46 547 127 127 305

1262 993 2595 870 1434 1321 595
1290 1037 2725 907 1534 1365 609
1290 1037 2725 907 1534 1365 609
1290 1037 2725 907 1534 1365 609
1290 1037 2725 907 1534 1365 609
1290 1037 2725 907 1534 1365 609
1290 1037 2725 907 1534 1365 609
1290 1037 2725 907 1534 1365 609

287 243 356 401 235 381 135
287 243 356 401 235 381 135
287 243 356 401 235 381 135
287 243 356 401 235 381 135

56638 47741 58015 45744 46663 40281 26717
56638 47741 58015 45744 46663 40281 26717
56638 47741 58015 45744 46663 40281 26717
56638 47741 58015 45744 46663 40281 26717
56638 47741 58015 45744 46663 40281 26717
56638 47741 58015 45744 46663 40281 26717
56638 47741 58015 45744 46663 40281 26717
56638 47741 58015 45744 46663 40281 26717
56638 47741 58015 45744 46663 40281 26717

9 122 110 13 86 94 4
29 65 133 56 55 119 14

7902 6262 19647 11743 9638 14450 3727
7902 6262 19647 11743 9638 14450 3727
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7902 6262 19647 11743 9638 14450 3727
7902 6262 19647 11743 9638 14450 3727
7902 6262 19647 11743 9638 14450 3727
7902 6262 19647 11743 9638 14450 3727
7902 6262 19647 11743 9638 14450 3727
7902 6262 19647 11743 9638 14450 3727
7902 6262 19647 11743 9638 14450 3727
7902 6262 19647 11743 9638 14450 3727
7902 6262 19647 11743 9638 14450 3727
5736 2571 8561 1724 3980 2663 2706
5736 2571 8561 1724 3980 2663 2706
1744 1661 1718 2240 1090 2172 823

230 389 822 206 259 646 108
145 93 45 155 72 70 68

39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
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39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18
39 51 65 94 95 36 18

122 180 297 160 229 166 58
121 179 297 160 229 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57
121 176 297 160 228 166 57

39 52 66 94 96 36 18
39 52 66 94 96 36 18

6760 11201 19744 3182 10453 10054 3189
6719 11118 19614 3168 10363 9975 3169
6719 11118 19614 3168 10363 9975 3169
6719 11118 19614 3168 10363 9975 3169
6719 11118 19614 3168 10363 9975 3169
6719 11118 19614 3168 10363 9975 3169
6719 11118 19614 3168 10363 9975 3169
6719 11118 19614 3168 10363 9975 3169

526 274 448 326 211 267 248
526 274 448 326 211 267 248
526 274 448 326 211 267 248
526 274 448 326 211 267 248
526 274 448 326 211 267 248
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249 422 874 228 267 672 117
249 422 874 228 267 672 117
249 422 874 228 267 672 117
249 422 874 228 267 672 117
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124
262 86 106 242 102 68 124

94131 37039 47500 104850 28142 53465 44403
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
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92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
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92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
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92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
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92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92154 35401 45737 102489 26871 51223 43470
92217 35405 45743 102543 26873 51227 43500
92217 35405 45743 102543 26873 51227 43500
92217 35405 45743 102543 26873 51227 43500
92217 35405 45743 102543 26873 51227 43500
92217 35405 45743 102543 26873 51227 43500
92660 35477 45867 103194 26939 51293 43709
92660 35477 45867 103194 26939 51293 43709
92660 35477 45867 103194 26939 51293 43709
54636 58281 180307 31424 85813 62706 25773
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
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54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
54545 58147 180002 31373 85640 62519 25730
32525 29366 54193 44420 20975 45685 15342
32525 29366 54193 44420 20975 45685 15342
32525 29366 54193 44420 20975 45685 15342
32525 29366 54193 44420 20975 45685 15342
32525 29366 54193 44420 20975 45685 15342
32525 29366 54193 44420 20975 45685 15342
32525 29366 54193 44420 20975 45685 15342
32525 29366 54193 44420 20975 45685 15342
32525 29366 54193 44420 20975 45685 15342
32525 29366 54193 44420 20975 45685 15342
32525 29366 54193 44420 20975 45685 15342
32525 29366 54193 44420 20975 45685 15342
39568 5014 4975 33851 5173 3998 18665
39568 5014 4975 33851 5173 3998 18665

3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
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3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3055 1030 1636 3012 728 1368 1441
3833 994 820 5020 551 1871 1808
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266 499 666 330 453 342 125
94 25 80 115 50 41 44

1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772
1637 13842 20840 1841 5442 16288 772

181 77 81 187 62 63 85
17057 8572 23929 20418 8484 15512 8046
17057 8572 23929 20418 8484 15512 8046

622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
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622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
622 442 1301 694 487 688 293
632 439 1282 725 466 698 298

77969 61949 116491 104916 43068 88218 36779
77969 61949 116491 104916 43068 88218 36779
77969 61949 116491 104916 43068 88218 36779
77969 61949 116491 104916 43068 88218 36779

280 54 68 379 65 94 132
12436 5077 11744 17128 5247 8442 5866
12436 5077 11744 17128 5247 8442 5866
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
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12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
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12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863
12429 5075 11733 17119 5241 8436 5863

413 30 32 381 32 28 195
413 30 32 381 32 28 195
280 53 69 373 62 89 132
538 3563 2885 839 2101 1793 254

14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783
14380 5565 10814 25193 6167 10674 6783

1248 342 428 1573 261 472 589
593 360 1148 674 393 550 280
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684 182 533 627 171 257 323
684 182 533 627 171 257 323
684 182 533 627 171 257 323
684 182 533 627 171 257 323
684 182 533 627 171 257 323
684 182 533 627 171 257 323
684 182 533 627 171 257 323
684 182 533 627 171 257 323
684 182 533 627 171 257 323
684 182 533 627 171 257 323
684 182 533 627 171 257 323
684 182 533 627 171 257 323
684 182 533 627 171 257 323
684 182 533 627 171 257 323

24282 11450 13721 32373 6905 13623 11454
88 19 66 111 38 28 42

3097 1562 3803 4718 1574 2526 1461
3068 1450 3627 4697 1500 2390 1447
3068 1450 3627 4697 1500 2390 1447
3031 1394 3570 4639 1465 2310 1430
3031 1394 3570 4639 1465 2310 1430
3031 1394 3570 4639 1465 2310 1430
3031 1394 3570 4639 1465 2310 1430
3031 1394 3570 4639 1465 2310 1430
3031 1394 3570 4639 1465 2310 1430
3031 1394 3570 4639 1465 2310 1430
3031 1394 3570 4639 1465 2310 1430
3031 1394 3570 4639 1465 2310 1430

112 62 96 142 28 80 53
112 62 96 142 28 80 53
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
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736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
736 290 367 1045 211 359 347
468 418 1094 530 364 512 221

2614 1964 3107 4557 1331 2599 1233
641 220 504 858 243 298 302
637 220 504 857 243 298 300
637 220 504 857 243 298 300

23 48 102 117 74 57 11
23 48 102 117 74 57 11
23 48 102 117 74 57 11
23 48 102 117 74 57 11
23 48 102 117 74 57 11

9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
9805 3731 8474 14790 3512 6012 4625
6209 2098 2310 8969 1582 2494 2929
6209 2098 2310 8969 1582 2494 2929

21313 7856 10184 26153 5462 7619 10054
6215 2102 2310 8980 1582 2497 2932
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6215 2102 2310 8980 1582 2497 2932
7425 2909 4674 13407 2508 4965 3502
7425 2909 4674 13407 2508 4965 3502
7425 2909 4674 13407 2508 4965 3502
7880 3144 4988 14146 2601 5301 3717
7880 3144 4988 14146 2601 5301 3717
7880 3144 4988 14146 2601 5301 3717
7880 3144 4988 14146 2601 5301 3717
7880 3144 4988 14146 2601 5301 3717
7880 3144 4988 14146 2601 5301 3717
7880 3144 4988 14146 2601 5301 3717

21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
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21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
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21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21169 7736 9936 25956 5353 7396 9986
21220 7760 9965 26046 5361 7427 10010

1432 405 577 1898 357 467 675
1432 405 577 1898 357 467 675
1432 405 577 1898 357 467 675
1436 405 582 1901 357 468 677
9277 3278 7483 14102 3134 5348 4376
9277 3278 7483 14102 3134 5348 4376
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
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9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345
9212 3220 7446 14071 3085 5296 4345

85 631 1061 77 157 708 40
85 631 1061 77 157 708 40
85 631 1061 77 157 708 40
85 631 1061 77 157 708 40
85 631 1061 77 157 708 40
85 631 1061 77 157 708 40

3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
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Do not distribute

3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
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Do not distribute

3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655
3509 1343 2600 4106 1021 1409 1655

353 32 32 375 25 24 167
1333 68 66 1485 40 93 629

139 14 13 194 5 24 66
1135 62 48 1451 31 72 535

80 186 891 58 98 327 38
80 186 891 58 98 327 38
80 186 891 58 98 327 38

2726 391 642 5637 354 1052 1286
2726 391 642 5637 354 1052 1286
2726 391 642 5637 354 1052 1286
2726 391 642 5637 354 1052 1286
2726 391 642 5637 354 1052 1286
2726 391 642 5637 354 1052 1286
2726 391 642 5637 354 1052 1286
2726 391 642 5637 354 1052 1286
2726 391 642 5637 354 1052 1286
2726 391 642 5637 354 1052 1286
2726 391 642 5637 354 1052 1286
2737 393 647 5661 355 1054 1291
1235 5 8 1813 3 18 583
1235 5 8 1813 3 18 583
1235 5 8 1813 3 18 583
1235 5 8 1813 3 18 583
1235 5 8 1813 3 18 583
1235 5 8 1813 3 18 583

330 11 255 850 12 11 156
146 0 0 533 0 0 69
146 0 0 533 0 0 69

Page 2675 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

146 0 0 533 0 0 69
146 0 0 533 0 0 69
146 0 0 533 0 0 69
146 0 0 533 0 0 69
146 0 0 533 0 0 69
146 0 0 533 0 0 69
146 0 0 533 0 0 69
146 0 0 533 0 0 69
146 0 0 533 0 0 69
146 0 0 533 0 0 69
146 0 0 533 0 0 69
147 0 0 543 0 0 69
147 0 0 543 0 0 69
147 0 0 543 0 0 69

14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
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Do not distribute

14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7
14 1 467 0 0 2 7

7 0 893 2 0 0 3
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baseMean H2O Xcf FoldChange log2FoldChangestat pvalue
31.3 5 58 1.023 3.5360529 2.311 0.02084639
31.3 5 58 1.023 3.5360529 2.311 0.02084639
31.3 5 58 1.023 3.5360529 2.311 0.02084639
31.3 5 58 1.023 3.5360529 2.311 0.02084639

298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
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Do not distribute

298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
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Do not distribute

298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
298.79 474 124 0.99 -1.9345469 -2.058 0.03956937
300.18 476 124 0.99 -1.9406215 -2.069 0.03858368
747.37 1314 181 0.985 -2.8599037 -2.221 0.02635303
747.37 1314 181 0.985 -2.8599037 -2.221 0.02635303
747.37 1314 181 0.985 -2.8599037 -2.221 0.02635303
747.37 1314 181 0.985 -2.8599037 -2.221 0.02635303
747.37 1314 181 0.985 -2.8599037 -2.221 0.02635303
747.37 1314 181 0.985 -2.8599037 -2.221 0.02635303
747.37 1314 181 0.985 -2.8599037 -2.221 0.02635303
747.37 1314 181 0.985 -2.8599037 -2.221 0.02635303
747.37 1314 181 0.985 -2.8599037 -2.221 0.02635303
456.22 804 109 0.988 -2.8828674 -2.082 0.03737477
456.22 804 109 0.988 -2.8828674 -2.082 0.03737477
456.22 804 109 0.988 -2.8828674 -2.082 0.03737477
456.22 804 109 0.988 -2.8828674 -2.082 0.03737477
456.22 804 109 0.988 -2.8828674 -2.082 0.03737477
456.22 804 109 0.988 -2.8828674 -2.082 0.03737477
456.22 804 109 0.988 -2.8828674 -2.082 0.03737477
456.22 804 109 0.988 -2.8828674 -2.082 0.03737477
456.22 804 109 0.988 -2.8828674 -2.082 0.03737477
456.22 804 109 0.988 -2.8828674 -2.082 0.03737477
456.22 804 109 0.988 -2.8828674 -2.082 0.03737477
456.22 804 109 0.988 -2.8828674 -2.082 0.03737477
437.94 0 876 1.567 #DIV/0! 2.867 NA
403.97 0 808 1.51 #DIV/0! 2.837 NA
171.65 0 343 1.186 #DIV/0! 2.521 NA
141.75 0 283 3691349.76 #DIV/0! 5.902 NA
125.71 0 251 4829582.72 #DIV/0! 6.007 NA
125.08 0 250 4228034 #DIV/0! 5.955 NA
101.92 0 203 1.108 #DIV/0! 2.328 NA

86.64 0 173 3621108.59 #DIV/0! 5.894 NA
31.13 0 62 1416934 #DIV/0! 5.529 NA

30.9 0 62 1402888.26 #DIV/0! 5.525 NA
26.6 0 53 1.276 #DIV/0! 2.901 NA
24.4 0 48 1.229 #DIV/0! 2.845 NA

768.48 1 1536 1.526 10.5849625 2.851 NA
1282.5 2 2563 1.369 10.3236178 2.758 NA

2117.84 4 4232 1.273 10.0471239 2.67 NA
506.52 1 1012 1.311 9.98299357 2.696 NA
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Do not distribute

364.3 1 728 1.213 9.50779464 2.572 NA
274.52 1 548 1.156 9.09803208 2.467 NA
103.39 1 206 1.043 7.68650053 1.971 NA
146.88 7 287 1.685 5.357552 3.378 NA

34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA
34.8 2 68 1.121 5.08746284 2.828 NA

52.09 5 99 1.085 4.30742853 2.804 NA
40.97 4 78 1.08 4.28540222 2.774 NA

137.78 17 259 1.032 3.92934545 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
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137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA
137.7 17 258 1.032 3.92376441 2.42 NA

138.36 18 259 1.031 3.84688329 2.4 NA
152.59 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
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Do not distribute

152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA
152.51 22 283 1.033 3.68522662 2.488 NA

41.74 10 73 1.009 2.86789646 1.857 NA
41.74 10 73 1.009 2.86789646 1.857 NA
41.74 10 73 1.009 2.86789646 1.857 NA
41.74 10 73 1.009 2.86789646 1.857 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
29.04 7 51 1.008 2.86507042 1.766 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
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Do not distribute

38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
38.69 10 67 1.01 2.7441611 1.925 NA
41.23 11 72 1.01 2.71049338 1.946 NA

456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
456.24 125 788 1.011 2.65626753 2.032 NA
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Do not distribute

456.24 125 788 1.011 2.65626753 2.032 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
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Do not distribute

790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
790.66 253 1328 1.011 2.39204586 2.076 NA
804.54 258 1351 1.011 2.3885847 2.076 NA

42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974
42.45 14 70 1.007 2.32192809 1.802 0.07154974

185.39 62 309 1.008 2.31726672 1.839 0.06584198
184.76 62 308 1.008 2.31259023 1.836 0.0663934
184.76 62 308 1.008 2.31259023 1.836 0.0663934
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Do not distribute

184.76 62 308 1.008 2.31259023 1.836 0.0663934
184.76 62 308 1.008 2.31259023 1.836 0.0663934
184.76 62 308 1.008 2.31259023 1.836 0.0663934
184.76 62 308 1.008 2.31259023 1.836 0.0663934
184.76 62 308 1.008 2.31259023 1.836 0.0663934

50.47 17 84 1.008 2.30485458 1.886 0.05930402
50.47 17 84 1.008 2.30485458 1.886 0.05930402
50.47 17 84 1.008 2.30485458 1.886 0.05930402
50.47 17 84 1.008 2.30485458 1.886 0.05930402
50.47 17 84 1.008 2.30485458 1.886 0.05930402

636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
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Do not distribute

636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA
636 220 1052 1.01 2.25755928 2.002 NA

144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
144.87 53 236 1.007 2.15472259 1.722 0.08505991
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Do not distribute

144.87 53 236 1.007 2.15472259 1.722 0.08505991
80.35 30 131 1.008 2.12653241 1.838 NA
80.35 30 131 1.008 2.12653241 1.838 NA
80.35 30 131 1.008 2.12653241 1.838 NA
80.35 30 131 1.008 2.12653241 1.838 NA
80.35 30 131 1.008 2.12653241 1.838 NA
80.35 30 131 1.008 2.12653241 1.838 NA
62.97 24 102 1.004 2.08746284 1.309 0.1906123
62.97 24 102 1.004 2.08746284 1.309 0.1906123
62.97 24 102 1.004 2.08746284 1.309 0.1906123
62.97 24 102 1.004 2.08746284 1.309 0.1906123
62.97 24 102 1.004 2.08746284 1.309 0.1906123
62.97 24 102 1.004 2.08746284 1.309 0.1906123
62.97 24 102 1.004 2.08746284 1.309 0.1906123
62.97 24 102 1.004 2.08746284 1.309 0.1906123
62.97 24 102 1.004 2.08746284 1.309 0.1906123
62.97 24 102 1.004 2.08746284 1.309 0.1906123

174.65 72 277 1.007 1.94381716 1.749 NA
174.65 72 277 1.007 1.94381716 1.749 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
173.75 72 275 1.007 1.93336281 1.738 NA
332.52 153 512 1.006 1.74261216 1.558 0.11912555
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Do not distribute

332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
332.52 153 512 1.006 1.74261216 1.558 0.11912555
324.22 153 496 1.007 1.69680847 1.736 0.08257385
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
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322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
322.17 152 492 1.007 1.69458699 1.734 0.08297435
268.79 130 408 1.003 1.65005753 1.052 NA
268.79 130 408 1.003 1.65005753 1.052 NA
268.79 130 408 1.003 1.65005753 1.052 NA
268.79 130 408 1.003 1.65005753 1.052 NA
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
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Do not distribute

427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
427.67 209 647 1.006 1.63026277 1.665 0.09598677
429.78 210 649 1.006 1.62782915 1.66 0.0969
271.66 134 409 1.003 1.60986784 1.04 NA
271.66 134 409 1.003 1.60986784 1.04 NA
239.51 122 357 1.003 1.54904293 0.982 NA

239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
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Do not distribute

239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA
239.1 122 356 1.003 1.54499609 0.979 NA

239.78 123 357 1.003 1.53726576 0.975 NA
71.94 38 106 1.005 1.47999294 1.516 0.12940383
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Do not distribute

71.94 38 106 1.005 1.47999294 1.516 0.12940383
71.94 38 106 1.005 1.47999294 1.516 0.12940383

327.38 184 470 1.004 1.35295499 1.251 0.21108201
327.38 184 470 1.004 1.35295499 1.251 0.21108201
311.89 176 448 1.004 1.3479233 1.249 0.21180156
311.89 176 448 1.004 1.3479233 1.249 0.21180156
311.89 176 448 1.004 1.3479233 1.249 0.21180156
311.89 176 448 1.004 1.3479233 1.249 0.21180156
275.68 158 393 1.004 1.31460475 1.205 0.22830595

275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876
275.6 158 393 1.004 1.31460475 1.204 0.22849876

260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
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Do not distribute

260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097
260.91 151 371 1.004 1.29687064 1.192 0.23328097

81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
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Do not distribute

81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
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Do not distribute

81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339
81.33 48 115 1.003 1.26052755 1.05 0.29377339

105.39 63 148 1.004 1.23217344 1.154 0.24859571
105.39 63 148 1.004 1.23217344 1.154 0.24859571
105.39 63 148 1.004 1.23217344 1.154 0.24859571
105.39 63 148 1.004 1.23217344 1.154 0.24859571
105.39 63 148 1.004 1.23217344 1.154 0.24859571

37.95 23 54 1.003 1.23132555 1.058 0.28985108
37.95 23 54 1.003 1.23132555 1.058 0.28985108
37.95 23 54 1.003 1.23132555 1.058 0.28985108
37.95 23 54 1.003 1.23132555 1.058 0.28985108
37.95 23 54 1.003 1.23132555 1.058 0.28985108
37.95 23 54 1.003 1.23132555 1.058 0.28985108
37.95 23 54 1.003 1.23132555 1.058 0.28985108
37.95 23 54 1.003 1.23132555 1.058 0.28985108
37.95 23 54 1.003 1.23132555 1.058 0.28985108
37.95 23 54 1.003 1.23132555 1.058 0.28985108
64.64 41 88 1.002 1.10187961 0.788 0.43061147
64.57 41 88 1.002 1.10187961 0.786 0.43163334
64.57 41 88 1.002 1.10187961 0.786 0.43163334
64.57 41 88 1.002 1.10187961 0.786 0.43163334
64.57 41 88 1.002 1.10187961 0.786 0.43163334
64.57 41 88 1.002 1.10187961 0.786 0.43163334
64.57 41 88 1.002 1.10187961 0.786 0.43163334
64.57 41 88 1.002 1.10187961 0.786 0.43163334
64.57 41 88 1.002 1.10187961 0.786 0.43163334
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Do not distribute

64.57 41 88 1.002 1.10187961 0.786 0.43163334
64.57 41 88 1.002 1.10187961 0.786 0.43163334
64.57 41 88 1.002 1.10187961 0.786 0.43163334
64.57 41 88 1.002 1.10187961 0.786 0.43163334
64.57 41 88 1.002 1.10187961 0.786 0.43163334
64.57 41 88 1.002 1.10187961 0.786 0.43163334

522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
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Do not distribute

522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
522.29 336 709 1.003 1.07732439 1.064 0.28713039
524.96 338 712 1.003 1.07485399 1.063 0.28783915
524.96 338 712 1.003 1.07485399 1.063 0.28783915

3625.83 2373 4878 1.004 1.03957766 1.109 0.26755602
3625.83 2373 4878 1.004 1.03957766 1.109 0.26755602
3625.83 2373 4878 1.004 1.03957766 1.109 0.26755602
3625.83 2373 4878 1.004 1.03957766 1.109 0.26755602
3625.83 2373 4878 1.004 1.03957766 1.109 0.26755602
3596.89 2357 4837 1.004 1.03716078 1.106 0.26866729
3596.89 2357 4837 1.004 1.03716078 1.106 0.26866729
3596.89 2357 4837 1.004 1.03716078 1.106 0.26866729
3596.89 2357 4837 1.004 1.03716078 1.106 0.26866729
3596.89 2357 4837 1.004 1.03716078 1.106 0.26866729
3596.89 2357 4837 1.004 1.03716078 1.106 0.26866729
3596.89 2357 4837 1.004 1.03716078 1.106 0.26866729
3596.89 2357 4837 1.004 1.03716078 1.106 0.26866729
3596.89 2357 4837 1.004 1.03716078 1.106 0.26866729
3596.89 2357 4837 1.004 1.03716078 1.106 0.26866729

374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
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Do not distribute

374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986
374.21 246 503 1.003 1.03190008 0.99 0.32194986

5686.85 3748 7625 1.003 1.02461638 0.895 0.37066403
5686.85 3748 7625 1.003 1.02461638 0.895 0.37066403
5686.85 3748 7625 1.003 1.02461638 0.895 0.37066403
5686.85 3748 7625 1.003 1.02461638 0.895 0.37066403

405.27 272 539 1.003 0.98667862 0.954 0.33999601
405.27 272 539 1.003 0.98667862 0.954 0.33999601
405.27 272 539 1.003 0.98667862 0.954 0.33999601
405.27 272 539 1.003 0.98667862 0.954 0.33999601
405.27 272 539 1.003 0.98667862 0.954 0.33999601
405.27 272 539 1.003 0.98667862 0.954 0.33999601
405.27 272 539 1.003 0.98667862 0.954 0.33999601
405.27 272 539 1.003 0.98667862 0.954 0.33999601
405.27 272 539 1.003 0.98667862 0.954 0.33999601

54.95 37 73 1.003 0.98037119 1.018 0.30886289
54.95 37 73 1.003 0.98037119 1.018 0.30886289
54.95 37 73 1.003 0.98037119 1.018 0.30886289
54.95 37 73 1.003 0.98037119 1.018 0.30886289
54.95 37 73 1.003 0.98037119 1.018 0.30886289
54.95 37 73 1.003 0.98037119 1.018 0.30886289
54.95 37 73 1.003 0.98037119 1.018 0.30886289
54.95 37 73 1.003 0.98037119 1.018 0.30886289
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Do not distribute

58.39 40 76 1.003 0.92599942 0.899 0.36853809
58.39 40 76 1.003 0.92599942 0.899 0.36853809
58.39 40 76 1.003 0.92599942 0.899 0.36853809
58.39 40 76 1.003 0.92599942 0.899 0.36853809
58.39 40 76 1.003 0.92599942 0.899 0.36853809
58.39 40 76 1.003 0.92599942 0.899 0.36853809
58.39 40 76 1.003 0.92599942 0.899 0.36853809
58.39 40 76 1.003 0.92599942 0.899 0.36853809
58.39 40 76 1.003 0.92599942 0.899 0.36853809
58.39 40 76 1.003 0.92599942 0.899 0.36853809
58.39 40 76 1.003 0.92599942 0.899 0.36853809
58.39 40 76 1.003 0.92599942 0.899 0.36853809
58.39 40 76 1.003 0.92599942 0.899 0.36853809
58.39 40 76 1.003 0.92599942 0.899 0.36853809
58.39 40 76 1.003 0.92599942 0.899 0.36853809
59.89 42 78 1.003 0.8930848 0.873 0.38252063

608.24 427 790 1.004 0.88761658 1.036 0.30034281
608.24 427 790 1.004 0.88761658 1.036 0.30034281
608.24 427 790 1.004 0.88761658 1.036 0.30034281
608.24 427 790 1.004 0.88761658 1.036 0.30034281
608.24 427 790 1.004 0.88761658 1.036 0.30034281
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
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Do not distribute

606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578
606.25 426 786 1.004 0.88367588 1.032 0.30225578

50.96 36 65 1.003 0.85244281 0.919 0.35816764
50.96 36 65 1.003 0.85244281 0.919 0.35816764
50.96 36 65 1.003 0.85244281 0.919 0.35816764
50.96 36 65 1.003 0.85244281 0.919 0.35816764
50.96 36 65 1.003 0.85244281 0.919 0.35816764
50.96 36 65 1.003 0.85244281 0.919 0.35816764
50.96 36 65 1.003 0.85244281 0.919 0.35816764
50.96 36 65 1.003 0.85244281 0.919 0.35816764
50.96 36 65 1.003 0.85244281 0.919 0.35816764
50.96 36 65 1.003 0.85244281 0.919 0.35816764

259.42 187 332 1.002 0.82814497 0.76 0.4471115
91.75 67 117 1.003 0.80427553 0.816 0.41436939
90.75 67 114 1.002 0.76680082 0.779 0.4360549
90.75 67 114 1.002 0.76680082 0.779 0.4360549
90.75 67 114 1.002 0.76680082 0.779 0.4360549
48.29 36 61 1.001 0.76081234 0.561 NA
48.29 36 61 1.001 0.76081234 0.561 NA
52.03 39 66 1.002 0.7589919 0.759 0.44794427
52.03 39 66 1.002 0.7589919 0.759 0.44794427
52.03 39 66 1.002 0.7589919 0.759 0.44794427
52.03 39 66 1.002 0.7589919 0.759 0.44794427
52.03 39 66 1.002 0.7589919 0.759 0.44794427
91.19 68 115 1.002 0.75802721 0.78 0.43556478
91.35 68 115 1.002 0.75802721 0.772 0.43997876

163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
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Do not distribute

163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806
163.67 122 205 1.002 0.74874276 0.766 0.44342806

89.27 67 112 1.002 0.74126573 0.763 0.44559638
89.27 67 112 1.002 0.74126573 0.763 0.44559638
89.27 67 112 1.002 0.74126573 0.763 0.44559638
89.27 67 112 1.002 0.74126573 0.763 0.44559638
89.27 67 112 1.002 0.74126573 0.763 0.44559638
89.27 67 112 1.002 0.74126573 0.763 0.44559638
89.27 67 112 1.002 0.74126573 0.763 0.44559638
89.27 67 112 1.002 0.74126573 0.763 0.44559638
89.27 67 112 1.002 0.74126573 0.763 0.44559638
89.27 67 112 1.002 0.74126573 0.763 0.44559638
89.27 67 112 1.002 0.74126573 0.763 0.44559638
89.27 67 112 1.002 0.74126573 0.763 0.44559638
89.27 67 112 1.002 0.74126573 0.763 0.44559638
89.27 67 112 1.002 0.74126573 0.763 0.44559638

288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
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Do not distribute

288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358
288.94 218 360 1.003 0.72366877 0.867 0.38601358

52.48 40 65 1.002 0.70043972 0.566 NA
52.19 40 64 1.002 0.67807191 0.738 0.46037501
52.19 40 64 1.002 0.67807191 0.738 0.46037501
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
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Do not distribute

76.76 59 94 1.003 0.6719458 0.778 0.43664989
76.76 59 94 1.003 0.6719458 0.778 0.43664989
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
43.71 34 53 1.002 0.64045761 0.617 0.53710245
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
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Do not distribute

54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146
54.95 43 67 1.002 0.63982444 0.58 0.56203146

493.51 387 600 1.003 0.63262893 0.768 0.44251288
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472
69.58 55 84 1.002 0.61095771 0.64 0.52222472

72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759
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Do not distribute

72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759
72.4 57 87 1.002 0.61005348 0.691 0.48947759

72.06 57 87 1.002 0.61005348 0.562 0.5739466
72.06 57 87 1.002 0.61005348 0.562 0.5739466
72.06 57 87 1.002 0.61005348 0.562 0.5739466
72.06 57 87 1.002 0.61005348 0.562 0.5739466
72.06 57 87 1.002 0.61005348 0.562 0.5739466
72.06 57 87 1.002 0.61005348 0.562 0.5739466
72.06 57 87 1.002 0.61005348 0.562 0.5739466

468.33 371 566 1.003 0.60938287 0.733 0.46350316
468.33 371 566 1.003 0.60938287 0.733 0.46350316
134.08 106 161 1.002 0.60299642 0.64 0.52193757
134.08 106 161 1.002 0.60299642 0.64 0.52193757

72.9 58 88 1.002 0.60145062 0.696 0.48653258
1028.87 819 1239 1.002 0.59724083 0.578 0.56345612
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
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Do not distribute

1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484
1028.35 819 1238 1.002 0.59607596 0.577 0.56398484

450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
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Do not distribute

450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
450.43 359 542 1.003 0.59430901 0.714 0.4749424
548.46 438 659 1.003 0.5893476 0.72 0.47152304
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
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Do not distribute

548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478
548.28 438 659 1.003 0.5893476 0.721 0.47064478

67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
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Do not distribute

67.72 54 81 1.001 0.5849625 0.437 0.66180834
67.72 54 81 1.001 0.5849625 0.437 0.66180834
68.75 55 82 1.001 0.57619229 0.433 0.6649149

125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706
125.01 101 149 1.002 0.56095704 0.61 0.5419706

54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446
54.47 45 64 1.002 0.5081469 0.545 0.58546446

506.22 424 588 1.002 0.47175189 0.61 0.54159641
506.22 424 588 1.002 0.47175189 0.61 0.54159641
506.22 424 588 1.002 0.47175189 0.61 0.54159641
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Do not distribute

138.11 117 160 1.001 0.45156338 0.46 0.64521595
138.11 117 160 1.001 0.45156338 0.46 0.64521595
138.11 117 160 1.001 0.45156338 0.46 0.64521595
138.11 117 160 1.001 0.45156338 0.46 0.64521595
138.11 117 160 1.001 0.45156338 0.46 0.64521595
138.11 117 160 1.001 0.45156338 0.46 0.64521595
138.11 117 160 1.001 0.45156338 0.46 0.64521595
138.11 117 160 1.001 0.45156338 0.46 0.64521595
138.11 117 160 1.001 0.45156338 0.46 0.64521595
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241
465.43 394 537 1.002 0.44672646 0.573 0.56640241

465.9 395 537 1.002 0.44306943 0.573 0.56661469
465.9 395 537 1.002 0.44306943 0.573 0.56661469
465.9 395 537 1.002 0.44306943 0.573 0.56661469
465.9 395 537 1.002 0.44306943 0.573 0.56661469
465.9 395 537 1.002 0.44306943 0.573 0.56661469
465.9 395 537 1.002 0.44306943 0.573 0.56661469
465.9 395 537 1.002 0.44306943 0.573 0.56661469
465.9 395 537 1.002 0.44306943 0.573 0.56661469
465.9 395 537 1.002 0.44306943 0.573 0.56661469
465.9 395 537 1.002 0.44306943 0.573 0.56661469

244.38 211 278 1.001 0.39784188 0.44 0.65978995
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Do not distribute

244.38 211 278 1.001 0.39784188 0.44 0.65978995
99.49 86 113 1.001 0.39391421 0.436 0.66254595
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385
91.19 79 103 1.001 0.38271978 0.401 0.68863385

5884.56 5123 6647 1.001 0.37571446 0.363 0.71665988
4385.39 3827 4944 1.001 0.36946484 0.331 0.74060492

148.91 132 166 1.001 0.33064531 0.378 0.70579331
148.91 132 166 1.001 0.33064531 0.378 0.70579331
148.91 132 166 1.001 0.33064531 0.378 0.70579331
148.91 132 166 1.001 0.33064531 0.378 0.70579331
148.91 132 166 1.001 0.33064531 0.378 0.70579331
148.91 132 166 1.001 0.33064531 0.378 0.70579331
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
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Do not distribute

128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
128.74 115 143 1.001 0.31438129 0.356 0.72163001
150.56 135 166 1.001 0.29822383 0.349 0.727184

59.5 53 65 1.001 0.29444736 0.267 0.78983058
59.5 53 65 1.001 0.29444736 0.267 0.78983058

202.49 182 223 1.001 0.29310526 0.371 0.7103846
202.49 182 223 1.001 0.29310526 0.371 0.7103846
380.36 343 417 1.001 0.28183881 0.343 0.73148779
380.36 343 417 1.001 0.28183881 0.343 0.73148779
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
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Do not distribute

380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
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Do not distribute

380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
380.01 343 417 1.001 0.28183881 0.343 0.73122458
145.09 131 159 1.001 0.27945995 0.206 0.83686919
148.47 135 161 1 0.25410128 0.19 0.84922835

3509.51 3226 3793 1.001 0.23359293 0.306 0.75951581
3509.51 3226 3793 1.001 0.23359293 0.306 0.75951581
3509.51 3226 3793 1.001 0.23359293 0.306 0.75951581
3509.51 3226 3793 1.001 0.23359293 0.306 0.75951581
3509.51 3226 3793 1.001 0.23359293 0.306 0.75951581
3509.51 3226 3793 1.001 0.23359293 0.306 0.75951581
3509.51 3226 3793 1.001 0.23359293 0.306 0.75951581
3509.51 3226 3793 1.001 0.23359293 0.306 0.75951581
3509.51 3226 3793 1.001 0.23359293 0.306 0.75951581

279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
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Do not distribute

279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
279.49 257 302 1.001 0.23278019 0.25 0.80277995
291.05 268 314 1.001 0.22853156 0.246 0.80573394

171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
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Do not distribute

171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278
171.6 158 185 1 0.22760071 0.164 0.86972278

172.25 159 186 1 0.22627586 0.167 0.86753177
197.57 183 212 1.001 0.21222062 0.264 0.7918615
197.57 183 212 1.001 0.21222062 0.264 0.7918615
186.85 173 200 1.001 0.20922796 0.26 0.79454113
186.85 173 200 1.001 0.20922796 0.26 0.79454113
186.85 173 200 1.001 0.20922796 0.26 0.79454113
186.85 173 200 1.001 0.20922796 0.26 0.79454113
186.85 173 200 1.001 0.20922796 0.26 0.79454113
186.85 173 200 1.001 0.20922796 0.26 0.79454113
186.85 173 200 1.001 0.20922796 0.26 0.79454113
186.85 173 200 1.001 0.20922796 0.26 0.79454113
327.25 304 350 1 0.2032836 0.163 0.87045425
318.09 296 340 1 0.19993757 0.164 0.86992485
533.46 497 570 1.001 0.19771607 0.223 0.82382762
533.46 497 570 1.001 0.19771607 0.223 0.82382762
305.55 285 326 1 0.19391005 0.153 0.8785945
305.55 285 326 1 0.19391005 0.153 0.8785945
305.55 285 326 1 0.19391005 0.153 0.8785945

305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123

Page 2718 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123
305.1 285 325 1 0.1894778 0.15 0.8811123

115.29 108 122 1.001 0.17584984 0.168 0.86626012
115.29 108 122 1.001 0.17584984 0.168 0.86626012
207.54 196 219 1.001 0.16007722 0.2 0.84177747
207.54 196 219 1.001 0.16007722 0.2 0.84177747
207.54 196 219 1.001 0.16007722 0.2 0.84177747
207.54 196 219 1.001 0.16007722 0.2 0.84177747
207.54 196 219 1.001 0.16007722 0.2 0.84177747
207.54 196 219 1.001 0.16007722 0.2 0.84177747
207.54 196 219 1.001 0.16007722 0.2 0.84177747
183.24 174 193 1 0.14951354 0.115 0.90880066
183.24 174 193 1 0.14951354 0.115 0.90880066
183.24 174 193 1 0.14951354 0.115 0.90880066
183.24 174 193 1 0.14951354 0.115 0.90880066
183.24 174 193 1 0.14951354 0.115 0.90880066
183.24 174 193 1 0.14951354 0.115 0.90880066
183.24 174 193 1 0.14951354 0.115 0.90880066
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Do not distribute

183.24 174 193 1 0.14951354 0.115 0.90880066
178.82 170 188 1.001 0.14519792 0.155 0.87666722
178.82 170 188 1.001 0.14519792 0.155 0.87666722
178.82 170 188 1.001 0.14519792 0.155 0.87666722
178.82 170 188 1.001 0.14519792 0.155 0.87666722
178.82 170 188 1.001 0.14519792 0.155 0.87666722
178.82 170 188 1.001 0.14519792 0.155 0.87666722
178.82 170 188 1.001 0.14519792 0.155 0.87666722
178.82 170 188 1.001 0.14519792 0.155 0.87666722

95.41 91 100 1 0.13606155 0.123 0.9020904
95.41 91 100 1 0.13606155 0.123 0.9020904
95.41 91 100 1 0.13606155 0.123 0.9020904
95.41 91 100 1 0.13606155 0.123 0.9020904
95.41 91 100 1 0.13606155 0.123 0.9020904
97.48 93 102 1.001 0.13326653 0.153 0.87801743
97.48 93 102 1.001 0.13326653 0.153 0.87801743

100.35 96 105 1 0.12928302 0.139 0.88976693
68.66 66 72 1 0.12553088 0.149 0.88183704
68.66 66 72 1 0.12553088 0.149 0.88183704
68.66 66 72 1 0.12553088 0.149 0.88183704
68.66 66 72 1 0.12553088 0.149 0.88183704
68.66 66 72 1 0.12553088 0.149 0.88183704
68.66 66 72 1 0.12553088 0.149 0.88183704
68.66 66 72 1 0.12553088 0.149 0.88183704
68.66 66 72 1 0.12553088 0.149 0.88183704
68.66 66 72 1 0.12553088 0.149 0.88183704
68.66 66 72 1 0.12553088 0.149 0.88183704

187.03 179 195 1 0.12351454 0.09 0.92816155
187.03 179 195 1 0.12351454 0.09 0.92816155
187.03 179 195 1 0.12351454 0.09 0.92816155
187.03 179 195 1 0.12351454 0.09 0.92816155
187.03 179 195 1 0.12351454 0.09 0.92816155
187.03 179 195 1 0.12351454 0.09 0.92816155
187.03 179 195 1 0.12351454 0.09 0.92816155
187.03 179 195 1 0.12351454 0.09 0.92816155
187.03 179 195 1 0.12351454 0.09 0.92816155
187.03 179 195 1 0.12351454 0.09 0.92816155
187.03 179 195 1 0.12351454 0.09 0.92816155
187.03 179 195 1 0.12351454 0.09 0.92816155
187.03 179 195 1 0.12351454 0.09 0.92816155

90.86 88 94 1 0.09515723 0.079 0.93668218
106.51 103 110 1 0.09485919 0.097 0.92234618
106.51 103 110 1 0.09485919 0.097 0.92234618
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Do not distribute

119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
119.17 116 123 1 0.08453351 0.101 0.91988506
121.76 118 125 1 0.08314124 0.103 0.91798369
110.33 107 113 1 0.07871198 0.095 0.92413182
110.33 107 113 1 0.07871198 0.095 0.92413182
256.62 250 264 1 0.07860983 0.082 0.93443419
291.88 285 299 1 0.06918357 0.092 0.92658997

56.08 55 57 1 0.0515303 0.046 0.96318627
461.71 454 470 1 0.04996846 0.062 0.95081656
461.71 454 470 1 0.04996846 0.062 0.95081656
461.71 454 470 1 0.04996846 0.062 0.95081656
461.71 454 470 1 0.04996846 0.062 0.95081656

63.99 63 65 1 0.04508789 0.025 0.97972935
63.99 63 65 1 0.04508789 0.025 0.97972935

1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
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Do not distribute

1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362
1123962.24 1108777 1139147 1 0.03898469 0.037 0.97055362

19474.19 19244 19705 1 0.03415304 0.038 0.96979777
55.75 55 56 1 0.02599521 0.045 0.96400203
55.75 55 56 1 0.02599521 0.045 0.96400203
55.75 55 56 1 0.02599521 0.045 0.96400203
55.75 55 56 1 0.02599521 0.045 0.96400203
55.75 55 56 1 0.02599521 0.045 0.96400203
55.75 55 56 1 0.02599521 0.045 0.96400203
55.75 55 56 1 0.02599521 0.045 0.96400203
55.75 55 56 1 0.02599521 0.045 0.96400203

37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
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Do not distribute

37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645
37566.59 37315 37818 1 0.01931738 0.02 0.98421645

6460.62 6419 6502 1 0.018535 0.021 0.98285815
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
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Do not distribute

6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6433.82 6394 6473 1 0.01771576 0.021 0.98357156
6442.49 6403 6482 1 0.01769101 0.021 0.98339667
6442.49 6403 6482 1 0.01769101 0.021 0.98339667
6442.49 6403 6482 1 0.01769101 0.021 0.98339667

37699.49 37477 37922 1 0.01702958 0.017 0.98611562
43484.42 43461 43508 1 0.00155933 0.002 0.99873247
43484.42 43461 43508 1 0.00155933 0.002 0.99873247
43484.42 43461 43508 1 0.00155933 0.002 0.99873247
43484.42 43461 43508 1 0.00155933 0.002 0.99873247
43484.42 43461 43508 1 0.00155933 0.002 0.99873247

363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
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Do not distribute

363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818
363.7 364 364 1 0 -0.003 0.9972818

335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
335.09 335 335 1 0 0 0.9996958
247.64 249 247 1 -0.0116347 -0.012 0.99038722

23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
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Do not distribute

23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
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Do not distribute

23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019
23635.07 23795 23475 1 -0.0195333 -0.021 0.98299019

130.76 133 129 1 -0.0440552 -0.047 0.96277735
130.76 133 129 1 -0.0440552 -0.047 0.96277735
130.76 133 129 1 -0.0440552 -0.047 0.96277735

5299.88 5384 5216 1 -0.0457345 -0.05 0.96011256
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Do not distribute

5299.88 5384 5216 1 -0.0457345 -0.05 0.96011256
11348.02 11600 11096 1 -0.0640851 -0.079 0.93736682
11348.02 11600 11096 1 -0.0640851 -0.079 0.93736682

516.35 530 502 1 -0.078305 -0.088 0.93002306
516.35 530 502 1 -0.078305 -0.088 0.93002306
516.35 530 502 1 -0.078305 -0.088 0.93002306
516.35 530 502 1 -0.078305 -0.088 0.93002306
516.35 530 502 1 -0.078305 -0.088 0.93002306
516.35 530 502 1 -0.078305 -0.088 0.93002306
516.35 530 502 1 -0.078305 -0.088 0.93002306
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052
388.68 400 378 1 -0.0816138 -0.094 0.92502052

66.12 68 64 1 -0.0874628 -0.066 0.94756194
65.25 67 63 1 -0.0888093 -0.094 0.92513432
65.25 67 63 1 -0.0888093 -0.094 0.92513432
65.25 67 63 1 -0.0888093 -0.094 0.92513432
65.25 67 63 1 -0.0888093 -0.094 0.92513432
65.25 67 63 1 -0.0888093 -0.094 0.92513432
65.25 67 63 1 -0.0888093 -0.094 0.92513432
65.25 67 63 1 -0.0888093 -0.094 0.92513432
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Do not distribute

65.25 67 63 1 -0.0888093 -0.094 0.92513432
65.25 67 63 1 -0.0888093 -0.094 0.92513432
65.25 67 63 1 -0.0888093 -0.094 0.92513432
65.25 67 63 1 -0.0888093 -0.094 0.92513432
65.25 67 63 1 -0.0888093 -0.094 0.92513432
65.25 67 63 1 -0.0888093 -0.094 0.92513432
65.25 67 63 1 -0.0888093 -0.094 0.92513432
65.25 67 63 1 -0.0888093 -0.094 0.92513432

385.05 397 373 1 -0.0899634 -0.081 0.935329
385.05 397 373 1 -0.0899634 -0.081 0.935329
385.05 397 373 1 -0.0899634 -0.081 0.935329
385.05 397 373 1 -0.0899634 -0.081 0.935329
385.05 397 373 1 -0.0899634 -0.081 0.935329
176.23 183 170 1 -0.1063089 -0.126 0.89950882
176.23 183 170 1 -0.1063089 -0.126 0.89950882
176.23 183 170 1 -0.1063089 -0.126 0.89950882
176.23 183 170 1 -0.1063089 -0.126 0.89950882
176.23 183 170 1 -0.1063089 -0.126 0.89950882
176.23 183 170 1 -0.1063089 -0.126 0.89950882
176.23 183 170 1 -0.1063089 -0.126 0.89950882
176.23 183 170 1 -0.1063089 -0.126 0.89950882
176.23 183 170 1 -0.1063089 -0.126 0.89950882
176.23 183 170 1 -0.1063089 -0.126 0.89950882
176.23 183 170 1 -0.1063089 -0.126 0.89950882

154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
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Do not distribute

154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
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Do not distribute

154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354
154653.38 160722 148585 1 -0.1132789 -0.099 0.92105354

16649.39 17335 15964 1 -0.1188657 -0.101 0.91935059
16649.39 17335 15964 1 -0.1188657 -0.101 0.91935059
16649.39 17335 15964 1 -0.1188657 -0.101 0.91935059

325.4 340 311 0.999 -0.1286202 -0.149 0.88130482
325.4 340 311 0.999 -0.1286202 -0.149 0.88130482
325.4 340 311 0.999 -0.1286202 -0.149 0.88130482

367.54 384 351 0.999 -0.1296353 -0.147 0.88282692
2350.02 2457 2243 1 -0.1314682 -0.13 0.89684263
2350.02 2457 2243 1 -0.1314682 -0.13 0.89684263
2379.37 2489 2269 1 -0.1335096 -0.132 0.89478386

322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
322.21 339 306 0.999 -0.1477536 -0.172 0.86369006
705.37 743 668 0.999 -0.1535141 -0.192 0.84795306
705.37 743 668 0.999 -0.1535141 -0.192 0.84795306
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
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Do not distribute

826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
826.88 871 783 0.999 -0.1536604 -0.168 0.86627939
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
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Do not distribute

687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396
687.88 725 651 0.999 -0.1553235 -0.196 0.84428396

40876.58 43295 38458 1 -0.1709167 -0.16 0.87261571
40876.58 43295 38458 1 -0.1709167 -0.16 0.87261571
40423.86 42817 38031 1 -0.1710078 -0.16 0.87313129

159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
159.75 169 150 1 -0.1720607 -0.164 0.86979297
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Do not distribute

93.97 100 88 1 -0.1844246 -0.174 0.86208683
93.97 100 88 1 -0.1844246 -0.174 0.86208683
93.97 100 88 1 -0.1844246 -0.174 0.86208683
93.97 100 88 1 -0.1844246 -0.174 0.86208683
93.97 100 88 1 -0.1844246 -0.174 0.86208683
93.97 100 88 1 -0.1844246 -0.174 0.86208683
93.97 100 88 1 -0.1844246 -0.174 0.86208683
93.97 100 88 1 -0.1844246 -0.174 0.86208683
93.97 100 88 1 -0.1844246 -0.174 0.86208683
93.97 100 88 1 -0.1844246 -0.174 0.86208683
93.97 100 88 1 -0.1844246 -0.174 0.86208683
92.94 99 86 0.999 -0.2030919 -0.23 0.81805809

7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7356.39 7885 6827 0.999 -0.207859 -0.281 0.77896211
7406.14 7945 6867 0.999 -0.2103673 -0.284 0.7763552
7406.14 7945 6867 0.999 -0.2103673 -0.284 0.7763552
7548.95 8113 6985 0.999 -0.2159754 -0.291 0.77092824
7548.95 8113 6985 0.999 -0.2159754 -0.291 0.77092824
7548.95 8113 6985 0.999 -0.2159754 -0.291 0.77092824
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Do not distribute

7548.95 8113 6985 0.999 -0.2159754 -0.291 0.77092824
45.44 49 42 0.999 -0.2223924 -0.202 0.8397141
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA
70.76 76 65 1 -0.2255597 -0.058 NA

4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
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Do not distribute

4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
4502.45 4868 4137 0.999 -0.2347442 -0.238 0.81163701
3947.77 4270 3625 0.999 -0.2362551 -0.216 0.82914349
3947.77 4270 3625 0.999 -0.2362551 -0.216 0.82914349

3816 4149 3483 0.999 -0.2524332 -0.238 0.81214347
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
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Do not distribute

10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
10245.5 11164 9327 0.999 -0.259369 -0.345 0.73025313
3751.73 4090 3414 0.999 -0.2606378 -0.243 0.80805202
3751.73 4090 3414 0.999 -0.2606378 -0.243 0.80805202
3751.73 4090 3414 0.999 -0.2606378 -0.243 0.80805202
3751.73 4090 3414 0.999 -0.2606378 -0.243 0.80805202
3751.73 4090 3414 0.999 -0.2606378 -0.243 0.80805202

88 96 80 0.999 -0.2630344 -0.296 0.76754171
88 96 80 0.999 -0.2630344 -0.296 0.76754171

959.94 1050 869 0.999 -0.2729612 -0.348 0.72787069
57.82 63 52 0.999 -0.2768402 -0.285 0.77580654
57.82 63 52 0.999 -0.2768402 -0.285 0.77580654
57.82 63 52 0.999 -0.2768402 -0.285 0.77580654
57.82 63 52 0.999 -0.2768402 -0.285 0.77580654
57.82 63 52 0.999 -0.2768402 -0.285 0.77580654
57.82 63 52 0.999 -0.2768402 -0.285 0.77580654

20998.43 23080 18916 0.999 -0.2870362 -0.276 0.78260435
20998.28 23080 18916 0.999 -0.2870362 -0.276 0.78261844
20998.28 23080 18916 0.999 -0.2870362 -0.276 0.78261844
20998.28 23080 18916 0.999 -0.2870362 -0.276 0.78261844
20998.28 23080 18916 0.999 -0.2870362 -0.276 0.78261844
20998.28 23080 18916 0.999 -0.2870362 -0.276 0.78261844
20998.28 23080 18916 0.999 -0.2870362 -0.276 0.78261844
20998.28 23080 18916 0.999 -0.2870362 -0.276 0.78261844
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
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Do not distribute

20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
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Do not distribute

20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
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Do not distribute

20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
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Do not distribute

20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20636.53 22694 18579 0.999 -0.2886381 -0.277 0.78173469
20647.31 22708 18586 0.999 -0.2889843 -0.277 0.78149503

3701.86 4072 3332 0.999 -0.2893492 -0.263 0.79265493
20737.94 22813 18663 0.999 -0.2896753 -0.278 0.78100729
20737.94 22813 18663 0.999 -0.2896753 -0.278 0.78100729

3772.21 4151 3393 0.999 -0.2908975 -0.266 0.79056893
3772.21 4151 3393 0.999 -0.2908975 -0.266 0.79056893
3772.21 4151 3393 0.999 -0.2908975 -0.266 0.79056893
3772.21 4151 3393 0.999 -0.2908975 -0.266 0.79056893
3772.21 4151 3393 0.999 -0.2908975 -0.266 0.79056893
3772.21 4151 3393 0.999 -0.2908975 -0.266 0.79056893
3772.21 4151 3393 0.999 -0.2908975 -0.266 0.79056893
3772.21 4151 3393 0.999 -0.2908975 -0.266 0.79056893

20761.15 22849 18673 0.999 -0.2911773 -0.279 0.77993646
20761.15 22849 18673 0.999 -0.2911773 -0.279 0.77993646
20761.15 22849 18673 0.999 -0.2911773 -0.279 0.77993646
20761.15 22849 18673 0.999 -0.2911773 -0.279 0.77993646
20761.15 22849 18673 0.999 -0.2911773 -0.279 0.77993646
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Do not distribute

20761.15 22849 18673 0.999 -0.2911773 -0.279 0.77993646
20761.15 22849 18673 0.999 -0.2911773 -0.279 0.77993646
20761.15 22849 18673 0.999 -0.2911773 -0.279 0.77993646
20761.15 22849 18673 0.999 -0.2911773 -0.279 0.77993646
20761.15 22849 18673 0.999 -0.2911773 -0.279 0.77993646

338667.77 372959 304377 0.999 -0.2931577 -0.343 0.73122556
338667.77 372959 304377 0.999 -0.2931577 -0.343 0.73122556
338667.77 372959 304377 0.999 -0.2931577 -0.343 0.73122556

1090.26 1203 978 0.999 -0.2987303 -0.381 0.70345402
169.68 187 152 0.999 -0.2989669 -0.352 0.7251722
169.68 187 152 0.999 -0.2989669 -0.352 0.7251722
169.68 187 152 0.999 -0.2989669 -0.352 0.7251722
169.68 187 152 0.999 -0.2989669 -0.352 0.7251722
169.68 187 152 0.999 -0.2989669 -0.352 0.7251722
169.68 187 152 0.999 -0.2989669 -0.352 0.7251722

3856.89 4256 3458 0.999 -0.2995603 -0.271 0.78650537
3856.89 4256 3458 0.999 -0.2995603 -0.271 0.78650537
3856.89 4256 3458 0.999 -0.2995603 -0.271 0.78650537
3856.89 4256 3458 0.999 -0.2995603 -0.271 0.78650537

171.89 190 154 0.999 -0.3030691 -0.355 0.72240338
171.89 190 154 0.999 -0.3030691 -0.355 0.72240338
171.89 190 154 0.999 -0.3030691 -0.355 0.72240338
171.89 190 154 0.999 -0.3030691 -0.355 0.72240338
171.89 190 154 0.999 -0.3030691 -0.355 0.72240338
171.89 190 154 0.999 -0.3030691 -0.355 0.72240338
171.89 190 154 0.999 -0.3030691 -0.355 0.72240338
171.89 190 154 0.999 -0.3030691 -0.355 0.72240338
171.89 190 154 0.999 -0.3030691 -0.355 0.72240338

5152.37 5710 4595 0.999 -0.3134259 -0.373 0.70920272
5152.37 5710 4595 0.999 -0.3134259 -0.373 0.70920272

105.37 117 94 0.998 -0.3157759 -0.406 0.6848422
144.39 160 128 0.999 -0.3219281 -0.34 0.73378703

12048.53 13437 10660 0.999 -0.3340036 -0.357 0.72120175
12048.53 13437 10660 0.999 -0.3340036 -0.357 0.72120175
13227.51 14790 11665 0.998 -0.3424357 -0.429 0.66819434
13227.51 14790 11665 0.998 -0.3424357 -0.429 0.66819434
13227.51 14790 11665 0.998 -0.3424357 -0.429 0.66819434
13227.51 14790 11665 0.998 -0.3424357 -0.429 0.66819434
13227.51 14790 11665 0.998 -0.3424357 -0.429 0.66819434
13227.51 14790 11665 0.998 -0.3424357 -0.429 0.66819434
13227.51 14790 11665 0.998 -0.3424357 -0.429 0.66819434
13227.51 14790 11665 0.998 -0.3424357 -0.429 0.66819434
13227.51 14790 11665 0.998 -0.3424357 -0.429 0.66819434
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Do not distribute

12257.71 13722 10793 0.999 -0.3463948 -0.413 0.67983967
12257.71 13722 10793 0.999 -0.3463948 -0.413 0.67983967
12271.67 13740 10804 0.999 -0.3468165 -0.413 0.67943045
12271.67 13740 10804 0.999 -0.3468165 -0.413 0.67943045
12988.06 14551 11425 0.998 -0.3489241 -0.456 0.64857196

55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
55.15 62 48 0.999 -0.3692338 -0.321 0.74800089
140.2 158 122 0.999 -0.3730434 -0.362 0.71728644
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
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Do not distribute

70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977
70.17 79 61 0.999 -0.3730434 -0.293 0.76937977

286.36 324 249 0.999 -0.3798481 -0.424 0.67151471
286.36 324 249 0.999 -0.3798481 -0.424 0.67151471
273.16 309 237 0.999 -0.3827198 -0.425 0.6706357
273.16 309 237 0.999 -0.3827198 -0.425 0.6706357
273.16 309 237 0.999 -0.3827198 -0.425 0.6706357
273.16 309 237 0.999 -0.3827198 -0.425 0.6706357
273.16 309 237 0.999 -0.3827198 -0.425 0.6706357
273.16 309 237 0.999 -0.3827198 -0.425 0.6706357
273.16 309 237 0.999 -0.3827198 -0.425 0.6706357
273.16 309 237 0.999 -0.3827198 -0.425 0.6706357
273.16 309 237 0.999 -0.3827198 -0.425 0.6706357
273.16 309 237 0.999 -0.3827198 -0.425 0.6706357
222.36 252 192 0.999 -0.3923174 -0.367 0.71389273
289.54 329 250 0.998 -0.3961595 -0.483 0.62931211
289.54 329 250 0.998 -0.3961595 -0.483 0.62931211
289.54 329 250 0.998 -0.3961595 -0.483 0.62931211
289.54 329 250 0.998 -0.3961595 -0.483 0.62931211
289.54 329 250 0.998 -0.3961595 -0.483 0.62931211
289.54 329 250 0.998 -0.3961595 -0.483 0.62931211
289.54 329 250 0.998 -0.3961595 -0.483 0.62931211
289.54 329 250 0.998 -0.3961595 -0.483 0.62931211
289.54 329 250 0.998 -0.3961595 -0.483 0.62931211
289.54 329 250 0.998 -0.3961595 -0.483 0.62931211
289.54 329 250 0.998 -0.3961595 -0.483 0.62931211

1157.14 1317 998 0.998 -0.4001436 -0.469 0.63925448
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
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Do not distribute

216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793
216.86 247 186 0.999 -0.4092084 -0.383 0.70181793

1301.41 1486 1117 0.998 -0.4118049 -0.468 0.63987864
1362.69 1556 1169 0.998 -0.4125671 -0.467 0.64070153
1362.69 1556 1169 0.998 -0.4125671 -0.467 0.64070153
1362.69 1556 1169 0.998 -0.4125671 -0.467 0.64070153
1362.69 1556 1169 0.998 -0.4125671 -0.467 0.64070153
1362.69 1556 1169 0.998 -0.4125671 -0.467 0.64070153
1362.69 1556 1169 0.998 -0.4125671 -0.467 0.64070153
1362.69 1556 1169 0.998 -0.4125671 -0.467 0.64070153

291.81 333 250 0.998 -0.4135941 -0.497 0.61944521
291.81 333 250 0.998 -0.4135941 -0.497 0.61944521
291.81 333 250 0.998 -0.4135941 -0.497 0.61944521
291.81 333 250 0.998 -0.4135941 -0.497 0.61944521

44193.5 50500 37887 0.998 -0.4145805 -0.548 0.58337314
44193.5 50500 37887 0.998 -0.4145805 -0.548 0.58337314
44193.5 50500 37887 0.998 -0.4145805 -0.548 0.58337314
44193.5 50500 37887 0.998 -0.4145805 -0.548 0.58337314
44193.5 50500 37887 0.998 -0.4145805 -0.548 0.58337314
44193.5 50500 37887 0.998 -0.4145805 -0.548 0.58337314
44193.5 50500 37887 0.998 -0.4145805 -0.548 0.58337314
44193.5 50500 37887 0.998 -0.4145805 -0.548 0.58337314
44193.5 50500 37887 0.998 -0.4145805 -0.548 0.58337314

71.58 82 61 0.999 -0.4268147 -0.333 0.73912638
73.48 85 63 0.999 -0.432111 -0.424 0.67140481

10911.11 12551 9272 0.998 -0.4368498 -0.482 0.63009799
10911.11 12551 9272 0.998 -0.4368498 -0.482 0.63009799
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Do not distribute

10911.11 12551 9272 0.998 -0.4368498 -0.482 0.63009799
10911.11 12551 9272 0.998 -0.4368498 -0.482 0.63009799
10911.11 12551 9272 0.998 -0.4368498 -0.482 0.63009799
10911.11 12551 9272 0.998 -0.4368498 -0.482 0.63009799
10911.11 12551 9272 0.998 -0.4368498 -0.482 0.63009799
10911.11 12551 9272 0.998 -0.4368498 -0.482 0.63009799
10911.11 12551 9272 0.998 -0.4368498 -0.482 0.63009799
10911.11 12551 9272 0.998 -0.4368498 -0.482 0.63009799
10911.11 12551 9272 0.998 -0.4368498 -0.482 0.63009799

3700.6 4285 3116 0.998 -0.4596 -0.502 0.61583562
3700.6 4285 3116 0.998 -0.4596 -0.502 0.61583562

1617.32 1873 1362 0.998 -0.4596242 -0.567 0.57042232
405.15 472 338 0.998 -0.4817636 -0.486 0.62687205

83.92 98 70 0.998 -0.4854268 -0.542 0.58771849
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
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Do not distribute

59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239
59.94 70 50 0.998 -0.4854268 -0.502 0.61600239

181.54 212 151 0.998 -0.4895157 -0.553 0.57998893
181.31 212 151 0.998 -0.4895157 -0.552 0.58089997
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687
180.53 211 150 0.998 -0.4922805 -0.547 0.58469687

60.49 71 50 0.998 -0.5058909 -0.507 0.61247395
60.49 71 50 0.998 -0.5058909 -0.507 0.61247395

9637.02 11376 7899 0.998 -0.5262514 -0.541 0.58840402
9567.8 11300 7836 0.998 -0.5281335 -0.543 0.58683539
9567.8 11300 7836 0.998 -0.5281335 -0.543 0.58683539
9567.8 11300 7836 0.998 -0.5281335 -0.543 0.58683539
9567.8 11300 7836 0.998 -0.5281335 -0.543 0.58683539
9567.8 11300 7836 0.998 -0.5281335 -0.543 0.58683539
9567.8 11300 7836 0.998 -0.5281335 -0.543 0.58683539
9567.8 11300 7836 0.998 -0.5281335 -0.543 0.58683539
295.68 349 242 0.997 -0.52822 -0.69 0.49031927
295.68 349 242 0.997 -0.52822 -0.69 0.49031927
295.68 349 242 0.997 -0.52822 -0.69 0.49031927
295.68 349 242 0.997 -0.52822 -0.69 0.49031927
295.68 349 242 0.997 -0.52822 -0.69 0.49031927
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Do not distribute

429.97 508 352 0.998 -0.5292531 -0.536 0.5918884
429.97 508 352 0.998 -0.5292531 -0.536 0.5918884
429.97 508 352 0.998 -0.5292531 -0.536 0.5918884
429.97 508 352 0.998 -0.5292531 -0.536 0.5918884
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261
121.28 145 98 0.998 -0.5651992 -0.639 0.52275261

52566.48 63130 42003 0.998 -0.5878334 -0.7 0.48368857
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
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Do not distribute

50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854

Page 2749 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
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Do not distribute

50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854

Page 2751 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60
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50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50865.29 61209 40521 0.997 -0.595074 -0.706 0.48017854
50881.71 61230 40533 0.997 -0.5951417 -0.706 0.48015451
50881.71 61230 40533 0.997 -0.5951417 -0.706 0.48015451
50881.71 61230 40533 0.997 -0.5951417 -0.706 0.48015451
50881.71 61230 40533 0.997 -0.5951417 -0.706 0.48015451
50881.71 61230 40533 0.997 -0.5951417 -0.706 0.48015451
51080.12 61513 40647 0.997 -0.5977425 -0.709 0.47855111
51080.12 61513 40647 0.997 -0.5977425 -0.709 0.47855111
51080.12 61513 40647 0.997 -0.5977425 -0.709 0.47855111
74050.66 90004 58097 0.998 -0.6315255 -0.648 0.51692531

73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
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73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109
73901.6 89841 57963 0.998 -0.6322417 -0.649 0.51644109

34996.84 42660 27334 0.997 -0.6421874 -0.763 0.44520616
34996.84 42660 27334 0.997 -0.6421874 -0.763 0.44520616
34996.84 42660 27334 0.997 -0.6421874 -0.763 0.44520616
34996.84 42660 27334 0.997 -0.6421874 -0.763 0.44520616
34996.84 42660 27334 0.997 -0.6421874 -0.763 0.44520616
34996.84 42660 27334 0.997 -0.6421874 -0.763 0.44520616
34996.84 42660 27334 0.997 -0.6421874 -0.763 0.44520616
34996.84 42660 27334 0.997 -0.6421874 -0.763 0.44520616
34996.84 42660 27334 0.997 -0.6421874 -0.763 0.44520616
34996.84 42660 27334 0.997 -0.6421874 -0.763 0.44520616
34996.84 42660 27334 0.997 -0.6421874 -0.763 0.44520616
34996.84 42660 27334 0.997 -0.6421874 -0.763 0.44520616
11945.94 14613 9279 0.998 -0.6552111 -0.598 0.55017117
11945.94 14613 9279 0.998 -0.6552111 -0.598 0.55017117

1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
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1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083
1535.81 1893 1179 0.997 -0.6831107 -0.808 0.41892083

1843.9 2278 1410 0.998 -0.6920726 -0.675 0.49991687
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402.47 498 307 0.997 -0.6979071 -0.802 0.42252068
59.11 73 45 0.998 -0.6979715 -0.744 0.45708247

9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568
9837.47 12174 7501 0.998 -0.6986484 -0.58 0.56200568

92.56 115 70 0.997 -0.716207 -0.808 0.41890161
14160.18 17640 10681 0.997 -0.7238038 -0.863 0.38813449
14160.18 17640 10681 0.997 -0.7238038 -0.863 0.38813449

650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
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650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
650.99 812 489 0.997 -0.7316453 -0.851 0.3945691
651.18 815 487 0.997 -0.7428783 -0.867 0.38611964

75236.85 94452 56022 0.997 -0.7535879 -0.918 0.35871936
75236.85 94452 56022 0.997 -0.7535879 -0.918 0.35871936
75236.85 94452 56022 0.997 -0.7535879 -0.918 0.35871936
75236.85 94452 56022 0.997 -0.7535879 -0.918 0.35871936

131.91 167 97 0.998 -0.7837915 -0.753 0.45150374
8917.48 11316 6518 0.997 -0.7958628 -0.948 0.34324251
8917.48 11316 6518 0.997 -0.7958628 -0.948 0.34324251
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
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8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
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8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428
8910.85 11309 6513 0.997 -0.7960772 -0.948 0.34313428

116.13 148 85 0.998 -0.8000624 -0.622 NA
116.13 148 85 0.998 -0.8000624 -0.622 NA
129.88 165 94 0.998 -0.8117334 -0.772 0.43997844

1905.75 2429 1383 0.998 -0.8125613 -0.787 0.43113665
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605
10865.99 13857 7875 0.997 -0.8152631 -0.916 0.35956605

610.96 781 441 0.997 -0.8245439 -0.878 0.38004258
567.3 727 408 0.996 -0.8333862 -0.981 0.32673794
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348.86 447 250 0.997 -0.8383467 -0.962 0.33603045
348.86 447 250 0.997 -0.8383467 -0.962 0.33603045
348.86 447 250 0.997 -0.8383467 -0.962 0.33603045
348.86 447 250 0.997 -0.8383467 -0.962 0.33603045
348.86 447 250 0.997 -0.8383467 -0.962 0.33603045
348.86 447 250 0.997 -0.8383467 -0.962 0.33603045
348.86 447 250 0.997 -0.8383467 -0.962 0.33603045
348.86 447 250 0.997 -0.8383467 -0.962 0.33603045
348.86 447 250 0.997 -0.8383467 -0.962 0.33603045
348.86 447 250 0.997 -0.8383467 -0.962 0.33603045
348.86 447 250 0.997 -0.8383467 -0.962 0.33603045
348.86 447 250 0.997 -0.8383467 -0.962 0.33603045
348.86 447 250 0.997 -0.8383467 -0.962 0.33603045
348.86 447 250 0.997 -0.8383467 -0.962 0.33603045

14920.99 19181 10661 0.996 -0.8473352 -1.001 0.31680124
50.52 65 36 0.997 -0.8524428 -0.867 0.38608549

2607.45 3361 1854 0.996 -0.8582493 -1.026 0.30488752
2518.33 3258 1779 0.996 -0.8729201 -1.037 0.2999259
2518.33 3258 1779 0.996 -0.8729201 -1.037 0.2999259
2467.82 3201 1735 0.996 -0.883587 -1.047 0.2952488
2467.82 3201 1735 0.996 -0.883587 -1.047 0.2952488
2467.82 3201 1735 0.996 -0.883587 -1.047 0.2952488
2467.82 3201 1735 0.996 -0.883587 -1.047 0.2952488
2467.82 3201 1735 0.996 -0.883587 -1.047 0.2952488
2467.82 3201 1735 0.996 -0.883587 -1.047 0.2952488
2467.82 3201 1735 0.996 -0.883587 -1.047 0.2952488
2467.82 3201 1735 0.996 -0.883587 -1.047 0.2952488
2467.82 3201 1735 0.996 -0.883587 -1.047 0.2952488

76.6 100 54 0.997 -0.8889687 -1.001 0.31673814
76.6 100 54 0.997 -0.8889687 -1.001 0.31673814

436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
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Do not distribute

436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
436.58 567 306 0.996 -0.8898171 -1.007 0.31406573
523.23 681 366 0.996 -0.8958111 -1.051 0.29343267

2465.19 3209 1721 0.996 -0.8988767 -1.088 0.27662661
404.24 527 281 0.996 -0.9072328 -1.055 0.29121466
403.74 527 280 0.996 -0.9123761 -1.058 0.28988532
403.74 527 280 0.996 -0.9123761 -1.058 0.28988532

68.18 89 47 0.997 -0.9211446 -0.9 0.36830718
68.18 89 47 0.997 -0.9211446 -0.9 0.36830718
68.18 89 47 0.997 -0.9211446 -0.9 0.36830718
68.18 89 47 0.997 -0.9211446 -0.9 0.36830718
68.18 89 47 0.997 -0.9211446 -0.9 0.36830718

6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
6857.55 8998 4716 0.996 -0.9320406 -1.081 0.27968845
3396.98 4459 2335 0.997 -0.9332976 -1.014 0.31065541
3396.98 4459 2335 0.997 -0.9332976 -1.014 0.31065541
11221.4 14731 7712 0.996 -0.9336784 -1.083 0.27870223
3400.45 4464 2337 0.997 -0.9336793 -1.014 0.31054327
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Do not distribute

3400.45 4464 2337 0.997 -0.9336793 -1.014 0.31054327
5327.5 6997 3658 0.996 -0.9356814 -1.03 0.30308961
5327.5 6997 3658 0.996 -0.9356814 -1.03 0.30308961
5327.5 6997 3658 0.996 -0.9356814 -1.03 0.30308961

5649.44 7426 3873 0.996 -0.9391338 -1.035 0.30044327
5649.44 7426 3873 0.996 -0.9391338 -1.035 0.30044327
5649.44 7426 3873 0.996 -0.9391338 -1.035 0.30044327
5649.44 7426 3873 0.996 -0.9391338 -1.035 0.30044327
5649.44 7426 3873 0.996 -0.9391338 -1.035 0.30044327
5649.44 7426 3873 0.996 -0.9391338 -1.035 0.30044327
5649.44 7426 3873 0.996 -0.9391338 -1.035 0.30044327

11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
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Do not distribute

11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
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Do not distribute

11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11060.49 14543 7578 0.996 -0.9404359 -1.087 0.27690788
11095.07 14590 7599 0.996 -0.9410984 -1.088 0.27659444

729.95 960 500 0.997 -0.9411063 -1.021 0.30744734
729.95 960 500 0.997 -0.9411063 -1.021 0.30744734
729.95 960 500 0.997 -0.9411063 -1.021 0.30744734
731.98 963 501 0.997 -0.9427252 -1.022 0.30683827

6287.05 8288 4286 0.996 -0.9513922 -1.089 0.27611283
6287.05 8288 4286 0.996 -0.9513922 -1.089 0.27611283
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755

Page 2763 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755
6243.96 8246 4242 0.996 -0.9589498 -1.095 0.2735755

445.57 590 302 0.998 -0.9661664 -0.79 0.42980971
445.57 590 302 0.998 -0.9661664 -0.79 0.42980971
445.57 590 302 0.998 -0.9661664 -0.79 0.42980971
445.57 590 302 0.998 -0.9661664 -0.79 0.42980971
445.57 590 302 0.998 -0.9661664 -0.79 0.42980971
445.57 590 302 0.998 -0.9661664 -0.79 0.42980971

2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
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2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
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2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145
2022.28 2683 1362 0.996 -0.9781204 -1.181 0.23775145

109.18 146 72 0.998 -1.0198996 -0.795 NA
396.88 540 254 0.998 -1.0881309 -0.783 NA

52.74 74 32 0.998 -1.2094534 -0.898 0.3693508
366.47 520 213 0.998 -1.2876582 -0.905 NA
266.39 378 154 0.997 -1.2954559 -1.081 0.27972876
266.39 378 154 0.997 -1.2954559 -1.081 0.27972876
266.39 378 154 0.997 -1.2954559 -1.081 0.27972876

1560.39 2223 897 0.997 -1.3093281 -1.141 0.25404287
1560.39 2223 897 0.997 -1.3093281 -1.141 0.25404287
1560.39 2223 897 0.997 -1.3093281 -1.141 0.25404287
1560.39 2223 897 0.997 -1.3093281 -1.141 0.25404287
1560.39 2223 897 0.997 -1.3093281 -1.141 0.25404287
1560.39 2223 897 0.997 -1.3093281 -1.141 0.25404287
1560.39 2223 897 0.997 -1.3093281 -1.141 0.25404287
1560.39 2223 897 0.997 -1.3093281 -1.141 0.25404287
1560.39 2223 897 0.997 -1.3093281 -1.141 0.25404287
1560.39 2223 897 0.997 -1.3093281 -1.141 0.25404287
1560.39 2223 897 0.997 -1.3093281 -1.141 0.25404287
1566.79 2234 900 0.997 -1.3116323 -1.143 0.25303822

404.88 609 201 0.998 -1.5992467 -0.858 NA
404.88 609 201 0.998 -1.5992467 -0.858 NA
404.88 609 201 0.998 -1.5992467 -0.858 NA
404.88 609 201 0.998 -1.5992467 -0.858 NA
404.88 609 201 0.998 -1.5992467 -0.858 NA
404.88 609 201 0.998 -1.5992467 -0.858 NA
215.73 372 60 0.991 -2.6322682 -1.854 0.06379377
100.29 178 23 0.996 -2.9521715 -0.79 NA
100.29 178 23 0.996 -2.9521715 -0.79 NA
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100.29 178 23 0.996 -2.9521715 -0.79 NA
100.29 178 23 0.996 -2.9521715 -0.79 NA
100.29 178 23 0.996 -2.9521715 -0.79 NA
100.29 178 23 0.996 -2.9521715 -0.79 NA
100.29 178 23 0.996 -2.9521715 -0.79 NA
100.29 178 23 0.996 -2.9521715 -0.79 NA
100.29 178 23 0.996 -2.9521715 -0.79 NA
100.29 178 23 0.996 -2.9521715 -0.79 NA
100.29 178 23 0.996 -2.9521715 -0.79 NA
100.29 178 23 0.996 -2.9521715 -0.79 NA
100.29 178 23 0.996 -2.9521715 -0.79 NA
102.05 181 23 0.996 -2.9762839 -0.795 NA
102.05 181 23 0.996 -2.9762839 -0.795 NA
102.05 181 23 0.996 -2.9762839 -0.795 NA

79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
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79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA
79.35 156 3 0.873 -5.7004397 -2.812 NA

149.72 298 1 0.945 -8.2191685 -2.105 NA
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padj dispGeneEst dispFit dispMAP dispersion betaConv maxCooks
0.99848065 2.1762 1.2612 1.6404 1.6404 TRUE 2.8769
0.99848065 2.1762 1.2612 1.6404 1.6404 TRUE 2.8769
0.99848065 2.1762 1.2612 1.6404 1.6404 TRUE 2.8769
0.99848065 2.1762 1.2612 1.6404 1.6404 TRUE 2.8769
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
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0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
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Do not distribute

0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3739 0.9256 0.6296 0.6296 TRUE 0.1389
0.99848065 0.3698 0.9254 0.6273 0.6273 TRUE 0.135
0.99848065 1.4366 0.902 1.1906 1.1906 TRUE 3.4109
0.99848065 1.4366 0.902 1.1906 1.1906 TRUE 3.4109
0.99848065 1.4366 0.902 1.1906 1.1906 TRUE 3.4109
0.99848065 1.4366 0.902 1.1906 1.1906 TRUE 3.4109
0.99848065 1.4366 0.902 1.1906 1.1906 TRUE 3.4109
0.99848065 1.4366 0.902 1.1906 1.1906 TRUE 3.4109
0.99848065 1.4366 0.902 1.1906 1.1906 TRUE 3.4109
0.99848065 1.4366 0.902 1.1906 1.1906 TRUE 3.4109
0.99848065 1.4366 0.902 1.1906 1.1906 TRUE 3.4109
0.99848065 1.8349 0.912 1.3772 1.3772 TRUE 0.8975
0.99848065 1.8349 0.912 1.3772 1.3772 TRUE 0.8975
0.99848065 1.8349 0.912 1.3772 1.3772 TRUE 0.8975
0.99848065 1.8349 0.912 1.3772 1.3772 TRUE 0.8975
0.99848065 1.8349 0.912 1.3772 1.3772 TRUE 0.8975
0.99848065 1.8349 0.912 1.3772 1.3772 TRUE 0.8975
0.99848065 1.8349 0.912 1.3772 1.3772 TRUE 0.8975
0.99848065 1.8349 0.912 1.3772 1.3772 TRUE 0.8975
0.99848065 1.8349 0.912 1.3772 1.3772 TRUE 0.8975
0.99848065 1.8349 0.912 1.3772 1.3772 TRUE 0.8975
0.99848065 1.8349 0.912 1.3772 1.3772 TRUE 0.8975
0.99848065 1.8349 0.912 1.3772 1.3772 TRUE 0.8975

NA 10 0.9131 3.778 10 TRUE 38.4286
NA 10 0.9153 3.7555 10 TRUE 38.4242
NA 10 0.9547 3.5328 10 TRUE 38.1432
NA 10 0.9691 3.9333 10 TRUE 38.054
NA 10 0.9796 3.908 10 TRUE 37.8974
NA 10 0.9801 3.907 10 TRUE 37.889
NA 10 1.0014 3.4243 10 TRUE 37.6283
NA 10 1.0217 3.844 10 TRUE 37.3926
NA 10 1.2632 3.8574 10 TRUE 34.3386
NA 10 1.266 3.8576 10 TRUE 34.3033
NA 10 1.3274 3.3816 3.3816 TRUE 38.6105
NA 10 1.3672 3.3995 3.3995 TRUE 38.1316
NA 10 0.9016 4.0394 10 TRUE 38.4149
NA 10 0.8954 4.428 10 TRUE 38.3422
NA 10 0.8918 4.7954 10 TRUE 38.2585
NA 10 0.9095 3.9194 10 TRUE 38.4327
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Do not distribute

NA 10 0.9185 3.8272 10 TRUE 38.4125
NA 10 0.929 3.7519 10 TRUE 38.3528
NA 10 0.9998 3.6394 10 TRUE 37.6422
NA 2.6879 0.9662 1.8089 1.8089 TRUE 34.9219
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 3.25 1.2234 2.0631 2.0631 TRUE 30.087
NA 2.0885 1.1116 1.6022 1.6022 TRUE 30.9412
NA 2.075 1.1727 1.6265 1.6265 TRUE 29.8463
NA 2.812 0.9715 1.8717 1.8717 TRUE 33.7721
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
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Do not distribute

NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8116 0.9715 1.8716 1.8716 TRUE 33.77
NA 2.8246 0.9711 1.8778 1.8778 TRUE 33.7829
NA 2.1309 0.9632 1.5483 1.5483 TRUE 33.549
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
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Do not distribute

NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1306 0.9632 1.5482 1.5482 TRUE 33.5469
NA 2.1613 1.1674 1.6593 1.6593 TRUE 27.2604
NA 2.1613 1.1674 1.6593 1.6593 TRUE 27.2604
NA 2.1613 1.1674 1.6593 1.6593 TRUE 27.2604
NA 2.1613 1.1674 1.6593 1.6593 TRUE 27.2604
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 2.0897 1.2904 1.686 1.686 TRUE 25.687
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
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Do not distribute

NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.5663 1.1896 1.384 1.384 TRUE 26.1921
NA 1.6213 1.1709 1.4027 1.4027 TRUE 26.8095
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
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Do not distribute

NA 1.5392 0.912 1.229 1.229 TRUE 28.6108
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
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Do not distribute

NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0098 0.9011 0.9533 0.9533 TRUE 24.9272
NA 1.0067 0.9009 0.951 0.951 TRUE 24.865

0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.0335 1.1627 1.0966 1.0966 TRUE 1.0169
0.99848065 1.2907 0.9496 1.1325 1.1325 TRUE 7.36
0.99848065 1.2889 0.9498 1.1313 1.1313 TRUE 7.2958
0.99848065 1.2889 0.9498 1.1313 1.1313 TRUE 7.2958
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Do not distribute

0.99848065 1.2889 0.9498 1.1313 1.1313 TRUE 7.2958
0.99848065 1.2889 0.9498 1.1313 1.1313 TRUE 7.2958
0.99848065 1.2889 0.9498 1.1313 1.1313 TRUE 7.2958
0.99848065 1.2889 0.9498 1.1313 1.1313 TRUE 7.2958
0.99848065 1.2889 0.9498 1.1313 1.1313 TRUE 7.2958
0.99848065 0.9874 1.1188 1.0516 1.0516 TRUE 1.6529
0.99848065 0.9874 1.1188 1.0516 1.0516 TRUE 1.6529
0.99848065 0.9874 1.1188 1.0516 1.0516 TRUE 1.6529
0.99848065 0.9874 1.1188 1.0516 1.0516 TRUE 1.6529
0.99848065 0.9874 1.1188 1.0516 1.0516 TRUE 1.6529

NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
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Do not distribute

NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869
NA 0.9482 0.9047 0.912 0.912 TRUE 23.4869

0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
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Do not distribute

0.99848065 1.2644 0.9673 1.1198 1.1198 TRUE 6.3628
NA 0.9152 1.0323 0.969 0.969 TRUE 21.098
NA 0.9152 1.0323 0.969 0.969 TRUE 21.098
NA 0.9152 1.0323 0.969 0.969 TRUE 21.098
NA 0.9152 1.0323 0.969 0.969 TRUE 21.098
NA 0.9152 1.0323 0.969 0.969 TRUE 21.098
NA 0.9152 1.0323 0.969 0.969 TRUE 21.098

0.99848065 2.7906 1.0726 1.7796 1.7796 TRUE 8.7809
0.99848065 2.7906 1.0726 1.7796 1.7796 TRUE 8.7809
0.99848065 2.7906 1.0726 1.7796 1.7796 TRUE 8.7809
0.99848065 2.7906 1.0726 1.7796 1.7796 TRUE 8.7809
0.99848065 2.7906 1.0726 1.7796 1.7796 TRUE 8.7809
0.99848065 2.7906 1.0726 1.7796 1.7796 TRUE 8.7809
0.99848065 2.7906 1.0726 1.7796 1.7796 TRUE 8.7809
0.99848065 2.7906 1.0726 1.7796 1.7796 TRUE 8.7809
0.99848065 2.7906 1.0726 1.7796 1.7796 TRUE 8.7809
0.99848065 2.7906 1.0726 1.7796 1.7796 TRUE 8.7809

NA 0.8102 0.9535 0.8783 0.8783 TRUE 20.3384
NA 0.8102 0.9535 0.8783 0.8783 TRUE 20.3384
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049
NA 0.8134 0.9538 0.8802 0.8802 TRUE 20.4049

0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
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Do not distribute

0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.8814 0.9216 0.9019 0.9019 TRUE 9.129
0.99848065 0.4805 0.9225 0.6864 0.6864 TRUE 13.162
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
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Do not distribute

0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823
0.99848065 0.4769 0.9227 0.6845 0.6845 TRUE 13.0823

NA 2.6272 0.93 1.7627 1.7627 TRUE 19.4662
NA 2.6272 0.93 1.7627 1.7627 TRUE 19.4662
NA 2.6272 0.93 1.7627 1.7627 TRUE 19.4662
NA 2.6272 0.93 1.7627 1.7627 TRUE 19.4662

0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
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Do not distribute

0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4939 0.9137 0.6898 0.6898 TRUE 12.6189
0.99848065 0.4932 0.9136 0.6894 0.6894 TRUE 11.9383

NA 2.5286 0.9295 1.7188 1.7188 TRUE 21.0823
NA 2.5286 0.9295 1.7188 1.7188 TRUE 21.0823
NA 2.6557 0.9353 1.7794 1.7794 TRUE 23.6516
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
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Do not distribute

NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6627 0.9354 1.7832 1.7832 TRUE 23.6343
NA 2.6668 0.9352 1.7851 1.7851 TRUE 23.7809

0.99848065 0.3573 1.0494 0.6766 0.6766 TRUE 7.4465
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Do not distribute

0.99848065 0.3573 1.0494 0.6766 0.6766 TRUE 7.4465
0.99848065 0.3573 1.0494 0.6766 0.6766 TRUE 7.4465
0.99848065 0.748 0.9221 0.8317 0.8317 TRUE 2.4767
0.99848065 0.748 0.9221 0.8317 0.8317 TRUE 2.4767
0.99848065 0.7516 0.9239 0.8345 0.8345 TRUE 2.2837
0.99848065 0.7516 0.9239 0.8345 0.8345 TRUE 2.2837
0.99848065 0.7516 0.9239 0.8345 0.8345 TRUE 2.2837
0.99848065 0.7516 0.9239 0.8345 0.8345 TRUE 2.2837
0.99848065 0.7754 0.9289 0.8495 0.8495 TRUE 1.8077
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.7753 0.9289 0.8495 0.8495 TRUE 1.8067
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
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Do not distribute

0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 0.787 0.9313 0.8567 0.8567 TRUE 1.6487
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
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Do not distribute

0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
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Do not distribute

0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 1.0325 1.0306 1.0317 1.0317 TRUE 14.9934
0.99848065 0.6597 0.9976 0.8185 0.8185 TRUE 16.2617
0.99848065 0.6597 0.9976 0.8185 0.8185 TRUE 16.2617
0.99848065 0.6597 0.9976 0.8185 0.8185 TRUE 16.2617
0.99848065 0.6597 0.9976 0.8185 0.8185 TRUE 16.2617
0.99848065 0.6597 0.9976 0.8185 0.8185 TRUE 16.2617
0.99848065 0.7804 1.1955 0.9855 0.9855 TRUE 1.4791
0.99848065 0.7804 1.1955 0.9855 0.9855 TRUE 1.4791
0.99848065 0.7804 1.1955 0.9855 0.9855 TRUE 1.4791
0.99848065 0.7804 1.1955 0.9855 0.9855 TRUE 1.4791
0.99848065 0.7804 1.1955 0.9855 0.9855 TRUE 1.4791
0.99848065 0.7804 1.1955 0.9855 0.9855 TRUE 1.4791
0.99848065 0.7804 1.1955 0.9855 0.9855 TRUE 1.4791
0.99848065 0.7804 1.1955 0.9855 0.9855 TRUE 1.4791
0.99848065 0.7804 1.1955 0.9855 0.9855 TRUE 1.4791
0.99848065 0.7804 1.1955 0.9855 0.9855 TRUE 1.4791
0.99848065 1.6677 1.0678 1.363 1.363 TRUE 1.2491
0.99848065 1.6666 1.068 1.3625 1.3625 TRUE 1.2444
0.99848065 1.6666 1.068 1.3625 1.3625 TRUE 1.2444
0.99848065 1.6666 1.068 1.3625 1.3625 TRUE 1.2444
0.99848065 1.6666 1.068 1.3625 1.3625 TRUE 1.2444
0.99848065 1.6666 1.068 1.3625 1.3625 TRUE 1.2444
0.99848065 1.6666 1.068 1.3625 1.3625 TRUE 1.2444
0.99848065 1.6666 1.068 1.3625 1.3625 TRUE 1.2444
0.99848065 1.6666 1.068 1.3625 1.3625 TRUE 1.2444
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Do not distribute

0.99848065 1.6666 1.068 1.3625 1.3625 TRUE 1.2444
0.99848065 1.6666 1.068 1.3625 1.3625 TRUE 1.2444
0.99848065 1.6666 1.068 1.3625 1.3625 TRUE 1.2444
0.99848065 1.6666 1.068 1.3625 1.3625 TRUE 1.2444
0.99848065 1.6666 1.068 1.3625 1.3625 TRUE 1.2444
0.99848065 1.6666 1.068 1.3625 1.3625 TRUE 1.2444
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
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Do not distribute

0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5793 0.9088 0.7349 0.7349 TRUE 1.1796
0.99848065 0.5787 0.9087 0.7345 0.7345 TRUE 1.2044
0.99848065 0.5787 0.9087 0.7345 0.7345 TRUE 1.2044
0.99848065 0.4117 0.8895 0.6332 0.6332 TRUE 11.6504
0.99848065 0.4117 0.8895 0.6332 0.6332 TRUE 11.6504
0.99848065 0.4117 0.8895 0.6332 0.6332 TRUE 11.6504
0.99848065 0.4117 0.8895 0.6332 0.6332 TRUE 11.6504
0.99848065 0.4117 0.8895 0.6332 0.6332 TRUE 11.6504
0.99848065 0.4124 0.8896 0.6336 0.6336 TRUE 11.6664
0.99848065 0.4124 0.8896 0.6336 0.6336 TRUE 11.6664
0.99848065 0.4124 0.8896 0.6336 0.6336 TRUE 11.6664
0.99848065 0.4124 0.8896 0.6336 0.6336 TRUE 11.6664
0.99848065 0.4124 0.8896 0.6336 0.6336 TRUE 11.6664
0.99848065 0.4124 0.8896 0.6336 0.6336 TRUE 11.6664
0.99848065 0.4124 0.8896 0.6336 0.6336 TRUE 11.6664
0.99848065 0.4124 0.8896 0.6336 0.6336 TRUE 11.6664
0.99848065 0.4124 0.8896 0.6336 0.6336 TRUE 11.6664
0.99848065 0.4124 0.8896 0.6336 0.6336 TRUE 11.6664
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
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Do not distribute

0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.652 0.9177 0.7786 0.7786 TRUE 0.5942
0.99848065 0.9952 0.8884 0.9436 0.9436 TRUE 0.5118
0.99848065 0.9952 0.8884 0.9436 0.9436 TRUE 0.5118
0.99848065 0.9952 0.8884 0.9436 0.9436 TRUE 0.5118
0.99848065 0.9952 0.8884 0.9436 0.9436 TRUE 0.5118
0.99848065 0.639 0.9153 0.7704 0.7704 TRUE 0.4762
0.99848065 0.639 0.9153 0.7704 0.7704 TRUE 0.4762
0.99848065 0.639 0.9153 0.7704 0.7704 TRUE 0.4762
0.99848065 0.639 0.9153 0.7704 0.7704 TRUE 0.4762
0.99848065 0.639 0.9153 0.7704 0.7704 TRUE 0.4762
0.99848065 0.639 0.9153 0.7704 0.7704 TRUE 0.4762
0.99848065 0.639 0.9153 0.7704 0.7704 TRUE 0.4762
0.99848065 0.639 0.9153 0.7704 0.7704 TRUE 0.4762
0.99848065 0.639 0.9153 0.7704 0.7704 TRUE 0.4762
0.99848065 0.2791 1.0998 0.6545 0.6545 TRUE 1.9597
0.99848065 0.2791 1.0998 0.6545 0.6545 TRUE 1.9597
0.99848065 0.2791 1.0998 0.6545 0.6545 TRUE 1.9597
0.99848065 0.2791 1.0998 0.6545 0.6545 TRUE 1.9597
0.99848065 0.2791 1.0998 0.6545 0.6545 TRUE 1.9597
0.99848065 0.2791 1.0998 0.6545 0.6545 TRUE 1.9597
0.99848065 0.2791 1.0998 0.6545 0.6545 TRUE 1.9597
0.99848065 0.2791 1.0998 0.6545 0.6545 TRUE 1.9597
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Do not distribute

0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4581 1.0873 0.7502 0.7502 TRUE 2.2587
0.99848065 0.4614 1.0822 0.7498 0.7498 TRUE 2.1389
0.99848065 0.2185 0.9056 0.5292 0.5292 TRUE 1.28
0.99848065 0.2185 0.9056 0.5292 0.5292 TRUE 1.28
0.99848065 0.2185 0.9056 0.5292 0.5292 TRUE 1.28
0.99848065 0.2185 0.9056 0.5292 0.5292 TRUE 1.28
0.99848065 0.2185 0.9056 0.5292 0.5292 TRUE 1.28
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
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Do not distribute

0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.2172 0.9057 0.5285 0.5285 TRUE 1.2392
0.99848065 0.1506 1.1166 0.5953 0.5953 TRUE 1.22
0.99848065 0.1506 1.1166 0.5953 0.5953 TRUE 1.22
0.99848065 0.1506 1.1166 0.5953 0.5953 TRUE 1.22
0.99848065 0.1506 1.1166 0.5953 0.5953 TRUE 1.22
0.99848065 0.1506 1.1166 0.5953 0.5953 TRUE 1.22
0.99848065 0.1506 1.1166 0.5953 0.5953 TRUE 1.22
0.99848065 0.1506 1.1166 0.5953 0.5953 TRUE 1.22
0.99848065 0.1506 1.1166 0.5953 0.5953 TRUE 1.22
0.99848065 0.1506 1.1166 0.5953 0.5953 TRUE 1.22
0.99848065 0.1506 1.1166 0.5953 0.5953 TRUE 1.22
0.99848065 0.7787 0.9315 0.8514 0.8514 TRUE 0.4832
0.99848065 0.3817 1.0142 0.6778 0.6778 TRUE 5.3986
0.99848065 0.3922 1.0156 0.6842 0.6842 TRUE 6.2365
0.99848065 0.3922 1.0156 0.6842 0.6842 TRUE 6.2365
0.99848065 0.3922 1.0156 0.6842 0.6842 TRUE 6.2365

NA 1.6013 1.1293 1.3727 1.3727 TRUE 22.8793
NA 1.6013 1.1293 1.3727 1.3727 TRUE 22.8793

0.99848065 0.4492 1.1118 0.7557 0.7557 TRUE 8.3175
0.99848065 0.4492 1.1118 0.7557 0.7557 TRUE 8.3175
0.99848065 0.4492 1.1118 0.7557 0.7557 TRUE 8.3175
0.99848065 0.4492 1.1118 0.7557 0.7557 TRUE 8.3175
0.99848065 0.4492 1.1118 0.7557 0.7557 TRUE 8.3175
0.99848065 0.3783 1.015 0.6759 0.6759 TRUE 7.2141
0.99848065 0.3895 1.0147 0.6823 0.6823 TRUE 5.4956
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
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Do not distribute

0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.4784 0.958 0.7017 0.7017 TRUE 11.7551
0.99848065 0.3862 1.0177 0.6818 0.6818 TRUE 5.9548
0.99848065 0.3862 1.0177 0.6818 0.6818 TRUE 5.9548
0.99848065 0.3862 1.0177 0.6818 0.6818 TRUE 5.9548
0.99848065 0.3862 1.0177 0.6818 0.6818 TRUE 5.9548
0.99848065 0.3862 1.0177 0.6818 0.6818 TRUE 5.9548
0.99848065 0.3862 1.0177 0.6818 0.6818 TRUE 5.9548
0.99848065 0.3862 1.0177 0.6818 0.6818 TRUE 5.9548
0.99848065 0.3862 1.0177 0.6818 0.6818 TRUE 5.9548
0.99848065 0.3862 1.0177 0.6818 0.6818 TRUE 5.9548
0.99848065 0.3862 1.0177 0.6818 0.6818 TRUE 5.9548
0.99848065 0.3862 1.0177 0.6818 0.6818 TRUE 5.9548
0.99848065 0.3862 1.0177 0.6818 0.6818 TRUE 5.9548
0.99848065 0.3862 1.0177 0.6818 0.6818 TRUE 5.9548
0.99848065 0.3862 1.0177 0.6818 0.6818 TRUE 5.9548
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
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Do not distribute

0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483
0.99848065 0.1459 0.9269 0.4931 0.4931 TRUE 3.7483

NA 1.2555 1.1099 1.1857 1.1857 TRUE 20.02
0.99848065 0.1579 1.1111 0.5903 0.5903 TRUE 2.1772
0.99848065 0.1579 1.1111 0.5903 0.5903 TRUE 2.1772
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
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0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.1057 1.0392 0.5276 0.5276 TRUE 0.4663
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.4974 1.1548 0.8022 0.8022 TRUE 11.1961
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
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0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.5752 1.0998 0.8265 0.8265 TRUE 2.5804
0.99848065 0.1481 0.9101 0.4892 0.4892 TRUE 1.1883
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.2959 1.0549 0.6416 0.6416 TRUE 0.6418
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
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0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.1099 1.0484 0.5297 0.5297 TRUE 1.4828
0.99848065 0.5449 1.0491 0.7845 0.7845 TRUE 2.2755
0.99848065 0.5449 1.0491 0.7845 0.7845 TRUE 2.2755
0.99848065 0.5449 1.0491 0.7845 0.7845 TRUE 2.2755
0.99848065 0.5449 1.0491 0.7845 0.7845 TRUE 2.2755
0.99848065 0.5449 1.0491 0.7845 0.7845 TRUE 2.2755
0.99848065 0.5449 1.0491 0.7845 0.7845 TRUE 2.2755
0.99848065 0.5449 1.0491 0.7845 0.7845 TRUE 2.2755
0.99848065 0.151 0.9114 0.4916 0.4916 TRUE 1.7065
0.99848065 0.151 0.9114 0.4916 0.4916 TRUE 1.7065
0.99848065 0.3373 0.9738 0.6332 0.6332 TRUE 0.5599
0.99848065 0.3373 0.9738 0.6332 0.6332 TRUE 0.5599
0.99848065 0.1105 1.0473 0.5294 0.5294 TRUE 1.443
0.99848065 0.6522 0.8977 0.7685 0.7685 TRUE 0.3985
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
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0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.6555 0.8977 0.7703 0.7703 TRUE 0.3993
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
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0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1495 0.9123 0.4911 0.4911 TRUE 1.965
0.99848065 0.1365 0.9077 0.4803 0.4803 TRUE 0.9055
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
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0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 0.1366 0.9077 0.4804 0.4804 TRUE 0.9049
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
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Do not distribute

0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4605 1.0596 1.265 1.265 TRUE 5.7218
0.99848065 1.4311 1.057 1.2486 1.2486 TRUE 5.0296
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.3328 0.9802 0.6336 0.6336 TRUE 0.564
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.1487 1.1017 0.5747 0.5747 TRUE 2.184
0.99848065 0.057 0.9095 0.4289 0.4289 TRUE 0.3274
0.99848065 0.057 0.9095 0.4289 0.4289 TRUE 0.3274
0.99848065 0.057 0.9095 0.4289 0.4289 TRUE 0.3274
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Do not distribute

0.99848065 0.4043 0.9713 0.666 0.666 TRUE 1.6884
0.99848065 0.4043 0.9713 0.666 0.666 TRUE 1.6884
0.99848065 0.4043 0.9713 0.666 0.666 TRUE 1.6884
0.99848065 0.4043 0.9713 0.666 0.666 TRUE 1.6884
0.99848065 0.4043 0.9713 0.666 0.666 TRUE 1.6884
0.99848065 0.4043 0.9713 0.666 0.666 TRUE 1.6884
0.99848065 0.4043 0.9713 0.666 0.666 TRUE 1.6884
0.99848065 0.4043 0.9713 0.666 0.666 TRUE 1.6884
0.99848065 0.4043 0.9713 0.666 0.666 TRUE 1.6884
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2611
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2572
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2572
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2572
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2572
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2572
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2572
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2572
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2572
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2572
0.99848065 0.0567 0.9115 0.4313 0.4313 TRUE 0.2572
0.99848065 0.2934 0.9343 0.5826 0.5826 TRUE 3.5417
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Do not distribute

0.99848065 0.2934 0.9343 0.5826 0.5826 TRUE 3.5417
0.99848065 0.3142 1.0042 0.6308 0.6308 TRUE 4.182
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.3598 1.015 0.6622 0.6622 TRUE 3.0186
0.99848065 0.6941 0.8883 0.7717 0.7717 TRUE 1.0172
0.99848065 0.9043 0.889 0.8974 0.8974 TRUE 0.5704
0.99848065 0.186 0.9651 0.5415 0.5415 TRUE 0.8406
0.99848065 0.186 0.9651 0.5415 0.5415 TRUE 0.8406
0.99848065 0.186 0.9651 0.5415 0.5415 TRUE 0.8406
0.99848065 0.186 0.9651 0.5415 0.5415 TRUE 0.8406
0.99848065 0.186 0.9651 0.5415 0.5415 TRUE 0.8406
0.99848065 0.186 0.9651 0.5415 0.5415 TRUE 0.8406
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
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Do not distribute

0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1941 0.9774 0.553 0.553 TRUE 2.7677
0.99848065 0.1783 0.9642 0.5363 0.5363 TRUE 0.7762
0.99848065 0.5592 1.0835 0.8027 0.8027 TRUE 5.2847
0.99848065 0.5592 1.0835 0.8027 0.8027 TRUE 5.2847
0.99848065 0.0755 0.9442 0.4607 0.4607 TRUE 0.299
0.99848065 0.0755 0.9442 0.4607 0.4607 TRUE 0.299
0.99848065 0.1305 0.9171 0.4815 0.4815 TRUE 1.1233
0.99848065 0.1305 0.9171 0.4815 0.4815 TRUE 1.1233
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
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Do not distribute

0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
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Do not distribute

0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 0.1315 0.9172 0.4822 0.4822 TRUE 1.1353
0.99848065 1.6087 0.9672 1.2919 1.2919 TRUE 3.7481
0.99848065 1.5678 0.9653 1.2711 1.2711 TRUE 5.9406
0.99848065 0.0552 0.8896 0.4186 0.4186 TRUE 0.8472
0.99848065 0.0552 0.8896 0.4186 0.4186 TRUE 0.8472
0.99848065 0.0552 0.8896 0.4186 0.4186 TRUE 0.8472
0.99848065 0.0552 0.8896 0.4186 0.4186 TRUE 0.8472
0.99848065 0.0552 0.8896 0.4186 0.4186 TRUE 0.8472
0.99848065 0.0552 0.8896 0.4186 0.4186 TRUE 0.8472
0.99848065 0.0552 0.8896 0.4186 0.4186 TRUE 0.8472
0.99848065 0.0552 0.8896 0.4186 0.4186 TRUE 0.8472
0.99848065 0.0552 0.8896 0.4186 0.4186 TRUE 0.8472
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
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Do not distribute

0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3303 0.9283 0.6052 0.6052 TRUE 0.3087
0.99848065 0.3159 0.9266 0.5961 0.5961 TRUE 0.3301
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
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Do not distribute

0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7065 0.9547 1.3331 1.3331 TRUE 1.1716
0.99848065 1.7106 0.9544 1.335 1.335 TRUE 1.1853
0.99848065 0.0633 0.9457 0.4545 0.4545 TRUE 1.2571
0.99848065 0.0633 0.9457 0.4545 0.4545 TRUE 1.2571
0.99848065 0.0694 0.9491 0.4603 0.4603 TRUE 1.3204
0.99848065 0.0694 0.9491 0.4603 0.4603 TRUE 1.3204
0.99848065 0.0694 0.9491 0.4603 0.4603 TRUE 1.3204
0.99848065 0.0694 0.9491 0.4603 0.4603 TRUE 1.3204
0.99848065 0.0694 0.9491 0.4603 0.4603 TRUE 1.3204
0.99848065 0.0694 0.9491 0.4603 0.4603 TRUE 1.3204
0.99848065 0.0694 0.9491 0.4603 0.4603 TRUE 1.3204
0.99848065 0.0694 0.9491 0.4603 0.4603 TRUE 1.3204
0.99848065 1.2568 0.9222 1.093 1.093 TRUE 0.3286
0.99848065 1.2821 0.9232 1.1061 1.1061 TRUE 0.3134
0.99848065 0.2652 0.9083 0.5569 0.5569 TRUE 1.9845
0.99848065 0.2652 0.9083 0.5569 0.5569 TRUE 1.9845
0.99848065 1.2599 0.9247 1.0957 1.0957 TRUE 0.3569
0.99848065 1.2599 0.9247 1.0957 1.0957 TRUE 0.3569
0.99848065 1.2599 0.9247 1.0957 1.0957 TRUE 0.3569
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
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Do not distribute

0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 1.2591 0.9248 1.0953 1.0953 TRUE 0.3559
0.99848065 0.5081 0.9881 0.7317 0.7317 TRUE 3.3237
0.99848065 0.5081 0.9881 0.7317 0.7317 TRUE 3.3237
0.99848065 0.0803 0.9428 0.464 0.464 TRUE 1.2933
0.99848065 0.0803 0.9428 0.464 0.464 TRUE 1.2933
0.99848065 0.0803 0.9428 0.464 0.464 TRUE 1.2933
0.99848065 0.0803 0.9428 0.464 0.464 TRUE 1.2933
0.99848065 0.0803 0.9428 0.464 0.464 TRUE 1.2933
0.99848065 0.0803 0.9428 0.464 0.464 TRUE 1.2933
0.99848065 0.0803 0.9428 0.464 0.464 TRUE 1.2933
0.99848065 1.5661 0.9503 1.2624 1.2624 TRUE 1.1491
0.99848065 1.5661 0.9503 1.2624 1.2624 TRUE 1.1491
0.99848065 1.5661 0.9503 1.2624 1.2624 TRUE 1.1491
0.99848065 1.5661 0.9503 1.2624 1.2624 TRUE 1.1491
0.99848065 1.5661 0.9503 1.2624 1.2624 TRUE 1.1491
0.99848065 1.5661 0.9503 1.2624 1.2624 TRUE 1.1491
0.99848065 1.5661 0.9503 1.2624 1.2624 TRUE 1.1491
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Do not distribute

0.99848065 1.5661 0.9503 1.2624 1.2624 TRUE 1.1491
0.99848065 0.3017 0.9519 0.5997 0.5997 TRUE 2.6316
0.99848065 0.3017 0.9519 0.5997 0.5997 TRUE 2.6316
0.99848065 0.3017 0.9519 0.5997 0.5997 TRUE 2.6316
0.99848065 0.3017 0.9519 0.5997 0.5997 TRUE 2.6316
0.99848065 0.3017 0.9519 0.5997 0.5997 TRUE 2.6316
0.99848065 0.3017 0.9519 0.5997 0.5997 TRUE 2.6316
0.99848065 0.3017 0.9519 0.5997 0.5997 TRUE 2.6316
0.99848065 0.3017 0.9519 0.5997 0.5997 TRUE 2.6316
0.99848065 0.7832 1.0093 0.8927 0.8927 TRUE 1.5532
0.99848065 0.7832 1.0093 0.8927 0.8927 TRUE 1.5532
0.99848065 0.7832 1.0093 0.8927 0.8927 TRUE 1.5532
0.99848065 0.7832 1.0093 0.8927 0.8927 TRUE 1.5532
0.99848065 0.7832 1.0093 0.8927 0.8927 TRUE 1.5532
0.99848065 0.1091 1.0067 0.5141 0.5141 TRUE 0.23
0.99848065 0.1091 1.0067 0.5141 0.5141 TRUE 0.23
0.99848065 0.1036 1.0032 0.5088 0.5088 TRUE 0.237
0.99848065 0.2465 1.0572 0.6187 0.6187 TRUE 0.4444
0.99848065 0.2465 1.0572 0.6187 0.6187 TRUE 0.4444
0.99848065 0.2465 1.0572 0.6187 0.6187 TRUE 0.4444
0.99848065 0.2465 1.0572 0.6187 0.6187 TRUE 0.4444
0.99848065 0.2465 1.0572 0.6187 0.6187 TRUE 0.4444
0.99848065 0.2465 1.0572 0.6187 0.6187 TRUE 0.4444
0.99848065 0.2465 1.0572 0.6187 0.6187 TRUE 0.4444
0.99848065 0.2465 1.0572 0.6187 0.6187 TRUE 0.4444
0.99848065 0.2465 1.0572 0.6187 0.6187 TRUE 0.4444
0.99848065 0.2465 1.0572 0.6187 0.6187 TRUE 0.4444
0.99848065 1.7755 0.949 1.3488 1.3488 TRUE 0.409
0.99848065 1.7755 0.949 1.3488 1.3488 TRUE 0.409
0.99848065 1.7755 0.949 1.3488 1.3488 TRUE 0.409
0.99848065 1.7755 0.949 1.3488 1.3488 TRUE 0.409
0.99848065 1.7755 0.949 1.3488 1.3488 TRUE 0.409
0.99848065 1.7755 0.949 1.3488 1.3488 TRUE 0.409
0.99848065 1.7755 0.949 1.3488 1.3488 TRUE 0.409
0.99848065 1.7755 0.949 1.3488 1.3488 TRUE 0.409
0.99848065 1.7755 0.949 1.3488 1.3488 TRUE 0.409
0.99848065 1.7755 0.949 1.3488 1.3488 TRUE 0.409
0.99848065 1.7755 0.949 1.3488 1.3488 TRUE 0.409
0.99848065 1.7755 0.949 1.3488 1.3488 TRUE 0.409
0.99848065 1.7755 0.949 1.3488 1.3488 TRUE 0.409
0.99848065 0.792 1.0154 0.8978 0.8978 TRUE 0.3103
0.99848065 0.1605 0.9965 0.5385 0.5385 TRUE 0.2503
0.99848065 0.1605 0.9965 0.5385 0.5385 TRUE 0.2503
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Do not distribute

0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1586 0.9848 0.5324 0.5324 TRUE 0.4223
0.99848065 0.1459 0.9827 0.5237 0.5237 TRUE 0.4203
0.99848065 0.1594 0.9926 0.536 0.536 TRUE 0.2103
0.99848065 0.1594 0.9926 0.536 0.536 TRUE 0.2103
0.99848065 0.3389 0.932 0.6116 0.6116 TRUE 0.3884
0.99848065 0.0147 0.9265 0.41 0.41 TRUE 0.2902
0.99848065 0.3436 1.0955 0.6931 0.6931 TRUE 0.8144
0.99848065 0.1347 0.9117 0.4814 0.4814 TRUE 1.5426
0.99848065 0.1347 0.9117 0.4814 0.4814 TRUE 1.5426
0.99848065 0.1347 0.9117 0.4814 0.4814 TRUE 1.5426
0.99848065 0.1347 0.9117 0.4814 0.4814 TRUE 1.5426
0.99848065 0.8108 1.0697 0.9368 0.9368 TRUE 1.3683
0.99848065 0.8108 1.0697 0.9368 0.9368 TRUE 1.3683
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
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Do not distribute

0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3769 0.8863 0.8042 0.8042 TRUE 0.6651
0.99848065 0.3276 0.8869 0.5846 0.5846 TRUE 0.6523
0.99848065 0.3398 1.0967 0.6917 0.6917 TRUE 0.8016
0.99848065 0.3398 1.0967 0.6917 0.6917 TRUE 0.8016
0.99848065 0.3398 1.0967 0.6917 0.6917 TRUE 0.8016
0.99848065 0.3398 1.0967 0.6917 0.6917 TRUE 0.8016
0.99848065 0.3398 1.0967 0.6917 0.6917 TRUE 0.8016
0.99848065 0.3398 1.0967 0.6917 0.6917 TRUE 0.8016
0.99848065 0.3398 1.0967 0.6917 0.6917 TRUE 0.8016
0.99848065 0.3398 1.0967 0.6917 0.6917 TRUE 0.8016
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812

Page 2813 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.5143 0.8866 0.6886 0.6886 TRUE 0.4812
0.99848065 0.208 0.8881 0.5227 0.5227 TRUE 5.7055
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
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Do not distribute

0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2084 0.8881 0.5231 0.5231 TRUE 5.7214
0.99848065 0.2086 0.8881 0.5232 0.5232 TRUE 5.7287
0.99848065 0.2086 0.8881 0.5232 0.5232 TRUE 5.7287
0.99848065 0.2086 0.8881 0.5232 0.5232 TRUE 5.7287
0.99848065 0.5149 0.8866 0.6889 0.6889 TRUE 0.4773

0.9996958 0.5517 0.8866 0.7089 0.7089 TRUE 0.5047
0.9996958 0.5517 0.8866 0.7089 0.7089 TRUE 0.5047
0.9996958 0.5517 0.8866 0.7089 0.7089 TRUE 0.5047
0.9996958 0.5517 0.8866 0.7089 0.7089 TRUE 0.5047
0.9996958 0.5517 0.8866 0.7089 0.7089 TRUE 0.5047
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
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0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.0299 0.9186 0.4168 0.4168 TRUE 0.6303
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586
0.9996958 0.1213 0.9213 0.4778 0.4778 TRUE 0.8586

0.99848065 0.2221 0.9337 0.5449 0.5449 TRUE 0.2481
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
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0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
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Do not distribute

0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3683 0.8868 0.6076 0.6076 TRUE 0.3303
0.99848065 0.3053 0.976 0.6128 0.6128 TRUE 0.2175
0.99848065 0.3053 0.976 0.6128 0.6128 TRUE 0.2175
0.99848065 0.3053 0.976 0.6128 0.6128 TRUE 0.2175
0.99848065 0.3593 0.8885 0.6035 0.6035 TRUE 0.2656
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0.99848065 0.3593 0.8885 0.6035 0.6035 TRUE 0.2656
0.99848065 0.1494 0.8873 0.4786 0.4786 TRUE 2.258
0.99848065 0.1494 0.8873 0.4786 0.4786 TRUE 2.258
0.99848065 0.3297 0.909 0.5959 0.5959 TRUE 0.5677
0.99848065 0.3297 0.909 0.5959 0.5959 TRUE 0.5677
0.99848065 0.3297 0.909 0.5959 0.5959 TRUE 0.5677
0.99848065 0.3297 0.909 0.5959 0.5959 TRUE 0.5677
0.99848065 0.3297 0.909 0.5959 0.5959 TRUE 0.5677
0.99848065 0.3297 0.909 0.5959 0.5959 TRUE 0.5677
0.99848065 0.3297 0.909 0.5959 0.5959 TRUE 0.5677
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.2796 0.9165 0.5702 0.5702 TRUE 0.4627
0.99848065 0.8624 1.0637 0.9577 0.9577 TRUE 1.3669
0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
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Do not distribute

0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
0.99848065 0.076 1.0661 0.5231 0.5231 TRUE 0.1833
0.99848065 0.9235 0.9168 0.9198 0.9198 TRUE 0.358
0.99848065 0.9235 0.9168 0.9198 0.9198 TRUE 0.358
0.99848065 0.9235 0.9168 0.9198 0.9198 TRUE 0.358
0.99848065 0.9235 0.9168 0.9198 0.9198 TRUE 0.358
0.99848065 0.9235 0.9168 0.9198 0.9198 TRUE 0.358
0.99848065 0.1262 0.9529 0.4948 0.4948 TRUE 0.4709
0.99848065 0.1262 0.9529 0.4948 0.4948 TRUE 0.4709
0.99848065 0.1262 0.9529 0.4948 0.4948 TRUE 0.4709
0.99848065 0.1262 0.9529 0.4948 0.4948 TRUE 0.4709
0.99848065 0.1262 0.9529 0.4948 0.4948 TRUE 0.4709
0.99848065 0.1262 0.9529 0.4948 0.4948 TRUE 0.4709
0.99848065 0.1262 0.9529 0.4948 0.4948 TRUE 0.4709
0.99848065 0.1262 0.9529 0.4948 0.4948 TRUE 0.4709
0.99848065 0.1262 0.9529 0.4948 0.4948 TRUE 0.4709
0.99848065 0.1262 0.9529 0.4948 0.4948 TRUE 0.4709
0.99848065 0.1262 0.9529 0.4948 0.4948 TRUE 0.4709
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
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Do not distribute

0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
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Do not distribute

0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 0.5792 0.8864 0.9414 0.9414 TRUE 0.4243
0.99848065 1.0949 0.887 0.9941 0.9941 TRUE 0.4982
0.99848065 1.0949 0.887 0.9941 0.9941 TRUE 0.4982
0.99848065 1.0949 0.887 0.9941 0.9941 TRUE 0.4982
0.99848065 0.2376 0.9224 0.5483 0.5483 TRUE 0.4362
0.99848065 0.2376 0.9224 0.5483 0.5483 TRUE 0.4362
0.99848065 0.2376 0.9224 0.5483 0.5483 TRUE 0.4362
0.99848065 0.2233 0.9182 0.538 0.538 TRUE 0.3609
0.99848065 0.6111 0.8913 0.7432 0.7432 TRUE 0.3525
0.99848065 0.6111 0.8913 0.7432 0.7432 TRUE 0.3525
0.99848065 0.5965 0.8912 0.7353 0.7353 TRUE 0.342
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.2507 0.9227 0.5561 0.5561 TRUE 0.4734
0.99848065 0.0977 0.9029 0.4535 0.4535 TRUE 0.6743
0.99848065 0.0977 0.9029 0.4535 0.4535 TRUE 0.6743
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
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Do not distribute

0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.3342 0.9005 0.5947 0.5947 TRUE 0.5843
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
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Do not distribute

0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.0941 0.9034 0.4514 0.4514 TRUE 0.7675
0.99848065 0.7569 0.8866 0.8185 0.8185 TRUE 0.5793
0.99848065 0.7569 0.8866 0.8185 0.8185 TRUE 0.5793
0.99848065 0.772 0.8866 0.8266 0.8266 TRUE 0.5818
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
0.99848065 0.7048 0.9597 0.8253 0.8253 TRUE 0.3647
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Do not distribute

0.99848065 0.7116 1.0112 0.8528 0.8528 TRUE 0.6114
0.99848065 0.7116 1.0112 0.8528 0.8528 TRUE 0.6114
0.99848065 0.7116 1.0112 0.8528 0.8528 TRUE 0.6114
0.99848065 0.7116 1.0112 0.8528 0.8528 TRUE 0.6114
0.99848065 0.7116 1.0112 0.8528 0.8528 TRUE 0.6114
0.99848065 0.7116 1.0112 0.8528 0.8528 TRUE 0.6114
0.99848065 0.7116 1.0112 0.8528 0.8528 TRUE 0.6114
0.99848065 0.7116 1.0112 0.8528 0.8528 TRUE 0.6114
0.99848065 0.7116 1.0112 0.8528 0.8528 TRUE 0.6114
0.99848065 0.7116 1.0112 0.8528 0.8528 TRUE 0.6114
0.99848065 0.7116 1.0112 0.8528 0.8528 TRUE 0.6114
0.99848065 0.197 1.0126 0.567 0.567 TRUE 2.0055
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0227 0.8879 0.3951 0.3951 TRUE 0.3956
0.99848065 0.0232 0.8879 0.3955 0.3955 TRUE 0.4118
0.99848065 0.0232 0.8879 0.3955 0.3955 TRUE 0.4118
0.99848065 0.0241 0.8879 0.396 0.396 TRUE 0.3012
0.99848065 0.0241 0.8879 0.396 0.396 TRUE 0.3012
0.99848065 0.0241 0.8879 0.396 0.396 TRUE 0.3012
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Do not distribute

0.99848065 0.0241 0.8879 0.396 0.396 TRUE 0.3012
0.99848065 0.6705 1.1445 0.8923 0.8923 TRUE 1.1361

NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483
NA 10 1.0521 3.9213 10 TRUE 34.5483

0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
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Do not distribute

0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.5447 0.8889 0.6992 0.6992 TRUE 9.2955
0.99848065 0.8402 0.8893 0.8636 0.8636 TRUE 0.4448
0.99848065 0.8402 0.8893 0.8636 0.8636 TRUE 0.4448
0.99848065 0.7437 0.8894 0.813 0.813 TRUE 0.4832
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
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Do not distribute

0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.042 0.8874 0.4079 0.4079 TRUE 0.4585
0.99848065 0.7749 0.8894 0.8294 0.8294 TRUE 0.4725
0.99848065 0.7749 0.8894 0.8294 0.8294 TRUE 0.4725
0.99848065 0.7749 0.8894 0.8294 0.8294 TRUE 0.4725
0.99848065 0.7749 0.8894 0.8294 0.8294 TRUE 0.4725
0.99848065 0.7749 0.8894 0.8294 0.8294 TRUE 0.4725
0.99848065 0.1947 1.0196 0.5692 0.5692 TRUE 2.0003
0.99848065 0.1947 1.0196 0.5692 0.5692 TRUE 2.0003
0.99848065 0.0874 0.8985 0.4443 0.4443 TRUE 0.5052
0.99848065 0.2408 1.0892 0.6336 0.6336 TRUE 0.2183
0.99848065 0.2408 1.0892 0.6336 0.6336 TRUE 0.2183
0.99848065 0.2408 1.0892 0.6336 0.6336 TRUE 0.2183
0.99848065 0.2408 1.0892 0.6336 0.6336 TRUE 0.2183
0.99848065 0.2408 1.0892 0.6336 0.6336 TRUE 0.2183
0.99848065 0.2408 1.0892 0.6336 0.6336 TRUE 0.2183
0.99848065 0.6833 0.8869 0.7798 0.7798 TRUE 0.3573
0.99848065 0.6833 0.8869 0.7798 0.7798 TRUE 0.3574
0.99848065 0.6833 0.8869 0.7798 0.7798 TRUE 0.3574
0.99848065 0.6833 0.8869 0.7798 0.7798 TRUE 0.3574
0.99848065 0.6833 0.8869 0.7798 0.7798 TRUE 0.3574
0.99848065 0.6833 0.8869 0.7798 0.7798 TRUE 0.3574
0.99848065 0.6833 0.8869 0.7798 0.7798 TRUE 0.3574
0.99848065 0.6833 0.8869 0.7798 0.7798 TRUE 0.3574
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
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Do not distribute

0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
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Do not distribute

0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
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Do not distribute

0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
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Do not distribute

0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.6875 0.8869 0.7821 0.7821 TRUE 0.3605
0.99848065 0.853 0.8895 0.8715 0.8715 TRUE 0.4951
0.99848065 0.6876 0.8869 0.7821 0.7821 TRUE 0.3595
0.99848065 0.6876 0.8869 0.7821 0.7821 TRUE 0.3595
0.99848065 0.8421 0.8894 0.8647 0.8647 TRUE 0.5022
0.99848065 0.8421 0.8894 0.8647 0.8647 TRUE 0.5022
0.99848065 0.8421 0.8894 0.8647 0.8647 TRUE 0.5022
0.99848065 0.8421 0.8894 0.8647 0.8647 TRUE 0.5022
0.99848065 0.8421 0.8894 0.8647 0.8647 TRUE 0.5022
0.99848065 0.8421 0.8894 0.8647 0.8647 TRUE 0.5022
0.99848065 0.8421 0.8894 0.8647 0.8647 TRUE 0.5022
0.99848065 0.8421 0.8894 0.8647 0.8647 TRUE 0.5022
0.99848065 0.6887 0.8869 0.7827 0.7827 TRUE 0.3611
0.99848065 0.6887 0.8869 0.7827 0.7827 TRUE 0.3611
0.99848065 0.6887 0.8869 0.7827 0.7827 TRUE 0.3611
0.99848065 0.6887 0.8869 0.7827 0.7827 TRUE 0.3611
0.99848065 0.6887 0.8869 0.7827 0.7827 TRUE 0.3611
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Do not distribute

0.99848065 0.6887 0.8869 0.7827 0.7827 TRUE 0.3611
0.99848065 0.6887 0.8869 0.7827 0.7827 TRUE 0.3611
0.99848065 0.6887 0.8869 0.7827 0.7827 TRUE 0.3611
0.99848065 0.6887 0.8869 0.7827 0.7827 TRUE 0.3611
0.99848065 0.6887 0.8869 0.7827 0.7827 TRUE 0.3611
0.99848065 0.2234 0.8863 0.5249 0.5249 TRUE 0.7719
0.99848065 0.2234 0.8863 0.5249 0.5249 TRUE 0.7719
0.99848065 0.2234 0.8863 0.5249 0.5249 TRUE 0.7719
0.99848065 0.0828 0.8971 0.4406 0.4406 TRUE 0.283
0.99848065 0.1528 0.9555 0.5129 0.5129 TRUE 0.4177
0.99848065 0.1528 0.9555 0.5129 0.5129 TRUE 0.4177
0.99848065 0.1528 0.9555 0.5129 0.5129 TRUE 0.4177
0.99848065 0.1528 0.9555 0.5129 0.5129 TRUE 0.4177
0.99848065 0.1528 0.9555 0.5129 0.5129 TRUE 0.4177
0.99848065 0.1528 0.9555 0.5129 0.5129 TRUE 0.4177
0.99848065 0.8752 0.8893 0.8814 0.8814 TRUE 0.5692
0.99848065 0.8752 0.8893 0.8814 0.8814 TRUE 0.5692
0.99848065 0.8752 0.8893 0.8814 0.8814 TRUE 0.5692
0.99848065 0.8752 0.8893 0.8814 0.8814 TRUE 0.5692
0.99848065 0.1463 0.9546 0.5085 0.5085 TRUE 0.3534
0.99848065 0.1463 0.9546 0.5085 0.5085 TRUE 0.3534
0.99848065 0.1463 0.9546 0.5085 0.5085 TRUE 0.3534
0.99848065 0.1463 0.9546 0.5085 0.5085 TRUE 0.3534
0.99848065 0.1463 0.9546 0.5085 0.5085 TRUE 0.3534
0.99848065 0.1463 0.9546 0.5085 0.5085 TRUE 0.3534
0.99848065 0.1463 0.9546 0.5085 0.5085 TRUE 0.3534
0.99848065 0.1463 0.9546 0.5085 0.5085 TRUE 0.3534
0.99848065 0.1463 0.9546 0.5085 0.5085 TRUE 0.3534
0.99848065 0.1776 0.8886 0.5085 0.5085 TRUE 0.1556
0.99848065 0.1776 0.8886 0.5085 0.5085 TRUE 0.1556
0.99848065 0.0109 0.9976 0.4432 0.4432 TRUE 0.2926
0.99848065 0.3774 0.9676 0.6502 0.6502 TRUE 9.0847
0.99848065 0.3655 0.8873 0.6313 0.6313 TRUE 0.6019
0.99848065 0.3655 0.8873 0.6313 0.6313 TRUE 0.6019
0.99848065 0.1133 0.8872 0.4602 0.4602 TRUE 0.2339
0.99848065 0.1133 0.8872 0.4602 0.4602 TRUE 0.2339
0.99848065 0.1133 0.8872 0.4602 0.4602 TRUE 0.2339
0.99848065 0.1133 0.8872 0.4602 0.4602 TRUE 0.2339
0.99848065 0.1133 0.8872 0.4602 0.4602 TRUE 0.2339
0.99848065 0.1133 0.8872 0.4602 0.4602 TRUE 0.2339
0.99848065 0.1133 0.8872 0.4602 0.4602 TRUE 0.2339
0.99848065 0.1133 0.8872 0.4602 0.4602 TRUE 0.2339
0.99848065 0.1133 0.8872 0.4602 0.4602 TRUE 0.2339
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Do not distribute

0.99848065 0.1729 0.8873 0.5077 0.5077 TRUE 0.2551
0.99848065 0.1729 0.8873 0.5077 0.5077 TRUE 0.2551
0.99848065 0.1728 0.8873 0.5075 0.5075 TRUE 0.2563
0.99848065 0.1728 0.8873 0.5075 0.5075 TRUE 0.2563
0.99848065 0.0627 0.8872 0.4222 0.4222 TRUE 0.8517
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.8088 1.099 0.9466 0.9466 TRUE 14.8254
0.99848065 0.4707 0.97 0.7029 0.7029 TRUE 0.8753
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
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Do not distribute

0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 1.1702 1.0535 1.1139 1.1139 TRUE 3.1657
0.99848065 0.2943 0.9273 0.5838 0.5838 TRUE 0.8903
0.99848065 0.2943 0.9273 0.5838 0.5838 TRUE 0.8903
0.99848065 0.3127 0.9293 0.5955 0.5955 TRUE 1.2671
0.99848065 0.3127 0.9293 0.5955 0.5955 TRUE 1.2671
0.99848065 0.3127 0.9293 0.5955 0.5955 TRUE 1.2671
0.99848065 0.3127 0.9293 0.5955 0.5955 TRUE 1.2671
0.99848065 0.3127 0.9293 0.5955 0.5955 TRUE 1.2671
0.99848065 0.3127 0.9293 0.5955 0.5955 TRUE 1.2671
0.99848065 0.3127 0.9293 0.5955 0.5955 TRUE 1.2671
0.99848065 0.3127 0.9293 0.5955 0.5955 TRUE 1.2671
0.99848065 0.3127 0.9293 0.5955 0.5955 TRUE 1.2671
0.99848065 0.3127 0.9293 0.5955 0.5955 TRUE 1.2671
0.99848065 0.6933 0.9391 0.8195 0.8195 TRUE 1.0902
0.99848065 0.1532 0.9268 0.4997 0.4997 TRUE 0.4204
0.99848065 0.1532 0.9268 0.4997 0.4997 TRUE 0.4204
0.99848065 0.1532 0.9268 0.4997 0.4997 TRUE 0.4204
0.99848065 0.1532 0.9268 0.4997 0.4997 TRUE 0.4204
0.99848065 0.1532 0.9268 0.4997 0.4997 TRUE 0.4204
0.99848065 0.1532 0.9268 0.4997 0.4997 TRUE 0.4204
0.99848065 0.1532 0.9268 0.4997 0.4997 TRUE 0.4204
0.99848065 0.1532 0.9268 0.4997 0.4997 TRUE 0.4204
0.99848065 0.1532 0.9268 0.4997 0.4997 TRUE 0.4204
0.99848065 0.1532 0.9268 0.4997 0.4997 TRUE 0.4204
0.99848065 0.1532 0.9268 0.4997 0.4997 TRUE 0.4204
0.99848065 0.2203 0.8964 0.5261 0.5261 TRUE 1.181
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
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Do not distribute

0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.7046 0.9404 0.8173 0.8173 TRUE 1.214
0.99848065 0.2909 0.8953 0.5586 0.5586 TRUE 5.1055
0.99848065 0.2972 0.8949 0.5636 0.5636 TRUE 5.1739
0.99848065 0.2972 0.8949 0.5636 0.5636 TRUE 5.1739
0.99848065 0.2972 0.8949 0.5636 0.5636 TRUE 5.1739
0.99848065 0.2972 0.8949 0.5636 0.5636 TRUE 5.1739
0.99848065 0.2972 0.8949 0.5636 0.5636 TRUE 5.1739
0.99848065 0.2972 0.8949 0.5636 0.5636 TRUE 5.1739
0.99848065 0.2972 0.8949 0.5636 0.5636 TRUE 5.1739
0.99848065 0.1526 0.9265 0.4991 0.4991 TRUE 0.4218
0.99848065 0.1526 0.9265 0.4991 0.4991 TRUE 0.4218
0.99848065 0.1526 0.9265 0.4991 0.4991 TRUE 0.4218
0.99848065 0.1526 0.9265 0.4991 0.4991 TRUE 0.4218
0.99848065 0.0446 0.8866 0.4118 0.4118 TRUE 0.7664
0.99848065 0.0446 0.8866 0.4118 0.4118 TRUE 0.7664
0.99848065 0.0446 0.8866 0.4118 0.4118 TRUE 0.7664
0.99848065 0.0446 0.8866 0.4118 0.4118 TRUE 0.7664
0.99848065 0.0446 0.8866 0.4118 0.4118 TRUE 0.7664
0.99848065 0.0446 0.8866 0.4118 0.4118 TRUE 0.7664
0.99848065 0.0446 0.8866 0.4118 0.4118 TRUE 0.7664
0.99848065 0.0446 0.8866 0.4118 0.4118 TRUE 0.7664
0.99848065 0.0446 0.8866 0.4118 0.4118 TRUE 0.7664
0.99848065 1.1796 1.0502 1.1171 1.1171 TRUE 6.9224
0.99848065 0.5311 1.046 0.771 0.771 TRUE 0.4632
0.99848065 0.276 0.8874 0.593 0.593 TRUE 0.2606
0.99848065 0.276 0.8874 0.593 0.593 TRUE 0.2606
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Do not distribute

0.99848065 0.276 0.8874 0.593 0.593 TRUE 0.2606
0.99848065 0.276 0.8874 0.593 0.593 TRUE 0.2606
0.99848065 0.276 0.8874 0.593 0.593 TRUE 0.2606
0.99848065 0.276 0.8874 0.593 0.593 TRUE 0.2606
0.99848065 0.276 0.8874 0.593 0.593 TRUE 0.2606
0.99848065 0.276 0.8874 0.593 0.593 TRUE 0.2606
0.99848065 0.276 0.8874 0.593 0.593 TRUE 0.2606
0.99848065 0.276 0.8874 0.593 0.593 TRUE 0.2606
0.99848065 0.276 0.8874 0.593 0.593 TRUE 0.2606
0.99848065 0.4067 0.8895 0.6039 0.6039 TRUE 3.4941
0.99848065 0.4067 0.8895 0.6039 0.6039 TRUE 3.4941
0.99848065 0.1377 0.8936 0.4743 0.4743 TRUE 2.3521
0.99848065 0.5386 0.9153 0.7151 0.7151 TRUE 0.7391
0.99848065 0.1594 1.0261 0.5525 0.5525 TRUE 0.1968
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
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0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.3443 1.082 0.6828 0.6828 TRUE 1.7848
0.99848065 0.2604 0.9509 0.5746 0.5746 TRUE 0.6009
0.99848065 0.263 0.951 0.5761 0.5761 TRUE 0.6047
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.2634 0.9513 0.5765 0.5765 TRUE 0.6187
0.99848065 0.346 1.0803 0.683 0.683 TRUE 1.847
0.99848065 0.346 1.0803 0.683 0.683 TRUE 1.847
0.99848065 0.5005 0.8875 0.6815 0.6815 TRUE 0.1437
0.99848065 0.4993 0.8875 0.6808 0.6808 TRUE 0.1442
0.99848065 0.4993 0.8875 0.6808 0.6808 TRUE 0.1442
0.99848065 0.4993 0.8875 0.6808 0.6808 TRUE 0.1442
0.99848065 0.4993 0.8875 0.6808 0.6808 TRUE 0.1442
0.99848065 0.4993 0.8875 0.6808 0.6808 TRUE 0.1442
0.99848065 0.4993 0.8875 0.6808 0.6808 TRUE 0.1442
0.99848065 0.4993 0.8875 0.6808 0.6808 TRUE 0.1442
0.99848065 0.0346 0.926 0.4234 0.4234 TRUE 0.4668
0.99848065 0.0346 0.926 0.4234 0.4234 TRUE 0.4668
0.99848065 0.0346 0.926 0.4234 0.4234 TRUE 0.4668
0.99848065 0.0346 0.926 0.4234 0.4234 TRUE 0.4668
0.99848065 0.0346 0.926 0.4234 0.4234 TRUE 0.4668
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0.99848065 0.5184 0.9136 0.7033 0.7033 TRUE 0.7433
0.99848065 0.5184 0.9136 0.7033 0.7033 TRUE 0.7433
0.99848065 0.5184 0.9136 0.7033 0.7033 TRUE 0.7433
0.99848065 0.5184 0.9136 0.7033 0.7033 TRUE 0.7433
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.1881 0.983 0.5474 0.5474 TRUE 2.5751
0.99848065 0.2138 0.8865 0.5076 0.5076 TRUE 2.0271
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
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0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
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0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
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Do not distribute

0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
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Do not distribute

0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2212 0.8865 0.5119 0.5119 TRUE 2.0247
0.99848065 0.2214 0.8865 0.512 0.512 TRUE 2.0275
0.99848065 0.2214 0.8865 0.512 0.512 TRUE 2.0275
0.99848065 0.2214 0.8865 0.512 0.512 TRUE 2.0275
0.99848065 0.2214 0.8865 0.512 0.512 TRUE 2.0275
0.99848065 0.2214 0.8865 0.512 0.512 TRUE 2.0275
0.99848065 0.2227 0.8865 0.5127 0.5127 TRUE 2.04
0.99848065 0.2227 0.8865 0.5127 0.5127 TRUE 2.04
0.99848065 0.2227 0.8865 0.5127 0.5127 TRUE 2.04
0.99848065 0.5245 0.8865 0.6843 0.6843 TRUE 1.4068
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
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Do not distribute

0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.5246 0.8865 0.6843 0.6843 TRUE 1.4105
0.99848065 0.1937 0.8866 0.5099 0.5099 TRUE 1.0623
0.99848065 0.1937 0.8866 0.5099 0.5099 TRUE 1.0623
0.99848065 0.1937 0.8866 0.5099 0.5099 TRUE 1.0623
0.99848065 0.1937 0.8866 0.5099 0.5099 TRUE 1.0623
0.99848065 0.1937 0.8866 0.5099 0.5099 TRUE 1.0623
0.99848065 0.1937 0.8866 0.5099 0.5099 TRUE 1.0623
0.99848065 0.1937 0.8866 0.5099 0.5099 TRUE 1.0623
0.99848065 0.1937 0.8866 0.5099 0.5099 TRUE 1.0623
0.99848065 0.1937 0.8866 0.5099 0.5099 TRUE 1.0623
0.99848065 0.1937 0.8866 0.5099 0.5099 TRUE 1.0623
0.99848065 0.1937 0.8866 0.5099 0.5099 TRUE 1.0623
0.99848065 0.1937 0.8866 0.5099 0.5099 TRUE 1.0623
0.99848065 1.0239 0.8873 0.8665 0.8665 TRUE 16.2164
0.99848065 1.0239 0.8873 0.8665 0.8665 TRUE 16.2164
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
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Do not distribute

0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.1983 0.8939 0.5131 0.5131 TRUE 0.4134
0.99848065 0.6825 0.8927 0.7573 0.7573 TRUE 13.4197
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Do not distribute

0.99848065 0.2421 0.9155 0.5477 0.5477 TRUE 0.3769
0.99848065 0.2431 1.0848 0.6267 0.6267 TRUE 0.2227
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 1.1971 0.8875 1.0466 1.0466 TRUE 0.4986
0.99848065 0.1383 1.0131 0.5302 0.5302 TRUE 2.9615
0.99848065 0.1809 0.8871 0.5069 0.5069 TRUE 0.7899
0.99848065 0.1809 0.8871 0.5069 0.5069 TRUE 0.7899
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
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Do not distribute

0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2265 0.9043 0.5307 0.5307 TRUE 0.4462
0.99848065 0.2206 0.9043 0.5279 0.5279 TRUE 0.3113
0.99848065 0.1717 0.8865 0.4858 0.4858 TRUE 2.5645
0.99848065 0.1717 0.8865 0.4858 0.4858 TRUE 2.5645
0.99848065 0.1717 0.8865 0.4858 0.4858 TRUE 2.5645
0.99848065 0.1717 0.8865 0.4858 0.4858 TRUE 2.5645
0.99848065 0.5817 0.9753 0.766 0.766 TRUE 5.8724
0.99848065 0.1759 0.8876 0.508 0.508 TRUE 0.1534
0.99848065 0.1759 0.8876 0.508 0.508 TRUE 0.1534
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
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0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529

Page 2848 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529
0.99848065 0.176 0.8876 0.508 0.508 TRUE 0.1529

NA 1.3338 0.9873 1.1659 1.1659 TRUE 19.7433
NA 1.3338 0.9873 1.1659 1.1659 TRUE 19.7433

0.99848065 0.5797 0.9766 0.7656 0.7656 TRUE 6.8216
0.99848065 0.6576 0.8925 0.7687 0.7687 TRUE 0.9719
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.3169 0.8874 0.5707 0.5707 TRUE 0.527
0.99848065 0.4035 0.9055 0.6362 0.6362 TRUE 5.1643
0.99848065 0.201 0.907 0.5221 0.5221 TRUE 0.2014
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0.99848065 0.2276 0.9199 0.5414 0.5414 TRUE 0.908
0.99848065 0.2276 0.9199 0.5414 0.5414 TRUE 0.908
0.99848065 0.2276 0.9199 0.5414 0.5414 TRUE 0.908
0.99848065 0.2276 0.9199 0.5414 0.5414 TRUE 0.908
0.99848065 0.2276 0.9199 0.5414 0.5414 TRUE 0.908
0.99848065 0.2276 0.9199 0.5414 0.5414 TRUE 0.908
0.99848065 0.2276 0.9199 0.5414 0.5414 TRUE 0.908
0.99848065 0.2276 0.9199 0.5414 0.5414 TRUE 0.908
0.99848065 0.2276 0.9199 0.5414 0.5414 TRUE 0.908
0.99848065 0.2276 0.9199 0.5414 0.5414 TRUE 0.908
0.99848065 0.2276 0.9199 0.5414 0.5414 TRUE 0.908
0.99848065 0.2276 0.9199 0.5414 0.5414 TRUE 0.908
0.99848065 0.2276 0.9199 0.5414 0.5414 TRUE 0.908
0.99848065 0.2276 0.9199 0.5414 0.5414 TRUE 0.908
0.99848065 0.2307 0.8871 0.5163 0.5163 TRUE 3.7539
0.99848065 0.3279 1.1185 0.6909 0.6909 TRUE 0.1222
0.99848065 0.1886 0.8908 0.5043 0.5043 TRUE 0.4283
0.99848065 0.199 0.891 0.5107 0.5107 TRUE 0.314
0.99848065 0.199 0.891 0.5107 0.5107 TRUE 0.314
0.99848065 0.2032 0.8911 0.5132 0.5132 TRUE 0.3126
0.99848065 0.2032 0.8911 0.5132 0.5132 TRUE 0.3126
0.99848065 0.2032 0.8911 0.5132 0.5132 TRUE 0.3126
0.99848065 0.2032 0.8911 0.5132 0.5132 TRUE 0.3126
0.99848065 0.2032 0.8911 0.5132 0.5132 TRUE 0.3126
0.99848065 0.2032 0.8911 0.5132 0.5132 TRUE 0.3126
0.99848065 0.2032 0.8911 0.5132 0.5132 TRUE 0.3126
0.99848065 0.2032 0.8911 0.5132 0.5132 TRUE 0.3126
0.99848065 0.2032 0.8911 0.5132 0.5132 TRUE 0.3126
0.99848065 0.187 1.0395 0.5773 0.5773 TRUE 0.2223
0.99848065 0.187 1.0395 0.5773 0.5773 TRUE 0.2223
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642

Page 2850 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2699 0.9132 0.5629 0.5629 TRUE 4.1642
0.99848065 0.2055 0.9087 0.523 0.523 TRUE 0.9043
0.99848065 0.1794 0.8911 0.4919 0.4919 TRUE 0.2225
0.99848065 0.2111 0.9153 0.5293 0.5293 TRUE 0.1463
0.99848065 0.2105 0.9154 0.5289 0.5289 TRUE 0.1455
0.99848065 0.2105 0.9154 0.5289 0.5289 TRUE 0.1455
0.99848065 0.4572 1.0584 0.7364 0.7364 TRUE 1.84
0.99848065 0.4572 1.0584 0.7364 0.7364 TRUE 1.84
0.99848065 0.4572 1.0584 0.7364 0.7364 TRUE 1.84
0.99848065 0.4572 1.0584 0.7364 0.7364 TRUE 1.84
0.99848065 0.4572 1.0584 0.7364 0.7364 TRUE 1.84
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.2251 0.888 0.5355 0.5355 TRUE 0.1592
0.99848065 0.3703 0.8898 0.6103 0.6103 TRUE 9.5306
0.99848065 0.3703 0.8898 0.6103 0.6103 TRUE 9.5306
0.99848065 0.2728 0.8873 0.5354 0.5354 TRUE 2.5672
0.99848065 0.3706 0.8898 0.6104 0.6104 TRUE 9.536
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0.99848065 0.3706 0.8898 0.6104 0.6104 TRUE 9.536
0.99848065 0.3795 0.8885 0.5946 0.5946 TRUE 1.4073
0.99848065 0.3795 0.8885 0.5946 0.5946 TRUE 1.4073
0.99848065 0.3795 0.8885 0.5946 0.5946 TRUE 1.4073
0.99848065 0.3759 0.8884 0.5926 0.5926 TRUE 1.4126
0.99848065 0.3759 0.8884 0.5926 0.5926 TRUE 1.4126
0.99848065 0.3759 0.8884 0.5926 0.5926 TRUE 1.4126
0.99848065 0.3759 0.8884 0.5926 0.5926 TRUE 1.4126
0.99848065 0.3759 0.8884 0.5926 0.5926 TRUE 1.4126
0.99848065 0.3759 0.8884 0.5926 0.5926 TRUE 1.4126
0.99848065 0.3759 0.8884 0.5926 0.5926 TRUE 1.4126
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
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0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
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0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2806 0.8874 0.5389 0.5389 TRUE 2.8617
0.99848065 0.2808 0.8874 0.539 0.539 TRUE 2.8694
0.99848065 0.3633 0.9024 0.6122 0.6122 TRUE 3.1789
0.99848065 0.3633 0.9024 0.6122 0.6122 TRUE 3.1789
0.99848065 0.3633 0.9024 0.6122 0.6122 TRUE 3.1789
0.99848065 0.3628 0.9023 0.6119 0.6119 TRUE 2.9924
0.99848065 0.25 0.8882 0.5496 0.5496 TRUE 0.2022
0.99848065 0.25 0.8882 0.5496 0.5496 TRUE 0.2022
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
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0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 0.2539 0.8882 0.5526 0.5526 TRUE 0.2003
0.99848065 1.2476 0.9126 1.0847 1.0847 TRUE 0.3571
0.99848065 1.2476 0.9126 1.0847 1.0847 TRUE 0.3571
0.99848065 1.2476 0.9126 1.0847 1.0847 TRUE 0.3571
0.99848065 1.2476 0.9126 1.0847 1.0847 TRUE 0.3571
0.99848065 1.2476 0.9126 1.0847 1.0847 TRUE 0.3571
0.99848065 1.2476 0.9126 1.0847 1.0847 TRUE 0.3571
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
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Do not distribute

0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
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Do not distribute

0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337
0.99848065 0.1596 0.8921 0.494 0.494 TRUE 0.1337

NA 1.3182 0.9938 1.1611 1.1611 TRUE 19.3212
NA 1.8446 0.9159 1.3852 1.3852 TRUE 27.308

0.99848065 1.4413 1.1088 1.2777 1.2777 TRUE 3.8058
NA 1.9927 0.9183 1.4593 1.4593 TRUE 28.4691

0.99848065 1.1259 0.9303 1.0314 1.0314 TRUE 1.4759
0.99848065 1.1259 0.9303 1.0314 1.0314 TRUE 1.4759
0.99848065 1.1259 0.9303 1.0314 1.0314 TRUE 1.4759
0.99848065 1.0306 0.8938 0.9485 0.9485 TRUE 16.7866
0.99848065 1.0306 0.8938 0.9485 0.9485 TRUE 16.7866
0.99848065 1.0306 0.8938 0.9485 0.9485 TRUE 16.7866
0.99848065 1.0306 0.8938 0.9485 0.9485 TRUE 16.7866
0.99848065 1.0306 0.8938 0.9485 0.9485 TRUE 16.7866
0.99848065 1.0306 0.8938 0.9485 0.9485 TRUE 16.7866
0.99848065 1.0306 0.8938 0.9485 0.9485 TRUE 16.7866
0.99848065 1.0306 0.8938 0.9485 0.9485 TRUE 16.7866
0.99848065 1.0306 0.8938 0.9485 0.9485 TRUE 16.7866
0.99848065 1.0306 0.8938 0.9485 0.9485 TRUE 16.7866
0.99848065 1.0306 0.8938 0.9485 0.9485 TRUE 16.7866
0.99848065 1.0296 0.8938 0.9479 0.9479 TRUE 16.4382

NA 4.2054 0.9153 2.49 2.49 TRUE 35.125
NA 4.2054 0.9153 2.49 2.49 TRUE 35.125
NA 4.2054 0.9153 2.49 2.49 TRUE 35.125
NA 4.2054 0.9153 2.49 2.49 TRUE 35.125
NA 4.2054 0.9153 2.49 2.49 TRUE 35.125
NA 4.2054 0.9153 2.49 2.49 TRUE 35.125

0.99848065 1.9474 0.9407 1.4455 1.4455 TRUE 0.3724
NA 10 1.0033 4.5623 10 TRUE 32.3951
NA 10 1.0033 4.5623 10 TRUE 32.3951
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Do not distribute

NA 10 1.0033 4.5623 10 TRUE 32.3951
NA 10 1.0033 4.5623 10 TRUE 32.3951
NA 10 1.0033 4.5623 10 TRUE 32.3951
NA 10 1.0033 4.5623 10 TRUE 32.3951
NA 10 1.0033 4.5623 10 TRUE 32.3951
NA 10 1.0033 4.5623 10 TRUE 32.3951
NA 10 1.0033 4.5623 10 TRUE 32.3951
NA 10 1.0033 4.5623 10 TRUE 32.3951
NA 10 1.0033 4.5623 10 TRUE 32.3951
NA 10 1.0033 4.5623 10 TRUE 32.3951
NA 10 1.0033 4.5623 10 TRUE 32.3951
NA 10 1.0013 4.5666 10 TRUE 32.4775
NA 10 1.0013 4.5666 10 TRUE 32.4775
NA 10 1.0013 4.5666 10 TRUE 32.4775
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
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Do not distribute

NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 6.8182 1.0342 2.8523 2.8523 TRUE 29.6685
NA 10 0.9647 3.0817 10 TRUE 33.2758
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Do not distribute

mean 5% 1%
59.1666667 1 0
59.1666667 1 0
59.1666667 1 0
59.1666667 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
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Do not distribute

295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
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Do not distribute

295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
295.833333 1 0
297.333333 1 0
734.666667 1 0
734.666667 1 0
734.666667 1 0
734.666667 1 0
734.666667 1 0
734.666667 1 0
734.666667 1 0
734.666667 1 0
734.666667 1 0
455.666667 1 0
455.666667 1 0
455.666667 1 0
455.666667 1 0
455.666667 1 0
455.666667 1 0
455.666667 1 0
455.666667 1 0
455.666667 1 0
455.666667 1 0
455.666667 1 0
455.666667 1 0
928.166667 0 0
856.166667 0 0
363.666667 0 0

300.5 0 0
266.5 0 0

265.166667 0 0
215.833333 0 0
183.666667 0 0

66 0 0
65.5 0 0

56.1666667 0 0
51.5 0 0

1628.66667 0 0
2717.66667 0 0
4487.16667 0 0
1073.33333 0 0
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Do not distribute

771.833333 0 0
581.5 0 0
218.5 0 0
305.5 0 0

71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
71.6666667 0 0
105.666667 0 0

83 0 0
278.333333 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
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Do not distribute

278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
278.166667 0 0
279.333333 0 0
305.166667 0 0

305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
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Do not distribute

305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0
305 0 0

80 0 0
80 0 0
80 0 0
80 0 0

55.5 0 0
55.5 0 0
55.5 0 0
55.5 0 0
55.5 0 0
55.5 0 0
55.5 0 0
55.5 0 0
55.5 0 0
55.5 0 0
55.5 0 0
55.5 0 0
55.5 0 0
55.5 0 0
55.5 0 0
55.5 0 0

73 0 0
73 0 0
73 0 0
73 0 0
73 0 0
73 0 0
73 0 0
73 0 0
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Do not distribute

73 0 0
73 0 0
73 0 0
73 0 0
73 0 0
73 0 0
73 0 0
73 0 0
73 0 0
73 0 0
73 0 0
73 0 0
73 0 0
73 0 0

78.1666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
846.666667 0 0
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Do not distribute

846.666667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
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Do not distribute

1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1416.16667 0 0
1440.16667 0 0

67.5 0 0
67.5 0 0
67.5 0 0
67.5 0 0
67.5 0 0
67.5 0 0
67.5 0 0
67.5 0 0
67.5 0 0
67.5 0 0
67.5 0 0
67.5 0 0
67.5 0 0
67.5 0 0
67.5 0 0
67.5 0 0

331.666667 0 0
330.333333 0 0
330.333333 0 0
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55
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57
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59
60



Do not distribute

330.333333 0 0
330.333333 0 0
330.333333 0 0
330.333333 0 0
330.333333 0 0

80 0 0
80 0 0
80 0 0
80 0 0
80 0 0

1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
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Do not distribute

1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
1120.66667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
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Do not distribute

255.666667 0 0
140.166667 0 0
140.166667 0 0
140.166667 0 0
140.166667 0 0
140.166667 0 0
140.166667 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
114.333333 0 0
296.666667 0 0
296.666667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
295.166667 0 0
559.333333 0 0
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Do not distribute

559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
559.333333 0 0
507.833333 0 0

504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
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Do not distribute

504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0
504 0 0

476.5 0 0
476.5 0 0
476.5 0 0
476.5 0 0

663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
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Do not distribute

663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
663.833333 0 0
666.833333 0 0

480 0 0
480 0 0

421.166667 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
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Do not distribute

420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
420.5 0 0
421.5 0 0

105.333333 0 0
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Do not distribute

105.333333 0 0
105.333333 0 0
412.833333 0 0
412.833333 0 0
396.333333 0 0
396.333333 0 0
396.333333 0 0
396.333333 0 0

348.5 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
348.333333 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
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Do not distribute

332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
332.666667 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
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Do not distribute

128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
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Do not distribute

128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0
128.333333 0 0

165 0 0
165 0 0
165 0 0
165 0 0
165 0 0

55.3333333 0 0
55.3333333 0 0
55.3333333 0 0
55.3333333 0 0
55.3333333 0 0
55.3333333 0 0
55.3333333 0 0
55.3333333 0 0
55.3333333 0 0
55.3333333 0 0
102.166667 0 0

102 0 0
102 0 0
102 0 0
102 0 0
102 0 0
102 0 0
102 0 0
102 0 0
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Do not distribute

102 0 0
102 0 0
102 0 0
102 0 0
102 0 0
102 0 0

715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
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Do not distribute

715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0
715.5 0 0

718.166667 0 0
718.166667 0 0
5297.16667 0 0
5297.16667 0 0
5297.16667 0 0
5297.16667 0 0
5297.16667 0 0

5255 0 0
5255 0 0
5255 0 0
5255 0 0
5255 0 0
5255 0 0
5255 0 0
5255 0 0
5255 0 0
5255 0 0

469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
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Do not distribute

469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0
469 0 0

4498.66667 0 0
4498.66667 0 0
4498.66667 0 0
4498.66667 0 0

507 0 0
507 0 0
507 0 0
507 0 0
507 0 0
507 0 0
507 0 0
507 0 0
507 0 0

75.3333333 0 0
75.3333333 0 0
75.3333333 0 0
75.3333333 0 0
75.3333333 0 0
75.3333333 0 0
75.3333333 0 0
75.3333333 0 0
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Do not distribute

85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
85.6666667 0 0
87.6666667 0 0

826 0 0
826 0 0
826 0 0
826 0 0
826 0 0

822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
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Do not distribute

822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0
822.5 0 0

60.3333333 0 0
60.3333333 0 0
60.3333333 0 0
60.3333333 0 0
60.3333333 0 0
60.3333333 0 0
60.3333333 0 0
60.3333333 0 0
60.3333333 0 0
60.3333333 0 0
228.166667 0 0
107.166667 0 0
105.166667 0 0
105.166667 0 0
105.166667 0 0
76.6666667 0 0
76.6666667 0 0

73 0 0
73 0 0
73 0 0
73 0 0
73 0 0

106 0 0
105.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
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Do not distribute

234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
234.666667 0 0
103.166667 0 0
103.166667 0 0
103.166667 0 0
103.166667 0 0
103.166667 0 0
103.166667 0 0
103.166667 0 0
103.166667 0 0
103.166667 0 0
103.166667 0 0
103.166667 0 0
103.166667 0 0
103.166667 0 0
103.166667 0 0

333 0 0
333 0 0
333 0 0
333 0 0
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Do not distribute

333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0
333 0 0

81 0 0
64.8333333 0 0
64.8333333 0 0

91 0 0
91 0 0
91 0 0
91 0 0
91 0 0
91 0 0
91 0 0
91 0 0
91 0 0
91 0 0
91 0 0
91 0 0
91 0 0
91 0 0
91 0 0
91 0 0
91 0 0
91 0 0
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Do not distribute

91 0 0
91 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0
63 0 0

62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
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34
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37
38
39
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41
42
43
44
45
46
47
48
49
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51
52
53
54
55
56
57
58
59
60



Do not distribute

62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0
62.3333333 0 0

557.5 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0
92.8333333 0 0

89.5 0 0
89.5 0 0
89.5 0 0
89.5 0 0
89.5 0 0
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34
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Do not distribute

89.5 0 0
89.5 0 0
89.5 0 0
89.5 0 0
89.5 0 0
89.5 0 0
89.5 0 0
89.5 0 0
89.5 0 0
89.5 0 0
89.5 0 0
89.5 0 0

79.6666667 0 0
79.6666667 0 0
79.6666667 0 0
79.6666667 0 0
79.6666667 0 0
79.6666667 0 0
79.6666667 0 0

522 0 0
522 0 0

161.166667 0 0
161.166667 0 0

90 0 0
1241.16667 0 0

1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0

Page 2889 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0
1240.5 0 0

501.833333 0 0
501.833333 0 0
501.833333 0 0
501.833333 0 0
501.833333 0 0
501.833333 0 0
501.833333 0 0
501.833333 0 0
501.833333 0 0
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Do not distribute

501.833333 0 0
501.833333 0 0
501.833333 0 0
501.833333 0 0
501.833333 0 0
501.833333 0 0
501.833333 0 0
501.833333 0 0
501.833333 0 0
501.833333 0 0

567.5 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
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Do not distribute

567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
567.333333 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
62.1666667 0 0
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Do not distribute

62.1666667 0 0
62.1666667 0 0
63.3333333 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
150.166667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
51.6666667 0 0
608.333333 0 0
608.333333 0 0
608.333333 0 0
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Do not distribute

120.666667 0 0
120.666667 0 0
120.666667 0 0
120.666667 0 0
120.666667 0 0
120.666667 0 0
120.666667 0 0
120.666667 0 0
120.666667 0 0

559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0
559 0 0

559.5 0 0
559.5 0 0
559.5 0 0
559.5 0 0
559.5 0 0
559.5 0 0
559.5 0 0
559.5 0 0
559.5 0 0
559.5 0 0

309.666667 0 0
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Do not distribute

309.666667 0 0
128.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0
119.5 0 0

5138.33333 0 0
3660.83333 0 0
169.333333 0 0
169.333333 0 0
169.333333 0 0
169.333333 0 0
169.333333 0 0
169.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
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Do not distribute

148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
148.333333 0 0
171.166667 0 0
54.3333333 0 0
54.3333333 0 0
241.333333 0 0
241.333333 0 0

420 0 0
420 0 0

419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
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Do not distribute

419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
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Do not distribute

419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0
419.5 0 0

126.166667 0 0
129 0 0

3712.5 0 0
3712.5 0 0
3712.5 0 0
3712.5 0 0
3712.5 0 0
3712.5 0 0
3712.5 0 0
3712.5 0 0
3712.5 0 0

269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
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Do not distribute

269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0
269.333333 0 0

280 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
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Do not distribute

247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0
247.5 0 0

248.666667 0 0
215.166667 0 0
215.166667 0 0
203.166667 0 0
203.166667 0 0
203.166667 0 0
203.166667 0 0
203.166667 0 0
203.166667 0 0
203.166667 0 0
203.166667 0 0
308.666667 0 0
300.333333 0 0
500.166667 0 0
500.166667 0 0
288.833333 0 0
288.833333 0 0
288.833333 0 0

288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
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Do not distribute

288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0
288.5 0 0

98.6666667 0 0
98.6666667 0 0
228.666667 0 0
228.666667 0 0
228.666667 0 0
228.666667 0 0
228.666667 0 0
228.666667 0 0
228.666667 0 0

259.5 0 0
259.5 0 0
259.5 0 0
259.5 0 0
259.5 0 0
259.5 0 0
259.5 0 0
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Do not distribute

259.5 0 0
217.833333 0 0
217.833333 0 0
217.833333 0 0
217.833333 0 0
217.833333 0 0
217.833333 0 0
217.833333 0 0
217.833333 0 0
95.3333333 0 0
95.3333333 0 0
95.3333333 0 0
95.3333333 0 0
95.3333333 0 0

111.5 0 0
111.5 0 0

114.666667 0 0
83 0 0
83 0 0
83 0 0
83 0 0
83 0 0
83 0 0
83 0 0
83 0 0
83 0 0
83 0 0

177.333333 0 0
177.333333 0 0
177.333333 0 0
177.333333 0 0
177.333333 0 0
177.333333 0 0
177.333333 0 0
177.333333 0 0
177.333333 0 0
177.333333 0 0
177.333333 0 0
177.333333 0 0
177.333333 0 0

80 0 0
112.166667 0 0
112.166667 0 0

Page 2902 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0
131 0 0

133.833333 0 0
115.666667 0 0
115.666667 0 0
237.166667 0 0
322.333333 0 0
56.1666667 0 0
482.333333 0 0
482.333333 0 0
482.333333 0 0
482.333333 0 0
63.3333333 0 0
63.3333333 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
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Do not distribute

988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0
988467.667 0 0

17717 0 0
55.8333333 0 0
55.8333333 0 0
55.8333333 0 0
55.8333333 0 0
55.8333333 0 0
55.8333333 0 0
55.8333333 0 0
55.8333333 0 0
33261.3333 0 0
33261.3333 0 0
33261.3333 0 0
33261.3333 0 0
33261.3333 0 0
33261.3333 0 0
33261.3333 0 0
33261.3333 0 0
33261.3333 0 0
33261.3333 0 0
33261.3333 0 0
33261.3333 0 0
33261.3333 0 0
33261.3333 0 0
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Do not distribute

33261.3333 0 0
33261.3333 0 0
33261.3333 0 0
33261.3333 0 0
6153.83333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
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Do not distribute

6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6127.33333 0 0
6135.33333 0 0
6135.33333 0 0
6135.33333 0 0
33374.3333 0 0
38390.8333 0 0
38390.8333 0 0
38390.8333 0 0
38390.8333 0 0
38390.8333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
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Do not distribute

393.333333 0 0
393.333333 0 0
393.333333 0 0
393.333333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0
349.833333 0 0

249 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
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Do not distribute

20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
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Do not distribute

20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0
20807.6667 0 0

122.5 0 0
122.5 0 0
122.5 0 0

4713.5 0 0
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Do not distribute

4713.5 0 0
12246.5 0 0
12246.5 0 0

466.833333 0 0
466.833333 0 0
466.833333 0 0
466.833333 0 0
466.833333 0 0
466.833333 0 0
466.833333 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
377.166667 0 0
55.1666667 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
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Do not distribute

70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
70.3333333 0 0
334.833333 0 0
334.833333 0 0
334.833333 0 0
334.833333 0 0
334.833333 0 0
174.666667 0 0
174.666667 0 0
174.666667 0 0
174.666667 0 0
174.666667 0 0
174.666667 0 0
174.666667 0 0
174.666667 0 0
174.666667 0 0
174.666667 0 0
174.666667 0 0

129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
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Do not distribute

129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
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Do not distribute

129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0
129156.5 0 0

13813.8333 0 0
13813.8333 0 0
13813.8333 0 0
317.833333 0 0
317.833333 0 0
317.833333 0 0
360.833333 0 0
2265.83333 0 0
2265.83333 0 0
2298.66667 0 0

312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
312.5 0 0
790.5 0 0
790.5 0 0

827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
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Do not distribute

827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0
827 0 0

769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
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Do not distribute

769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0
769.333333 0 0

38053.5 0 0
38053.5 0 0

37585.8333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
145.833333 0 0
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Do not distribute

84.6666667 0 0
84.6666667 0 0
84.6666667 0 0
84.6666667 0 0
84.6666667 0 0
84.6666667 0 0
84.6666667 0 0
84.6666667 0 0
84.6666667 0 0
84.6666667 0 0
84.6666667 0 0
88.8333333 0 0

8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8013.5 0 0
8063.5 0 0
8063.5 0 0

8186.33333 0 0
8186.33333 0 0
8186.33333 0 0
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Do not distribute

8186.33333 0 0
52 0 0

103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0
103.333333 0 0

5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
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Do not distribute

5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0
5537 0 0

3359.83333 0 0
3359.83333 0 0
3281.83333 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
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Do not distribute

11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
11173.6667 0 0
3219.83333 0 0
3219.83333 0 0
3219.83333 0 0
3219.83333 0 0
3219.83333 0 0
84.6666667 0 0
84.6666667 0 0
952.833333 0 0

61.5 0 0
61.5 0 0
61.5 0 0
61.5 0 0
61.5 0 0
61.5 0 0

19001 0 0
19000.8333 0 0
19000.8333 0 0
19000.8333 0 0
19000.8333 0 0
19000.8333 0 0
19000.8333 0 0
19000.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
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Do not distribute

18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
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Do not distribute

18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
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Do not distribute

18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
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Do not distribute

18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18667.8333 0 0
18677.3333 0 0
3151.66667 0 0
18759.1667 0 0
18759.1667 0 0

3212.5 0 0
3212.5 0 0
3212.5 0 0
3212.5 0 0
3212.5 0 0
3212.5 0 0
3212.5 0 0
3212.5 0 0

18777.3333 0 0
18777.3333 0 0
18777.3333 0 0
18777.3333 0 0
18777.3333 0 0
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34
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52
53
54
55
56
57
58
59
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Do not distribute

18777.3333 0 0
18777.3333 0 0
18777.3333 0 0
18777.3333 0 0
18777.3333 0 0
320010.667 0 0
320010.667 0 0
320010.667 0 0
1087.33333 0 0
163.833333 0 0
163.833333 0 0
163.833333 0 0
163.833333 0 0
163.833333 0 0
163.833333 0 0
3197.66667 0 0
3197.66667 0 0
3197.66667 0 0
3197.66667 0 0
166.333333 0 0
166.333333 0 0
166.333333 0 0
166.333333 0 0
166.333333 0 0
166.333333 0 0
166.333333 0 0
166.333333 0 0
166.333333 0 0
5028.66667 0 0
5028.66667 0 0

112 0 0
143 0 0

11530.8333 0 0
11530.8333 0 0

13051.5 0 0
13051.5 0 0
13051.5 0 0
13051.5 0 0
13051.5 0 0
13051.5 0 0
13051.5 0 0
13051.5 0 0
13051.5 0 0
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Do not distribute

11545 0 0
11545 0 0

11559.5 0 0
11559.5 0 0

13022.1667 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0
57 0 0

158.666667 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
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Do not distribute

61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
61.8333333 0 0
260.166667 0 0
260.166667 0 0
246.333333 0 0
246.333333 0 0
246.333333 0 0
246.333333 0 0
246.333333 0 0
246.333333 0 0
246.333333 0 0
246.333333 0 0
246.333333 0 0
246.333333 0 0

263.5 0 0
271 0 0
271 0 0
271 0 0
271 0 0
271 0 0
271 0 0
271 0 0
271 0 0
271 0 0
271 0 0
271 0 0

1062.16667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
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Do not distribute

255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0
255.666667 0 0

1211 0 0
1265.83333 0 0
1265.83333 0 0
1265.83333 0 0
1265.83333 0 0
1265.83333 0 0
1265.83333 0 0
1265.83333 0 0
273.333333 0 0
273.333333 0 0
273.333333 0 0
273.333333 0 0

43858 0 0
43858 0 0
43858 0 0
43858 0 0
43858 0 0
43858 0 0
43858 0 0
43858 0 0
43858 0 0

63 0 0
62.6666667 0 0

9693.5 0 0
9693.5 0 0
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Do not distribute

9693.5 0 0
9693.5 0 0
9693.5 0 0
9693.5 0 0
9693.5 0 0
9693.5 0 0
9693.5 0 0
9693.5 0 0
9693.5 0 0

3663.66667 0 0
3663.66667 0 0
1542.16667 0 0
351.333333 0 0
88.6666667 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
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Do not distribute

56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
56.8333333 0 0
167.833333 0 0

167.5 0 0
166.666667 0 0
166.666667 0 0
166.666667 0 0
166.666667 0 0
166.666667 0 0
166.666667 0 0
166.666667 0 0
166.666667 0 0
166.666667 0 0
166.666667 0 0
166.666667 0 0
166.666667 0 0
166.666667 0 0
166.666667 0 0
166.666667 0 0
166.666667 0 0
57.3333333 0 0
57.3333333 0 0
8829.66667 0 0
8766.83333 0 0
8766.83333 0 0
8766.83333 0 0
8766.83333 0 0
8766.83333 0 0
8766.83333 0 0
8766.83333 0 0
303.833333 0 0
303.833333 0 0
303.833333 0 0
303.833333 0 0
303.833333 0 0
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Do not distribute

374.166667 0 0
374.166667 0 0
374.166667 0 0
374.166667 0 0

132 0 0
132 0 0
132 0 0
132 0 0
132 0 0
132 0 0
132 0 0
132 0 0
132 0 0
132 0 0
132 0 0
132 0 0
132 0 0
132 0 0
132 0 0
132 0 0
132 0 0

54058.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
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Do not distribute

52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
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Do not distribute

52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
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Do not distribute

52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
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Do not distribute

52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0
52422.5 0 0

52443.1667 0 0
52443.1667 0 0
52443.1667 0 0
52443.1667 0 0
52443.1667 0 0

52660.5 0 0
52660.5 0 0
52660.5 0 0

67163.6667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
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Do not distribute

67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0
67031.1667 0 0

32271.5 0 0
32271.5 0 0
32271.5 0 0
32271.5 0 0
32271.5 0 0
32271.5 0 0
32271.5 0 0
32271.5 0 0
32271.5 0 0
32271.5 0 0
32271.5 0 0
32271.5 0 0

14421.3333 0 0
14421.3333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
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Do not distribute

1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0
1609.33333 0 0

1953 0 0
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Do not distribute

375.833333 0 0
59.5 0 0

8251.83333 0 0
8251.83333 0 0
8251.83333 0 0
8251.83333 0 0
8251.83333 0 0
8251.83333 0 0
8251.83333 0 0
8251.83333 0 0
8251.83333 0 0
8251.83333 0 0
8251.83333 0 0
8251.83333 0 0
8251.83333 0 0
8251.83333 0 0
8251.83333 0 0
8251.83333 0 0
98.6666667 0 0

13406 0 0
13406 0 0

599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
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Do not distribute

599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0
599.666667 0 0

600.5 0 0
70561 0 0
70561 0 0
70561 0 0
70561 0 0
141.5 0 0

8733.66667 0 0
8733.66667 0 0

8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
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Do not distribute

8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0

Page 2939 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0
8727.5 0 0

143 0 0
143 0 0

139.833333 0 0
1750.83333 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
10607.6667 0 0
649.333333 0 0
528.333333 0 0
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Do not distribute

361.5 0 0
361.5 0 0
361.5 0 0
361.5 0 0
361.5 0 0
361.5 0 0
361.5 0 0
361.5 0 0
361.5 0 0
361.5 0 0
361.5 0 0
361.5 0 0
361.5 0 0
361.5 0 0

15201.3333 0 0
51.8333333 0 0

2493.5 0 0
2416.83333 0 0
2416.83333 0 0
2370.83333 0 0
2370.83333 0 0
2370.83333 0 0
2370.83333 0 0
2370.83333 0 0
2370.83333 0 0
2370.83333 0 0
2370.83333 0 0
2370.83333 0 0
75.8333333 0 0
75.8333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
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Do not distribute

448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
448.333333 0 0
481.666667 0 0

2345 0 0
407.666667 0 0
406.833333 0 0
406.833333 0 0

60.5 0 0
60.5 0 0
60.5 0 0
60.5 0 0
60.5 0 0

6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0
6764.5 0 0

3555.83333 0 0
3555.83333 0 0
11827.1667 0 0

3559.5 0 0
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Do not distribute

3559.5 0 0
5266.5 0 0
5266.5 0 0
5266.5 0 0
5584.5 0 0
5584.5 0 0
5584.5 0 0
5584.5 0 0
5584.5 0 0
5584.5 0 0
5584.5 0 0

11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0

Page 2943 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
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Do not distribute

11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0
11680.3333 0 0

11715 0 0
773.333333 0 0
773.333333 0 0
773.333333 0 0
775.333333 0 0

6238 0 0
6238 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
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Do not distribute

6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0
6194 0 0

372.833333 0 0
372.833333 0 0
372.833333 0 0
372.833333 0 0
372.833333 0 0
372.833333 0 0

2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
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Do not distribute

2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
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Do not distribute

2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0
2077.5 0 0

131.166667 0 0
480.5 0 0

59.6666667 0 0
435.333333 0 0
217.333333 0 0
217.333333 0 0
217.333333 0 0
1611.83333 0 0
1611.83333 0 0
1611.83333 0 0
1611.83333 0 0
1611.83333 0 0
1611.83333 0 0
1611.83333 0 0
1611.83333 0 0
1611.83333 0 0
1611.83333 0 0
1611.83333 0 0

1618.5 0 0
480.5 0 0
480.5 0 0
480.5 0 0
480.5 0 0
480.5 0 0
480.5 0 0

218.833333 0 0
103.833333 0 0
103.833333 0 0
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Do not distribute

103.833333 0 0
103.833333 0 0
103.833333 0 0
103.833333 0 0
103.833333 0 0
103.833333 0 0
103.833333 0 0
103.833333 0 0
103.833333 0 0
103.833333 0 0
103.833333 0 0

105.5 0 0
105.5 0 0
105.5 0 0

61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
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Do not distribute

61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
61.3333333 0 0
113.666667 0 0
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Do not distribute

miRNA_Acc. Target_Acc. Expectation UPE$ miRNA_start
aggcaagaugcuggcauagcugu Phvul.007G103100.1 2 -1 1
aggcaagaugcuggcauagcugu Phvul.007G103100.1 2 -1 1
aggcaagaugcuggcauagcugu Phvul.009G006000.3 2.5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G006000.2 2.5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G006000.1 2.5 -1 1
aggcaagaugcuggcauagcugu Phvul.002G198200.1 2.5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G006000.3 2.5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G006000.2 2.5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G006000.1 2.5 -1 1
aggcaagaugcuggcauagcugu Phvul.002G198200.1 2.5 -1 1
aggcaagaugcuggcauagcugu Phvul.001G214600.7 3 -1 1
aggcaagaugcuggcauagcugu Phvul.009G150800.1 3 -1 1
aggcaagaugcuggcauagcugu Phvul.002G261000.1 3 -1 1
aggcaagaugcuggcauagcugu Phvul.001G214600.7 3 -1 1
aggcaagaugcuggcauagcugu Phvul.009G150800.1 3 -1 1
aggcaagaugcuggcauagcugu Phvul.002G261000.1 3 -1 1
aggcaagaugcuggcauagcugu Phvul.001G022900.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.008G128900.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.001G219900.4 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.001G219900.3 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.001G219900.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.001G219900.2 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.003G174100.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.008G040500.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.004G018100.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.008G290000.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.005G040800.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.010G000700.3 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.010G000700.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.010G000700.2 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.001G022900.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.008G128900.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.001G219900.4 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.001G219900.3 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.001G219900.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.001G219900.2 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.003G174100.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.008G040500.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.004G018100.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.008G290000.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.005G040800.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.010G000700.3 3.5 -1 1
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Do not distribute

aggcaagaugcuggcauagcugu Phvul.010G000700.1 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.010G000700.2 3.5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G032100.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G243500.2 4 -1 1
aggcaagaugcuggcauagcugu Phvul.002G061200.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.008G061900.3 4 -1 1
aggcaagaugcuggcauagcugu Phvul.008G061900.2 4 -1 1
aggcaagaugcuggcauagcugu Phvul.008G061900.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G226500.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G226500.2 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G242900.3 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G242900.4 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G242900.2 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G242900.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.002G133900.2 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G106900.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G036300.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G192300.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.003G112400.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G032100.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G243500.2 4 -1 1
aggcaagaugcuggcauagcugu Phvul.002G061200.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.008G061900.3 4 -1 1
aggcaagaugcuggcauagcugu Phvul.008G061900.2 4 -1 1
aggcaagaugcuggcauagcugu Phvul.008G061900.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G226500.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G226500.2 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G242900.3 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G242900.4 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G242900.2 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G242900.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.002G133900.2 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G106900.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G036300.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.009G192300.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.003G112400.1 4 -1 1
aggcaagaugcuggcauagcugu Phvul.006G151200.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.006G104300.2 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.006G104300.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.011G033500.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.008G038200.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.002G022400.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.L001644.1 4.5 -1 1
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Do not distribute

aggcaagaugcuggcauagcugu Phvul.001G264132.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G019100.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G073900.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.003G159700.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.006G151200.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.006G104300.2 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.006G104300.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.011G033500.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.008G038200.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.002G022400.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.L001644.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.001G264132.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G019100.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G073900.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.003G159700.1 4.5 -1 1
aggcaagaugcuggcauagcugu Phvul.001G214600.7 5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G228600.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G035800.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.011G134100.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.011G134000.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.011G130800.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.011G081100.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.011G133300.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.007G247800.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.004G172000.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.010G031700.2 5 -1 1
aggcaagaugcuggcauagcugu Phvul.010G031700.3 5 -1 1
aggcaagaugcuggcauagcugu Phvul.005G105800.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G021200.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G226800.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.006G162000.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.002G038300.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.007G188300.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.004G084688.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.L001859.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.002G027900.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.005G180700.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.004G153700.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.001G214600.7 5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G228600.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G035800.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.011G134100.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.011G134000.1 5 -1 1
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aggcaagaugcuggcauagcugu Phvul.011G130800.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.011G081100.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.011G133300.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.007G247800.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.004G172000.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.010G031700.2 5 -1 1
aggcaagaugcuggcauagcugu Phvul.010G031700.3 5 -1 1
aggcaagaugcuggcauagcugu Phvul.005G105800.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G021200.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.009G226800.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.006G162000.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.002G038300.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.007G188300.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.004G084688.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.L001859.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.002G027900.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.005G180700.1 5 -1 1
aggcaagaugcuggcauagcugu Phvul.004G153700.1 5 -1 1
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miRNA_end Target_start Target_end miRNA_aligned_fragmentalignment Target_aligned_fragmentInhibition
23 1845 1867 AGGCAAGAUGCUGGCAUAGCUGU    .:::::::::::.:::..:UGGAUUAUGCCAGCAUUUUGUUUCleavage
23 1845 1867 AGGCAAGAUGCUGGCAUAGCUGU    .:::::::::::.:::..:UGGAUUAUGCCAGCAUUUUGUUUCleavage
23 1031 1053 AGGCAAGAUGCUGGCAUAGCUGU  :::::::::::.: ::::.::CAAGCUAUGCCAGUAACUUGUCUCleavage
23 1656 1678 AGGCAAGAUGCUGGCAUAGCUGU  :::::::::::.: ::::.::CAAGCUAUGCCAGUAACUUGUCUCleavage
23 1656 1678 AGGCAAGAUGCUGGCAUAGCUGU  :::::::::::.: ::::.::CAAGCUAUGCCAGUAACUUGUCUCleavage
23 775 797 AGGCAAGAUGCUGGCAUAGCUGU: : .::::::::.:::::::. AAACUUAUGCCAGUAUCUUGCUACleavage
23 1031 1053 AGGCAAGAUGCUGGCAUAGCUGU  :::::::::::.: ::::.::CAAGCUAUGCCAGUAACUUGUCUCleavage
23 1656 1678 AGGCAAGAUGCUGGCAUAGCUGU  :::::::::::.: ::::.::CAAGCUAUGCCAGUAACUUGUCUCleavage
23 1656 1678 AGGCAAGAUGCUGGCAUAGCUGU  :::::::::::.: ::::.::CAAGCUAUGCCAGUAACUUGUCUCleavage
23 775 797 AGGCAAGAUGCUGGCAUAGCUGU: : .::::::::.:::::::. AAACUUAUGCCAGUAUCUUGCUACleavage
23 1055 1077 AGGCAAGAUGCUGGCAUAGCUGU :: :::::...:::::::: ::UCAUCUAUGUUGGCAUCUUGACUCleavage
23 1403 1425 AGGCAAGAUGCUGGCAUAGCUGU: : :: :::.:::::.:::..:AGAACUCUGCUAGCAUUUUGUUUCleavage
23 1694 1716 AGGCAAGAUGCUGGCAUAGCUGU    :: ::.::::::.::::: UCUCCUUUGUCAGCAUUUUGCCACleavage
23 1055 1077 AGGCAAGAUGCUGGCAUAGCUGU :: :::::...:::::::: ::UCAUCUAUGUUGGCAUCUUGACUCleavage
23 1403 1425 AGGCAAGAUGCUGGCAUAGCUGU: : :: :::.:::::.:::..:AGAACUCUGCUAGCAUUUUGUUUCleavage
23 1694 1716 AGGCAAGAUGCUGGCAUAGCUGU    :: ::.::::::.::::: UCUCCUUUGUCAGCAUUUUGCCACleavage
23 94 116 AGGCAAGAUGCUGGCAUAGCUGU::: ::.:: ::::::.::::. ACAACUGUGACAGCAUUUUGCUCCleavage
23 798 820 AGGCAAGAUGCUGGCAUAGCUGU :: ::.::::::.:: ::::: CCAACUGUGCCAGUAUGUUGCCACleavage
23 573 595 AGGCAAGAUGCUGGCAUAGCUGU.: : ::: .:::.::::::.::GCUGAUAUAUCAGUAUCUUGUCUCleavage
23 573 595 AGGCAAGAUGCUGGCAUAGCUGU.: : ::: .:::.::::::.::GCUGAUAUAUCAGUAUCUUGUCUCleavage
23 1468 1490 AGGCAAGAUGCUGGCAUAGCUGU.: : ::: .:::.::::::.::GCUGAUAUAUCAGUAUCUUGUCUCleavage
23 1468 1490 AGGCAAGAUGCUGGCAUAGCUGU.: : ::: .:::.::::::.::GCUGAUAUAUCAGUAUCUUGUCUCleavage
23 2981 3002 AGGCAAGAUGCUGGCAUAGCUGU.:: :::: ::::::::::::. GCACCUAU-CCAGCAUCUUGCUCCleavage
23 1638 1660 AGGCAAGAUGCUGGCAUAGCUGU  : :::::..::.: :::::.:GAAACUAUGUUAGUAGCUUGCUUCleavage
23 1884 1906 AGGCAAGAUGCUGGCAUAGCUGU    .:::::.:::: .::::.:AGCAUUAUGCUAGCAGUUUGCUUCleavage
23 1140 1162 AGGCAAGAUGCUGGCAUAGCUGU::  : .::: ::::::::::.:ACUUCAGUGCAAGCAUCUUGCUUCleavage
23 1074 1096 AGGCAAGAUGCUGGCAUAGCUGU  : :: :::..::::.:::..:UAACCUCUGCUGGCAUUUUGUUUCleavage
23 1003 1025 AGGCAAGAUGCUGGCAUAGCUGU    ::::: : :::::::::: CAUUCUAUGGCCGCAUCUUGCCCCleavage
23 1003 1025 AGGCAAGAUGCUGGCAUAGCUGU    ::::: : :::::::::: CAUUCUAUGGCCGCAUCUUGCCCCleavage
23 1003 1025 AGGCAAGAUGCUGGCAUAGCUGU    ::::: : :::::::::: CAUUCUAUGGCCGCAUCUUGCCCCleavage
23 94 116 AGGCAAGAUGCUGGCAUAGCUGU::: ::.:: ::::::.::::. ACAACUGUGACAGCAUUUUGCUCCleavage
23 798 820 AGGCAAGAUGCUGGCAUAGCUGU :: ::.::::::.:: ::::: CCAACUGUGCCAGUAUGUUGCCACleavage
23 573 595 AGGCAAGAUGCUGGCAUAGCUGU.: : ::: .:::.::::::.::GCUGAUAUAUCAGUAUCUUGUCUCleavage
23 573 595 AGGCAAGAUGCUGGCAUAGCUGU.: : ::: .:::.::::::.::GCUGAUAUAUCAGUAUCUUGUCUCleavage
23 1468 1490 AGGCAAGAUGCUGGCAUAGCUGU.: : ::: .:::.::::::.::GCUGAUAUAUCAGUAUCUUGUCUCleavage
23 1468 1490 AGGCAAGAUGCUGGCAUAGCUGU.: : ::: .:::.::::::.::GCUGAUAUAUCAGUAUCUUGUCUCleavage
23 2981 3002 AGGCAAGAUGCUGGCAUAGCUGU.:: :::: ::::::::::::. GCACCUAU-CCAGCAUCUUGCUCCleavage
23 1638 1660 AGGCAAGAUGCUGGCAUAGCUGU  : :::::..::.: :::::.:GAAACUAUGUUAGUAGCUUGCUUCleavage
23 1884 1906 AGGCAAGAUGCUGGCAUAGCUGU    .:::::.:::: .::::.:AGCAUUAUGCUAGCAGUUUGCUUCleavage
23 1140 1162 AGGCAAGAUGCUGGCAUAGCUGU::  : .::: ::::::::::.:ACUUCAGUGCAAGCAUCUUGCUUCleavage
23 1074 1096 AGGCAAGAUGCUGGCAUAGCUGU  : :: :::..::::.:::..:UAACCUCUGCUGGCAUUUUGUUUCleavage
23 1003 1025 AGGCAAGAUGCUGGCAUAGCUGU    ::::: : :::::::::: CAUUCUAUGGCCGCAUCUUGCCCCleavage
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23 1003 1025 AGGCAAGAUGCUGGCAUAGCUGU    ::::: : :::::::::: CAUUCUAUGGCCGCAUCUUGCCCCleavage
23 1003 1025 AGGCAAGAUGCUGGCAUAGCUGU    ::::: : :::::::::: CAUUCUAUGGCCGCAUCUUGCCCCleavage
23 1342 1364 AGGCAAGAUGCUGGCAUAGCUGU ..::::::::.: : :::::.:CUGGCUAUGCCGGGAACUUGCUUTranslation
23 1154 1176 AGGCAAGAUGCUGGCAUAGCUGU: :::::: :..::::::: .::AAAGCUAUACUGGCAUCUUAUCUCleavage
23 624 646 AGGCAAGAUGCUGGCAUAGCUGU ..::: ::::: :::::: :::CUGGCUCUGCCACCAUCUUACCUTranslation
23 1814 1836 AGGCAAGAUGCUGGCAUAGCUGU : :::::::..:..: ::::.:CCCGCUAUGCUGGUGUAUUGCUUCleavage
23 1817 1839 AGGCAAGAUGCUGGCAUAGCUGU : :::::::..:..: ::::.:CCCGCUAUGCUGGUGUAUUGCUUCleavage
23 1743 1765 AGGCAAGAUGCUGGCAUAGCUGU : :::::::..:..: ::::.:CCCGCUAUGCUGGUGUAUUGCUUCleavage
23 1851 1873 AGGCAAGAUGCUGGCAUAGCUGU...: :: :.::::::::: :::GUGGAUACGUCAGCAUCUUUCCUCleavage
23 1852 1874 AGGCAAGAUGCUGGCAUAGCUGU...: :: :.::::::::: :::GUGGAUACGUCAGCAUCUUUCCUCleavage
23 664 687 AGGCAAGAUGCUGGC-AUAGCUGU   ::::: ::..:.::.::::::GGUGCUAUUGCUGGUAUUUUGCCUCleavage
23 617 640 AGGCAAGAUGCUGGC-AUAGCUGU   ::::: ::..:.::.::::::GGUGCUAUUGCUGGUAUUUUGCCUCleavage
23 654 677 AGGCAAGAUGCUGGC-AUAGCUGU   ::::: ::..:.::.::::::GGUGCUAUUGCUGGUAUUUUGCCUCleavage
23 664 687 AGGCAAGAUGCUGGC-AUAGCUGU   ::::: ::..:.::.::::::GGUGCUAUUGCUGGUAUUUUGCCUCleavage
23 467 489 AGGCAAGAUGCUGGCAUAGCUGU  : .:.::..::.::.::::: UGACUUGUGUUAGUAUUUUGCCACleavage
23 1109 1131 AGGCAAGAUGCUGGCAUAGCUGU   ::: :::..::: .::::::UAUGCUUUGCUGGCAAUUUGCCUCleavage
23 400 422 AGGCAAGAUGCUGGCAUAGCUGU   :::.:: :.::::.: ::::AAUGCUGUGGCGGCAUUUGGCCUCleavage
23 1207 1229 AGGCAAGAUGCUGGCAUAGCUGU.: :. :: :..::::.::::::GCUGUAAUUCUGGCAUUUUGCCUCleavage
23 1672 1694 AGGCAAGAUGCUGGCAUAGCUGU  .:.:::  ::::::::::.: GAGGUUAUAACAGCAUCUUGUCCCleavage
23 1342 1364 AGGCAAGAUGCUGGCAUAGCUGU ..::::::::.: : :::::.:CUGGCUAUGCCGGGAACUUGCUUTranslation
23 1154 1176 AGGCAAGAUGCUGGCAUAGCUGU: :::::: :..::::::: .::AAAGCUAUACUGGCAUCUUAUCUCleavage
23 624 646 AGGCAAGAUGCUGGCAUAGCUGU ..::: ::::: :::::: :::CUGGCUCUGCCACCAUCUUACCUTranslation
23 1814 1836 AGGCAAGAUGCUGGCAUAGCUGU : :::::::..:..: ::::.:CCCGCUAUGCUGGUGUAUUGCUUCleavage
23 1817 1839 AGGCAAGAUGCUGGCAUAGCUGU : :::::::..:..: ::::.:CCCGCUAUGCUGGUGUAUUGCUUCleavage
23 1743 1765 AGGCAAGAUGCUGGCAUAGCUGU : :::::::..:..: ::::.:CCCGCUAUGCUGGUGUAUUGCUUCleavage
23 1851 1873 AGGCAAGAUGCUGGCAUAGCUGU...: :: :.::::::::: :::GUGGAUACGUCAGCAUCUUUCCUCleavage
23 1852 1874 AGGCAAGAUGCUGGCAUAGCUGU...: :: :.::::::::: :::GUGGAUACGUCAGCAUCUUUCCUCleavage
23 664 687 AGGCAAGAUGCUGGC-AUAGCUGU   ::::: ::..:.::.::::::GGUGCUAUUGCUGGUAUUUUGCCUCleavage
23 617 640 AGGCAAGAUGCUGGC-AUAGCUGU   ::::: ::..:.::.::::::GGUGCUAUUGCUGGUAUUUUGCCUCleavage
23 654 677 AGGCAAGAUGCUGGC-AUAGCUGU   ::::: ::..:.::.::::::GGUGCUAUUGCUGGUAUUUUGCCUCleavage
23 664 687 AGGCAAGAUGCUGGC-AUAGCUGU   ::::: ::..:.::.::::::GGUGCUAUUGCUGGUAUUUUGCCUCleavage
23 467 489 AGGCAAGAUGCUGGCAUAGCUGU  : .:.::..::.::.::::: UGACUUGUGUUAGUAUUUUGCCACleavage
23 1109 1131 AGGCAAGAUGCUGGCAUAGCUGU   ::: :::..::: .::::::UAUGCUUUGCUGGCAAUUUGCCUCleavage
23 400 422 AGGCAAGAUGCUGGCAUAGCUGU   :::.:: :.::::.: ::::AAUGCUGUGGCGGCAUUUGGCCUCleavage
23 1207 1229 AGGCAAGAUGCUGGCAUAGCUGU.: :. :: :..::::.::::::GCUGUAAUUCUGGCAUUUUGCCUCleavage
23 1672 1694 AGGCAAGAUGCUGGCAUAGCUGU  .:.:::  ::::::::::.: GAGGUUAUAACAGCAUCUUGUCCCleavage
23 1590 1612 AGGCAAGAUGCUGGCAUAGCUGU:.::.::::..  ::::::::::AUAGUUAUGUUUUCAUCUUGCCUTranslation
23 1336 1358 AGGCAAGAUGCUGGCAUAGCUGU:. ::::::. .:.::.::::: AUUGCUAUGUGGGUAUUUUGCCCCleavage
23 1352 1374 AGGCAAGAUGCUGGCAUAGCUGU:. ::::::. .:.::.::::: AUUGCUAUGUGGGUAUUUUGCCCCleavage
23 839 861 AGGCAAGAUGCUGGCAUAGCUGU .::.: ::::::..::::: .:UUAGUUUUGCCAGUGUCUUGAUUCleavage
23 56 78 AGGCAAGAUGCUGGCAUAGCUGU:: : :.::: :::: :::::::ACUGGUGUGCAAGCACCUUGCCUCleavage
23 1146 1168 AGGCAAGAUGCUGGCAUAGCUGU:.: ::::::.:::::. : .::AUACCUAUGCUAGCAUUAUAUCUCleavage
23 1123 1145 AGGCAAGAUGCUGGCAUAGCUGU.:::: ::  ::::::.:::..:GCAGCCAUCACAGCAUUUUGUUUCleavage
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23 912 934 AGGCAAGAUGCUGGCAUAGCUGU :::::   ::::.:::::::: UCAGCUUACCCAGUAUCUUGCCGCleavage
23 26 48 AGGCAAGAUGCUGGCAUAGCUGU :: ::.::::: :.: ::::.:CCAACUGUGCCACCGUAUUGCUUTranslation
23 168 191 AGGCAAGAUG-CUGGCAUAGCUGU  : :::::.::: .::::::.::UAAACUAUGUCAGAUAUCUUGUCUTranslation
23 1464 1486 AGGCAAGAUGCUGGCAUAGCUGU:::  : ::::.::: ::::.::ACAUGUCUGCCGGCAGCUUGUCUCleavage
23 1590 1612 AGGCAAGAUGCUGGCAUAGCUGU:.::.::::..  ::::::::::AUAGUUAUGUUUUCAUCUUGCCUTranslation
23 1336 1358 AGGCAAGAUGCUGGCAUAGCUGU:. ::::::. .:.::.::::: AUUGCUAUGUGGGUAUUUUGCCCCleavage
23 1352 1374 AGGCAAGAUGCUGGCAUAGCUGU:. ::::::. .:.::.::::: AUUGCUAUGUGGGUAUUUUGCCCCleavage
23 839 861 AGGCAAGAUGCUGGCAUAGCUGU .::.: ::::::..::::: .:UUAGUUUUGCCAGUGUCUUGAUUCleavage
23 56 78 AGGCAAGAUGCUGGCAUAGCUGU:: : :.::: :::: :::::::ACUGGUGUGCAAGCACCUUGCCUCleavage
23 1146 1168 AGGCAAGAUGCUGGCAUAGCUGU:.: ::::::.:::::. : .::AUACCUAUGCUAGCAUUAUAUCUCleavage
23 1123 1145 AGGCAAGAUGCUGGCAUAGCUGU.:::: ::  ::::::.:::..:GCAGCCAUCACAGCAUUUUGUUUCleavage
23 912 934 AGGCAAGAUGCUGGCAUAGCUGU :::::   ::::.:::::::: UCAGCUUACCCAGUAUCUUGCCGCleavage
23 26 48 AGGCAAGAUGCUGGCAUAGCUGU :: ::.::::: :.: ::::.:CCAACUGUGCCACCGUAUUGCUUTranslation
23 168 191 AGGCAAGAUG-CUGGCAUAGCUGU  : :::::.::: .::::::.::UAAACUAUGUCAGAUAUCUUGUCUTranslation
23 1464 1486 AGGCAAGAUGCUGGCAUAGCUGU:::  : ::::.::: ::::.::ACAUGUCUGCCGGCAGCUUGUCUCleavage
23 1004 1026 AGGCAAGAUGCUGGCAUAGCUGU: :::::::..:::::::::   AAAGCUAUGUUAGCAUCUUGAAUCleavage
23 366 388 AGGCAAGAUGCUGGCAUAGCUGU:..::::::::::.: ::::.  AUGGCUAUGCCAGUAACUUGUGCCleavage
23 859 881 AGGCAAGAUGCUGGCAUAGCUGU.:::::::::..: : ::::..:GCAGCUAUGCUGGAAGCUUGUUUTranslation
23 895 917 AGGCAAGAUGCUGGCAUAGCUGU:.::::::: ..::::::: .: AUAGCUAUGAUGGCAUCUUAUCCCleavage
23 1000 1022 AGGCAAGAUGCUGGCAUAGCUGU:.::: :::: :::::::: :: AUAGCCAUGCAAGCAUCUUACCCCleavage
23 1000 1022 AGGCAAGAUGCUGGCAUAGCUGU:.::::::: ..::::::: .: AUAGCUAUGAUGGCAUCUUAUCCCleavage
23 1064 1086 AGGCAAGAUGCUGGCAUAGCUGU:.::: :::...::::::: :: AUAGCAAUGUUGGCAUCUUACCCCleavage
23 1000 1022 AGGCAAGAUGCUGGCAUAGCUGU:.::::::: ..::::::: .: AUAGCUAUGAUGGCAUCUUAUCCCleavage
23 1232 1255 AGGCAAGAUG-CUGGCAUAGCUGU  :::::::...: ::::::::.:CAAGCUAUGUUGGACAUCUUGCUUTranslation
23 1770 1792 AGGCAAGAUGCUGGCAUAGCUGU :::.: ::.::::::. ::..:UCAGUUUUGUCAGCAUUGUGUUUCleavage
23 2276 2298 AGGCAAGAUGCUGGCAUAGCUGU.:::.:  ::.::..:.::::.:GCAGUUUCGCUAGUGUUUUGCUUCleavage
23 2353 2375 AGGCAAGAUGCUGGCAUAGCUGU.:::.:  ::.::..:.::::.:GCAGUUUCGCUAGUGUUUUGCUUCleavage
23 1513 1535 AGGCAAGAUGCUGGCAUAGCUGU:.:::  :::::::::.: :..:AUAGCACUGCCAGCAUUUGGUUUCleavage
23 733 755 AGGCAAGAUGCUGGCAUAGCUGU .::. ::::.:: ::::::.: UUAGUAAUGCUAGGAUCUUGUCGTranslation
23 809 831 AGGCAAGAUGCUGGCAUAGCUGU:: :::: :.: ::::.::::. ACUGCUAAGUCUGCAUUUUGCUGCleavage
23 1197 1220 AGGCA-AGAUGCUGGCAUAGCUGU   :::::::.::.::.: :::.:GGUGCUAUGCUAGUAUUUGUGCUUCleavage
23 1385 1407 AGGCAAGAUGCUGGCAUAGCUGU:. ::::::. .:..:.::::: AUUGCUAUGUGGGUGUUUUGCCCCleavage
23 277 299 AGGCAAGAUGCUGGCAUAGCUGU::: : .::::::. ::::::. ACACCCGUGCCAGUCUCUUGCUGCleavage
23 2137 2159 AGGCAAGAUGCUGGCAUAGCUGU ..:.:.::.::::.::  ::::UUGGUUGUGUCAGCGUCACGCCUCleavage
23 693 716 AGGCAAGAUG-CUGGCAUAGCUGU .: ::.:::::: ::::::::. UUAUCUGUGCCAGACAUCUUGCUGTranslation
23 34 56 AGGCAAGAUGCUGGCAUAGCUGU: :::: ::::: .:::::: .:AAAGCUUUGCCAUUAUCUUGGUUTranslation
23 1702 1724 AGGCAAGAUGCUGGCAUAGCUGU:..: : ::::.:..:::: :::AUGGAUUUGCCGGUGUCUUCCCUCleavage
23 606 628 AGGCAAGAUGCUGGCAUAGCUGU  ::: ::::::::: : ::..:UGAGCAAUGCCAGCAACAUGUUUCleavage
23 1004 1026 AGGCAAGAUGCUGGCAUAGCUGU: :::::::..:::::::::   AAAGCUAUGUUAGCAUCUUGAAUCleavage
23 366 388 AGGCAAGAUGCUGGCAUAGCUGU:..::::::::::.: ::::.  AUGGCUAUGCCAGUAACUUGUGCCleavage
23 859 881 AGGCAAGAUGCUGGCAUAGCUGU.:::::::::..: : ::::..:GCAGCUAUGCUGGAAGCUUGUUUTranslation
23 895 917 AGGCAAGAUGCUGGCAUAGCUGU:.::::::: ..::::::: .: AUAGCUAUGAUGGCAUCUUAUCCCleavage
23 1000 1022 AGGCAAGAUGCUGGCAUAGCUGU:.::: :::: :::::::: :: AUAGCCAUGCAAGCAUCUUACCCCleavage
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23 1000 1022 AGGCAAGAUGCUGGCAUAGCUGU:.::::::: ..::::::: .: AUAGCUAUGAUGGCAUCUUAUCCCleavage
23 1064 1086 AGGCAAGAUGCUGGCAUAGCUGU:.::: :::...::::::: :: AUAGCAAUGUUGGCAUCUUACCCCleavage
23 1000 1022 AGGCAAGAUGCUGGCAUAGCUGU:.::::::: ..::::::: .: AUAGCUAUGAUGGCAUCUUAUCCCleavage
23 1232 1255 AGGCAAGAUG-CUGGCAUAGCUGU  :::::::...: ::::::::.:CAAGCUAUGUUGGACAUCUUGCUUTranslation
23 1770 1792 AGGCAAGAUGCUGGCAUAGCUGU :::.: ::.::::::. ::..:UCAGUUUUGUCAGCAUUGUGUUUCleavage
23 2276 2298 AGGCAAGAUGCUGGCAUAGCUGU.:::.:  ::.::..:.::::.:GCAGUUUCGCUAGUGUUUUGCUUCleavage
23 2353 2375 AGGCAAGAUGCUGGCAUAGCUGU.:::.:  ::.::..:.::::.:GCAGUUUCGCUAGUGUUUUGCUUCleavage
23 1513 1535 AGGCAAGAUGCUGGCAUAGCUGU:.:::  :::::::::.: :..:AUAGCACUGCCAGCAUUUGGUUUCleavage
23 733 755 AGGCAAGAUGCUGGCAUAGCUGU .::. ::::.:: ::::::.: UUAGUAAUGCUAGGAUCUUGUCGTranslation
23 809 831 AGGCAAGAUGCUGGCAUAGCUGU:: :::: :.: ::::.::::. ACUGCUAAGUCUGCAUUUUGCUGCleavage
23 1197 1220 AGGCA-AGAUGCUGGCAUAGCUGU   :::::::.::.::.: :::.:GGUGCUAUGCUAGUAUUUGUGCUUCleavage
23 1385 1407 AGGCAAGAUGCUGGCAUAGCUGU:. ::::::. .:..:.::::: AUUGCUAUGUGGGUGUUUUGCCCCleavage
23 277 299 AGGCAAGAUGCUGGCAUAGCUGU::: : .::::::. ::::::. ACACCCGUGCCAGUCUCUUGCUGCleavage
23 2137 2159 AGGCAAGAUGCUGGCAUAGCUGU ..:.:.::.::::.::  ::::UUGGUUGUGUCAGCGUCACGCCUCleavage
23 693 716 AGGCAAGAUG-CUGGCAUAGCUGU .: ::.:::::: ::::::::. UUAUCUGUGCCAGACAUCUUGCUGTranslation
23 34 56 AGGCAAGAUGCUGGCAUAGCUGU: :::: ::::: .:::::: .:AAAGCUUUGCCAUUAUCUUGGUUTranslation
23 1702 1724 AGGCAAGAUGCUGGCAUAGCUGU:..: : ::::.:..:::: :::AUGGAUUUGCCGGUGUCUUCCCUCleavage
23 606 628 AGGCAAGAUGCUGGCAUAGCUGU  ::: ::::::::: : ::..:UGAGCAAUGCCAGCAACAUGUUUCleavage
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Target_Desc. Multiplicity Target_Acc. locusName Pfam
pacid=37166631 locus=Phvul.007G103100 ID=Phvul.007G103100.1.v2.1 annot-version=v2.11 Phvul.007G103100 Phvul.007G103100 PF02127
pacid=37166631 locus=Phvul.007G103100 ID=Phvul.007G103100.1.v2.1 annot-version=v2.11 Phvul.007G103100 Phvul.007G103100 PF02127
pacid=37150821 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.11 Phvul.009G006000 Phvul.009G006000 PF00650
pacid=37150822 locus=Phvul.009G006000 ID=Phvul.009G006000.2.v2.1 annot-version=v2.11 Phvul.009G006000 Phvul.009G006000 PF00650
pacid=37150820 locus=Phvul.009G006000 ID=Phvul.009G006000.1.v2.1 annot-version=v2.11 Phvul.009G006000 Phvul.009G006000 PF00650
pacid=37175057 locus=Phvul.002G198200 ID=Phvul.002G198200.1.v2.1 annot-version=v2.11 Phvul.002G198200 Phvul.002G198200 PF12847
pacid=37150821 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.11 Phvul.009G006000 Phvul.009G006000 PF00650
pacid=37150822 locus=Phvul.009G006000 ID=Phvul.009G006000.2.v2.1 annot-version=v2.11 Phvul.009G006000 Phvul.009G006000 PF00650
pacid=37150820 locus=Phvul.009G006000 ID=Phvul.009G006000.1.v2.1 annot-version=v2.11 Phvul.009G006000 Phvul.009G006000 PF00650
pacid=37175057 locus=Phvul.002G198200 ID=Phvul.002G198200.1.v2.1 annot-version=v2.11 Phvul.002G198200 Phvul.002G198200 PF12847
pacid=37169210 locus=Phvul.001G214600 ID=Phvul.001G214600.7.v2.1 annot-version=v2.12 Phvul.001G214600 Phvul.001G214600 0
pacid=37151677 locus=Phvul.009G150800 ID=Phvul.009G150800.1.v2.1 annot-version=v2.11 Phvul.009G150800 Phvul.009G150800 PF03151
pacid=37174363 locus=Phvul.002G261000 ID=Phvul.002G261000.1.v2.1 annot-version=v2.11 Phvul.002G261000 Phvul.002G261000 PF12070
pacid=37169210 locus=Phvul.001G214600 ID=Phvul.001G214600.7.v2.1 annot-version=v2.12 Phvul.001G214600 Phvul.001G214600 0
pacid=37151677 locus=Phvul.009G150800 ID=Phvul.009G150800.1.v2.1 annot-version=v2.11 Phvul.009G150800 Phvul.009G150800 PF03151
pacid=37174363 locus=Phvul.002G261000 ID=Phvul.002G261000.1.v2.1 annot-version=v2.11 Phvul.002G261000 Phvul.002G261000 PF12070
pacid=37168548 locus=Phvul.001G022900 ID=Phvul.001G022900.1.v2.1 annot-version=v2.11 Phvul.001G022900 Phvul.001G022900 PF00447
pacid=37158087 locus=Phvul.008G128900 ID=Phvul.008G128900.1.v2.1 annot-version=v2.11 Phvul.008G128900 Phvul.008G128900 PF00097
pacid=37170950 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.11 Phvul.001G219900 Phvul.001G219900 PF00483
pacid=37170949 locus=Phvul.001G219900 ID=Phvul.001G219900.3.v2.1 annot-version=v2.11 Phvul.001G219900 Phvul.001G219900 PF00483
pacid=37170948 locus=Phvul.001G219900 ID=Phvul.001G219900.1.v2.1 annot-version=v2.11 Phvul.001G219900 Phvul.001G219900 PF00483
pacid=37170947 locus=Phvul.001G219900 ID=Phvul.001G219900.2.v2.1 annot-version=v2.11 Phvul.001G219900 Phvul.001G219900 PF00483
pacid=37147800 locus=Phvul.003G174100 ID=Phvul.003G174100.1.v2.1 annot-version=v2.11 Phvul.003G174100 Phvul.003G174100 PF03144,PF00679,PF03764,PF16004,PF00009
pacid=37159373 locus=Phvul.008G040500 ID=Phvul.008G040500.1.v2.1 annot-version=v2.11 Phvul.008G040500 Phvul.008G040500 PF00854
pacid=37163324 locus=Phvul.004G018100 ID=Phvul.004G018100.1.v2.1 annot-version=v2.11 Phvul.004G018100 Phvul.004G018100 PF02705
pacid=37160223 locus=Phvul.008G290000 ID=Phvul.008G290000.1.v2.1 annot-version=v2.11 Phvul.008G290000 Phvul.008G290000 PF00627,PF00004,PF16193,PF12002
pacid=37152506 locus=Phvul.005G040800 ID=Phvul.005G040800.1.v2.1 annot-version=v2.11 Phvul.005G040800 Phvul.005G040800 PF04652
pacid=37144029 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.11 Phvul.010G000700 Phvul.010G000700 PF12295,PF11935
pacid=37144028 locus=Phvul.010G000700 ID=Phvul.010G000700.1.v2.1 annot-version=v2.11 Phvul.010G000700 Phvul.010G000700 PF12295,PF11935
pacid=37144027 locus=Phvul.010G000700 ID=Phvul.010G000700.2.v2.1 annot-version=v2.11 Phvul.010G000700 Phvul.010G000700 PF12295,PF11935
pacid=37168548 locus=Phvul.001G022900 ID=Phvul.001G022900.1.v2.1 annot-version=v2.11 Phvul.001G022900 Phvul.001G022900 PF00447
pacid=37158087 locus=Phvul.008G128900 ID=Phvul.008G128900.1.v2.1 annot-version=v2.11 Phvul.008G128900 Phvul.008G128900 PF00097
pacid=37170950 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.11 Phvul.001G219900 Phvul.001G219900 PF00483
pacid=37170949 locus=Phvul.001G219900 ID=Phvul.001G219900.3.v2.1 annot-version=v2.11 Phvul.001G219900 Phvul.001G219900 PF00483
pacid=37170948 locus=Phvul.001G219900 ID=Phvul.001G219900.1.v2.1 annot-version=v2.11 Phvul.001G219900 Phvul.001G219900 PF00483
pacid=37170947 locus=Phvul.001G219900 ID=Phvul.001G219900.2.v2.1 annot-version=v2.11 Phvul.001G219900 Phvul.001G219900 PF00483
pacid=37147800 locus=Phvul.003G174100 ID=Phvul.003G174100.1.v2.1 annot-version=v2.11 Phvul.003G174100 Phvul.003G174100 PF03144,PF00679,PF03764,PF16004,PF00009
pacid=37159373 locus=Phvul.008G040500 ID=Phvul.008G040500.1.v2.1 annot-version=v2.11 Phvul.008G040500 Phvul.008G040500 PF00854
pacid=37163324 locus=Phvul.004G018100 ID=Phvul.004G018100.1.v2.1 annot-version=v2.11 Phvul.004G018100 Phvul.004G018100 PF02705
pacid=37160223 locus=Phvul.008G290000 ID=Phvul.008G290000.1.v2.1 annot-version=v2.11 Phvul.008G290000 Phvul.008G290000 PF00627,PF00004,PF16193,PF12002
pacid=37152506 locus=Phvul.005G040800 ID=Phvul.005G040800.1.v2.1 annot-version=v2.11 Phvul.005G040800 Phvul.005G040800 PF04652
pacid=37144029 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.11 Phvul.010G000700 Phvul.010G000700 PF12295,PF11935
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pacid=37144028 locus=Phvul.010G000700 ID=Phvul.010G000700.1.v2.1 annot-version=v2.11 Phvul.010G000700 Phvul.010G000700 PF12295,PF11935
pacid=37144027 locus=Phvul.010G000700 ID=Phvul.010G000700.2.v2.1 annot-version=v2.11 Phvul.010G000700 Phvul.010G000700 PF12295,PF11935
pacid=37148991 locus=Phvul.009G032100 ID=Phvul.009G032100.1.v2.1 annot-version=v2.11 Phvul.009G032100 Phvul.009G032100 PF04674
pacid=37151543 locus=Phvul.009G243500 ID=Phvul.009G243500.2.v2.1 annot-version=v2.11 Phvul.009G243500 Phvul.009G243500 PF00856
pacid=37175113 locus=Phvul.002G061200 ID=Phvul.002G061200.1.v2.1 annot-version=v2.11 Phvul.002G061200 Phvul.002G061200 PF08244,PF11837,PF00251
pacid=37161312 locus=Phvul.008G061900 ID=Phvul.008G061900.3.v2.1 annot-version=v2.11 Phvul.008G061900 Phvul.008G061900 PF07690
pacid=37161311 locus=Phvul.008G061900 ID=Phvul.008G061900.2.v2.1 annot-version=v2.11 Phvul.008G061900 Phvul.008G061900 PF07690
pacid=37161313 locus=Phvul.008G061900 ID=Phvul.008G061900.1.v2.1 annot-version=v2.11 Phvul.008G061900 Phvul.008G061900 PF07690
pacid=37151469 locus=Phvul.009G226500 ID=Phvul.009G226500.1.v2.1 annot-version=v2.11 Phvul.009G226500 Phvul.009G226500 PF16124,PF00271,PF00270
pacid=37151468 locus=Phvul.009G226500 ID=Phvul.009G226500.2.v2.1 annot-version=v2.11 Phvul.009G226500 Phvul.009G226500 PF16124,PF00271,PF00270
pacid=37150602 locus=Phvul.009G242900 ID=Phvul.009G242900.3.v2.1 annot-version=v2.11 Phvul.009G242900 Phvul.009G242900 PF07687,PF01546
pacid=37150600 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.11 Phvul.009G242900 Phvul.009G242900 PF07687,PF01546
pacid=37150601 locus=Phvul.009G242900 ID=Phvul.009G242900.2.v2.1 annot-version=v2.11 Phvul.009G242900 Phvul.009G242900 PF07687,PF01546
pacid=37150599 locus=Phvul.009G242900 ID=Phvul.009G242900.1.v2.1 annot-version=v2.11 Phvul.009G242900 Phvul.009G242900 PF07687,PF01546
pacid=37177485 locus=Phvul.002G133900 ID=Phvul.002G133900.2.v2.1 annot-version=v2.11 Phvul.002G133900 Phvul.002G133900 0
pacid=37149780 locus=Phvul.009G106900 ID=Phvul.009G106900.1.v2.1 annot-version=v2.11 Phvul.009G106900 Phvul.009G106900 PF10255
pacid=37150497 locus=Phvul.009G036300 ID=Phvul.009G036300.1.v2.1 annot-version=v2.11 Phvul.009G036300 Phvul.009G036300 PF00249
pacid=37148905 locus=Phvul.009G192300 ID=Phvul.009G192300.1.v2.1 annot-version=v2.11 Phvul.009G192300 Phvul.009G192300 PF13414
pacid=37144661 locus=Phvul.003G112400 ID=Phvul.003G112400.1.v2.1 annot-version=v2.11 Phvul.003G112400 Phvul.003G112400 PF04802
pacid=37148991 locus=Phvul.009G032100 ID=Phvul.009G032100.1.v2.1 annot-version=v2.11 Phvul.009G032100 Phvul.009G032100 PF04674
pacid=37151543 locus=Phvul.009G243500 ID=Phvul.009G243500.2.v2.1 annot-version=v2.11 Phvul.009G243500 Phvul.009G243500 PF00856
pacid=37175113 locus=Phvul.002G061200 ID=Phvul.002G061200.1.v2.1 annot-version=v2.11 Phvul.002G061200 Phvul.002G061200 PF08244,PF11837,PF00251
pacid=37161312 locus=Phvul.008G061900 ID=Phvul.008G061900.3.v2.1 annot-version=v2.11 Phvul.008G061900 Phvul.008G061900 PF07690
pacid=37161311 locus=Phvul.008G061900 ID=Phvul.008G061900.2.v2.1 annot-version=v2.11 Phvul.008G061900 Phvul.008G061900 PF07690
pacid=37161313 locus=Phvul.008G061900 ID=Phvul.008G061900.1.v2.1 annot-version=v2.11 Phvul.008G061900 Phvul.008G061900 PF07690
pacid=37151469 locus=Phvul.009G226500 ID=Phvul.009G226500.1.v2.1 annot-version=v2.11 Phvul.009G226500 Phvul.009G226500 PF16124,PF00271,PF00270
pacid=37151468 locus=Phvul.009G226500 ID=Phvul.009G226500.2.v2.1 annot-version=v2.11 Phvul.009G226500 Phvul.009G226500 PF16124,PF00271,PF00270
pacid=37150602 locus=Phvul.009G242900 ID=Phvul.009G242900.3.v2.1 annot-version=v2.11 Phvul.009G242900 Phvul.009G242900 PF07687,PF01546
pacid=37150600 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.11 Phvul.009G242900 Phvul.009G242900 PF07687,PF01546
pacid=37150601 locus=Phvul.009G242900 ID=Phvul.009G242900.2.v2.1 annot-version=v2.11 Phvul.009G242900 Phvul.009G242900 PF07687,PF01546
pacid=37150599 locus=Phvul.009G242900 ID=Phvul.009G242900.1.v2.1 annot-version=v2.11 Phvul.009G242900 Phvul.009G242900 PF07687,PF01546
pacid=37177485 locus=Phvul.002G133900 ID=Phvul.002G133900.2.v2.1 annot-version=v2.11 Phvul.002G133900 Phvul.002G133900 0
pacid=37149780 locus=Phvul.009G106900 ID=Phvul.009G106900.1.v2.1 annot-version=v2.11 Phvul.009G106900 Phvul.009G106900 PF10255
pacid=37150497 locus=Phvul.009G036300 ID=Phvul.009G036300.1.v2.1 annot-version=v2.11 Phvul.009G036300 Phvul.009G036300 PF00249
pacid=37148905 locus=Phvul.009G192300 ID=Phvul.009G192300.1.v2.1 annot-version=v2.11 Phvul.009G192300 Phvul.009G192300 PF13414
pacid=37144661 locus=Phvul.003G112400 ID=Phvul.003G112400.1.v2.1 annot-version=v2.11 Phvul.003G112400 Phvul.003G112400 PF04802
pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.11 Phvul.006G151200 Phvul.006G151200 PF00849
pacid=37172154 locus=Phvul.006G104300 ID=Phvul.006G104300.2.v2.1 annot-version=v2.11 Phvul.006G104300 Phvul.006G104300 PF06101
pacid=37172153 locus=Phvul.006G104300 ID=Phvul.006G104300.1.v2.1 annot-version=v2.11 Phvul.006G104300 Phvul.006G104300 PF06101
pacid=37156354 locus=Phvul.011G033500 ID=Phvul.011G033500.1.v2.1 annot-version=v2.11 Phvul.011G033500 Phvul.011G033500 PF01535,PF13041
pacid=37158898 locus=Phvul.008G038200 ID=Phvul.008G038200.1.v2.1 annot-version=v2.11 Phvul.008G038200 Phvul.008G038200 PF00249
pacid=37178778 locus=Phvul.002G022400 ID=Phvul.002G022400.1.v2.1 annot-version=v2.11 Phvul.002G022400 Phvul.002G022400 PF01535,PF13041
pacid=37174264 locus=Phvul.L001644 ID=Phvul.L001644.1.v2.1 annot-version=v2.11 Phvul.L001644 Phvul.L001644 PF14432,PF01535,PF13041
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pacid=37168645 locus=Phvul.001G264132 ID=Phvul.001G264132.1.v2.1 annot-version=v2.11 Phvul.001G264132 Phvul.001G264132 PF00270
pacid=37150202 locus=Phvul.009G019100 ID=Phvul.009G019100.1.v2.1 annot-version=v2.11 Phvul.009G019100 Phvul.009G019100 PF01399,PF08375
pacid=37151497 locus=Phvul.009G073900 ID=Phvul.009G073900.1.v2.1 annot-version=v2.11 Phvul.009G073900 Phvul.009G073900 0
pacid=37146991 locus=Phvul.003G159700 ID=Phvul.003G159700.1.v2.1 annot-version=v2.11 Phvul.003G159700 Phvul.003G159700 PF08263,PF13855,PF00069
pacid=37173420 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.11 Phvul.006G151200 Phvul.006G151200 PF00849
pacid=37172154 locus=Phvul.006G104300 ID=Phvul.006G104300.2.v2.1 annot-version=v2.11 Phvul.006G104300 Phvul.006G104300 PF06101
pacid=37172153 locus=Phvul.006G104300 ID=Phvul.006G104300.1.v2.1 annot-version=v2.11 Phvul.006G104300 Phvul.006G104300 PF06101
pacid=37156354 locus=Phvul.011G033500 ID=Phvul.011G033500.1.v2.1 annot-version=v2.11 Phvul.011G033500 Phvul.011G033500 PF01535,PF13041
pacid=37158898 locus=Phvul.008G038200 ID=Phvul.008G038200.1.v2.1 annot-version=v2.11 Phvul.008G038200 Phvul.008G038200 PF00249
pacid=37178778 locus=Phvul.002G022400 ID=Phvul.002G022400.1.v2.1 annot-version=v2.11 Phvul.002G022400 Phvul.002G022400 PF01535,PF13041
pacid=37174264 locus=Phvul.L001644 ID=Phvul.L001644.1.v2.1 annot-version=v2.11 Phvul.L001644 Phvul.L001644 PF14432,PF01535,PF13041
pacid=37168645 locus=Phvul.001G264132 ID=Phvul.001G264132.1.v2.1 annot-version=v2.11 Phvul.001G264132 Phvul.001G264132 PF00270
pacid=37150202 locus=Phvul.009G019100 ID=Phvul.009G019100.1.v2.1 annot-version=v2.11 Phvul.009G019100 Phvul.009G019100 PF01399,PF08375
pacid=37151497 locus=Phvul.009G073900 ID=Phvul.009G073900.1.v2.1 annot-version=v2.11 Phvul.009G073900 Phvul.009G073900 0
pacid=37146991 locus=Phvul.003G159700 ID=Phvul.003G159700.1.v2.1 annot-version=v2.11 Phvul.003G159700 Phvul.003G159700 PF08263,PF13855,PF00069
pacid=37169210 locus=Phvul.001G214600 ID=Phvul.001G214600.7.v2.1 annot-version=v2.12 Phvul.001G214600 Phvul.001G214600 0
pacid=37148668 locus=Phvul.009G228600 ID=Phvul.009G228600.1.v2.1 annot-version=v2.11 Phvul.009G228600 Phvul.009G228600 PF06596
pacid=37149156 locus=Phvul.009G035800 ID=Phvul.009G035800.1.v2.1 annot-version=v2.11 Phvul.009G035800 Phvul.009G035800 PF07714,PF14381
pacid=37156473 locus=Phvul.011G134100 ID=Phvul.011G134100.1.v2.1 annot-version=v2.11 Phvul.011G134100 Phvul.011G134100 PF08246,PF00112
pacid=37155727 locus=Phvul.011G134000 ID=Phvul.011G134000.1.v2.1 annot-version=v2.11 Phvul.011G134000 Phvul.011G134000 PF08246,PF00112
pacid=37154718 locus=Phvul.011G130800 ID=Phvul.011G130800.1.v2.1 annot-version=v2.11 Phvul.011G130800 Phvul.011G130800 PF08246,PF00112
pacid=37156814 locus=Phvul.011G081100 ID=Phvul.011G081100.1.v2.1 annot-version=v2.11 Phvul.011G081100 Phvul.011G081100 PF08246,PF00112
pacid=37157156 locus=Phvul.011G133300 ID=Phvul.011G133300.1.v2.1 annot-version=v2.11 Phvul.011G133300 Phvul.011G133300 PF08246,PF00112
pacid=37167459 locus=Phvul.007G247800 ID=Phvul.007G247800.1.v2.1 annot-version=v2.11 Phvul.007G247800 Phvul.007G247800 PF12922,PF12717
pacid=37162297 locus=Phvul.004G172000 ID=Phvul.004G172000.1.v2.1 annot-version=v2.11 Phvul.004G172000 Phvul.004G172000 0
pacid=37143579 locus=Phvul.010G031700 ID=Phvul.010G031700.2.v2.1 annot-version=v2.11 Phvul.010G031700 Phvul.010G031700 PF04130
pacid=37143580 locus=Phvul.010G031700 ID=Phvul.010G031700.3.v2.1 annot-version=v2.11 Phvul.010G031700 Phvul.010G031700 PF04130
pacid=37153352 locus=Phvul.005G105800 ID=Phvul.005G105800.1.v2.1 annot-version=v2.11 Phvul.005G105800 Phvul.005G105800 PF05623
pacid=37151943 locus=Phvul.009G021200 ID=Phvul.009G021200.1.v2.1 annot-version=v2.11 Phvul.009G021200 Phvul.009G021200 0
pacid=37149394 locus=Phvul.009G226800 ID=Phvul.009G226800.1.v2.1 annot-version=v2.11 Phvul.009G226800 Phvul.009G226800 PF04525
pacid=37171980 locus=Phvul.006G162000 ID=Phvul.006G162000.1.v2.1 annot-version=v2.11 Phvul.006G162000 Phvul.006G162000 PF00097,PF05495,PF14599
pacid=37175715 locus=Phvul.002G038300 ID=Phvul.002G038300.1.v2.1 annot-version=v2.11 Phvul.002G038300 Phvul.002G038300 PF06101
pacid=37165831 locus=Phvul.007G188300 ID=Phvul.007G188300.1.v2.1 annot-version=v2.11 Phvul.007G188300 Phvul.007G188300 PF11721,PF07714
pacid=37163699 locus=Phvul.004G084688 ID=Phvul.004G084688.1.v2.1 annot-version=v2.11 Phvul.004G084688 Phvul.004G084688 PF08263,PF00560,PF00069,PF13855
pacid=37152177 locus=Phvul.L001859 ID=Phvul.L001859.1.v2.1 annot-version=v2.11 Phvul.L001859 Phvul.L001859 0
pacid=37175318 locus=Phvul.002G027900 ID=Phvul.002G027900.1.v2.1 annot-version=v2.11 Phvul.002G027900 Phvul.002G027900 PF00190
pacid=37153023 locus=Phvul.005G180700 ID=Phvul.005G180700.1.v2.1 annot-version=v2.11 Phvul.005G180700 Phvul.005G180700 PF00690,PF00702,PF00122
pacid=37163120 locus=Phvul.004G153700 ID=Phvul.004G153700.1.v2.1 annot-version=v2.11 Phvul.004G153700 Phvul.004G153700 PF13041,PF01535
pacid=37169210 locus=Phvul.001G214600 ID=Phvul.001G214600.7.v2.1 annot-version=v2.12 Phvul.001G214600 Phvul.001G214600 0
pacid=37148668 locus=Phvul.009G228600 ID=Phvul.009G228600.1.v2.1 annot-version=v2.11 Phvul.009G228600 Phvul.009G228600 PF06596
pacid=37149156 locus=Phvul.009G035800 ID=Phvul.009G035800.1.v2.1 annot-version=v2.11 Phvul.009G035800 Phvul.009G035800 PF07714,PF14381
pacid=37156473 locus=Phvul.011G134100 ID=Phvul.011G134100.1.v2.1 annot-version=v2.11 Phvul.011G134100 Phvul.011G134100 PF08246,PF00112
pacid=37155727 locus=Phvul.011G134000 ID=Phvul.011G134000.1.v2.1 annot-version=v2.11 Phvul.011G134000 Phvul.011G134000 PF08246,PF00112
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pacid=37154718 locus=Phvul.011G130800 ID=Phvul.011G130800.1.v2.1 annot-version=v2.11 Phvul.011G130800 Phvul.011G130800 PF08246,PF00112
pacid=37156814 locus=Phvul.011G081100 ID=Phvul.011G081100.1.v2.1 annot-version=v2.11 Phvul.011G081100 Phvul.011G081100 PF08246,PF00112
pacid=37157156 locus=Phvul.011G133300 ID=Phvul.011G133300.1.v2.1 annot-version=v2.11 Phvul.011G133300 Phvul.011G133300 PF08246,PF00112
pacid=37167459 locus=Phvul.007G247800 ID=Phvul.007G247800.1.v2.1 annot-version=v2.11 Phvul.007G247800 Phvul.007G247800 PF12922,PF12717
pacid=37162297 locus=Phvul.004G172000 ID=Phvul.004G172000.1.v2.1 annot-version=v2.11 Phvul.004G172000 Phvul.004G172000 0
pacid=37143579 locus=Phvul.010G031700 ID=Phvul.010G031700.2.v2.1 annot-version=v2.11 Phvul.010G031700 Phvul.010G031700 PF04130
pacid=37143580 locus=Phvul.010G031700 ID=Phvul.010G031700.3.v2.1 annot-version=v2.11 Phvul.010G031700 Phvul.010G031700 PF04130
pacid=37153352 locus=Phvul.005G105800 ID=Phvul.005G105800.1.v2.1 annot-version=v2.11 Phvul.005G105800 Phvul.005G105800 PF05623
pacid=37151943 locus=Phvul.009G021200 ID=Phvul.009G021200.1.v2.1 annot-version=v2.11 Phvul.009G021200 Phvul.009G021200 0
pacid=37149394 locus=Phvul.009G226800 ID=Phvul.009G226800.1.v2.1 annot-version=v2.11 Phvul.009G226800 Phvul.009G226800 PF04525
pacid=37171980 locus=Phvul.006G162000 ID=Phvul.006G162000.1.v2.1 annot-version=v2.11 Phvul.006G162000 Phvul.006G162000 PF00097,PF05495,PF14599
pacid=37175715 locus=Phvul.002G038300 ID=Phvul.002G038300.1.v2.1 annot-version=v2.11 Phvul.002G038300 Phvul.002G038300 PF06101
pacid=37165831 locus=Phvul.007G188300 ID=Phvul.007G188300.1.v2.1 annot-version=v2.11 Phvul.007G188300 Phvul.007G188300 PF11721,PF07714
pacid=37163699 locus=Phvul.004G084688 ID=Phvul.004G084688.1.v2.1 annot-version=v2.11 Phvul.004G084688 Phvul.004G084688 PF08263,PF00560,PF00069,PF13855
pacid=37152177 locus=Phvul.L001859 ID=Phvul.L001859.1.v2.1 annot-version=v2.11 Phvul.L001859 Phvul.L001859 0
pacid=37175318 locus=Phvul.002G027900 ID=Phvul.002G027900.1.v2.1 annot-version=v2.11 Phvul.002G027900 Phvul.002G027900 PF00190
pacid=37153023 locus=Phvul.005G180700 ID=Phvul.005G180700.1.v2.1 annot-version=v2.11 Phvul.005G180700 Phvul.005G180700 PF00690,PF00702,PF00122
pacid=37163120 locus=Phvul.004G153700 ID=Phvul.004G153700.1.v2.1 annot-version=v2.11 Phvul.004G153700 Phvul.004G153700 PF13041,PF01535
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Panther KOG KEGG KOG GO Best-hit-arabi-namearabi-symbol
PTHR28570,PTHR28570:SF30 3.4.11.21 K01267 GO:0008270,GO:0006508,GO:0004177AT5G04710.1 0
PTHR28570,PTHR28570:SF30 3.4.11.21 K01267 GO:0008270,GO:0006508,GO:0004177AT5G04710.1 0
PTHR23324,PTHR23324:SF430 0 0 0 AT4G39170.1 0
PTHR23324,PTHR23324:SF430 0 0 0 AT4G39170.1 0
PTHR23324,PTHR23324:SF430 0 0 0 AT4G39170.1 0
PTHR21404 KOG1045 0 0 GO:0008173,GO:0008171,GO:0001510AT4G20910.1 CRM2,HEN1
PTHR23324,PTHR23324:SF430 0 0 0 AT4G39170.1 0
PTHR23324,PTHR23324:SF430 0 0 0 AT4G39170.1 0
PTHR23324,PTHR23324:SF430 0 0 0 AT4G39170.1 0
PTHR21404 KOG1045 0 0 GO:0008173,GO:0008171,GO:0001510AT4G20910.1 CRM2,HEN1
PTHR34210,PTHR34210:SF20 0 0 0 AT3G62330.1 0
PTHR11132,PTHR11132:SF81KOG1444 0 K15356 0 AT2G13650.1 GONST1
PTHR21243,PTHR21243:SF130 0 0 GO:0006351,GO:0003714AT4G40050.1 0
PTHR34210,PTHR34210:SF20 0 0 0 AT3G62330.1 0
PTHR11132,PTHR11132:SF81KOG1444 0 K15356 0 AT2G13650.1 GONST1
PTHR21243,PTHR21243:SF130 0 0 GO:0006351,GO:0003714AT4G40050.1 0
PTHR10015,PTHR10015:SF1590 0 K09419 GO:0043565,GO:0006355,GO:0005634,GO:0003700AT1G46264.1 AT-HSFB4,HSFB4,SCZ
PTHR10825,PTHR10825:SF50 6.3.2.19 K10695 GO:0046872 AT5G44280.1 ATRING1A,RING1A
PTHR22572,PTHR22572:SF112KOG1322 2.7.7.27 0 GO:0016779,GO:0009058AT1G27680.1 APL2
PTHR22572,PTHR22572:SF112KOG1322 2.7.7.27 0 GO:0016779,GO:0009058AT1G27680.1 APL2
PTHR22572,PTHR22572:SF112KOG1322 2.7.7.27 0 GO:0016779,GO:0009058AT1G27680.1 APL2
PTHR22572,PTHR22572:SF112KOG1322 2.7.7.27 0 GO:0016779,GO:0009058AT1G27680.1 APL2
PTHR23115,PTHR23115:SF50 3.6.5.3 K12852 GO:0005525 AT1G06220.1 CLO,GFA1,MEE5
PTHR11654,PTHR11654:SF900 0 0 GO:0016020,GO:0006810,GO:0005215AT1G32450.1 NRT1.5
PTHR30540,PTHR30540:SF180 0 K03549 GO:0071805,GO:0016020,GO:0015079AT5G14880.1 0
PTHR13779,PTHR13779:SF70 3.6.1.3 K07478 GO:0005524 AT1G24290.1 0
PTHR12741,PTHR12741:SF90 2.4.1.34 K11000 GO:0003843 AT2G31960.2 ATGSL03,ATGSL3,GSL03
PTHR15245,PTHR15245:SF25KOG1895 0 0 0 AT5G01400.1 ESP4
PTHR15245,PTHR15245:SF25KOG1895 0 0 0 AT5G01400.1 ESP4
PTHR15245,PTHR15245:SF25KOG1895 0 0 0 AT5G01400.1 ESP4
PTHR10015,PTHR10015:SF1590 0 K09419 GO:0043565,GO:0006355,GO:0005634,GO:0003700AT1G46264.1 AT-HSFB4,HSFB4,SCZ
PTHR10825,PTHR10825:SF50 6.3.2.19 K10695 GO:0046872 AT5G44280.1 ATRING1A,RING1A
PTHR22572,PTHR22572:SF112KOG1322 2.7.7.27 0 GO:0016779,GO:0009058AT1G27680.1 APL2
PTHR22572,PTHR22572:SF112KOG1322 2.7.7.27 0 GO:0016779,GO:0009058AT1G27680.1 APL2
PTHR22572,PTHR22572:SF112KOG1322 2.7.7.27 0 GO:0016779,GO:0009058AT1G27680.1 APL2
PTHR22572,PTHR22572:SF112KOG1322 2.7.7.27 0 GO:0016779,GO:0009058AT1G27680.1 APL2
PTHR23115,PTHR23115:SF50 3.6.5.3 K12852 GO:0005525 AT1G06220.1 CLO,GFA1,MEE5
PTHR11654,PTHR11654:SF900 0 0 GO:0016020,GO:0006810,GO:0005215AT1G32450.1 NRT1.5
PTHR30540,PTHR30540:SF180 0 K03549 GO:0071805,GO:0016020,GO:0015079AT5G14880.1 0
PTHR13779,PTHR13779:SF70 3.6.1.3 K07478 GO:0005524 AT1G24290.1 0
PTHR12741,PTHR12741:SF90 2.4.1.34 K11000 GO:0003843 AT2G31960.2 ATGSL03,ATGSL3,GSL03
PTHR15245,PTHR15245:SF25KOG1895 0 0 0 AT5G01400.1 ESP4
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PTHR15245,PTHR15245:SF25KOG1895 0 0 0 AT5G01400.1 ESP4
PTHR15245,PTHR15245:SF25KOG1895 0 0 0 AT5G01400.1 ESP4
PTHR31279,PTHR31279:SF30 0 0 0 AT4G08950.1 EXO
PTHR13271,PTHR13271:SF230 2.1.1.127 0 GO:0005515 AT4G20130.1 PTAC14
PTHR31953,PTHR31953:SF170 3.2.1.26 K01193 GO:0004575,GO:0004564AT1G12240.1 ATBETAFRUCT4,VAC-INV
PTHR11662,PTHR11662:SF255KOG2532 0 0 GO:0055085,GO:0016021AT4G00370.1 ANTR2,PHT4;4
PTHR11662,PTHR11662:SF255KOG2532 0 0 GO:0055085,GO:0016021AT4G00370.1 ANTR2,PHT4;4
PTHR11662,PTHR11662:SF255KOG2532 0 0 GO:0055085,GO:0016021AT4G00370.1 ANTR2,PHT4;4
PTHR13710,PTHR13710:SF81KOG0352 3.6.4.12 K10901 GO:0005524,GO:0003676AT4G35740.1 ATRECQ3,RecQl3
PTHR13710,PTHR13710:SF81KOG0352 3.6.4.12 K10901 GO:0005524,GO:0003676AT4G35740.1 ATRECQ3,RecQl3
PTHR32494,PTHR32494:SF70 3.5.3.9 0 GO:0016787,GO:0008152AT4G20070.1 AAH,ATAAH
PTHR32494,PTHR32494:SF70 3.5.3.9 0 GO:0016787,GO:0008152AT4G20070.1 AAH,ATAAH
PTHR32494,PTHR32494:SF70 3.5.3.9 0 GO:0016787,GO:0008152AT4G20070.1 AAH,ATAAH
PTHR32494,PTHR32494:SF70 3.5.3.9 0 GO:0016787,GO:0008152AT4G20070.1 AAH,ATAAH

0 0 0 0 0 0 0
PTHR13242 KOG3677 0 K15029 GO:0005852,GO:0005737,GO:0003743AT5G25754.1 0
PTHR21717,PTHR21717:SF200 0 0 0 AT1G09710.2 0
PTHR16193 KOG1128 0 0 0 AT5G17270.1 0
PTHR23318,PTHR23318:SF0KOG2175 0 K17491 0 AT3G06670.1 0
PTHR31279,PTHR31279:SF30 0 0 0 AT4G08950.1 EXO
PTHR13271,PTHR13271:SF230 2.1.1.127 0 GO:0005515 AT4G20130.1 PTAC14
PTHR31953,PTHR31953:SF170 3.2.1.26 K01193 GO:0004575,GO:0004564AT1G12240.1 ATBETAFRUCT4,VAC-INV
PTHR11662,PTHR11662:SF255KOG2532 0 0 GO:0055085,GO:0016021AT4G00370.1 ANTR2,PHT4;4
PTHR11662,PTHR11662:SF255KOG2532 0 0 GO:0055085,GO:0016021AT4G00370.1 ANTR2,PHT4;4
PTHR11662,PTHR11662:SF255KOG2532 0 0 GO:0055085,GO:0016021AT4G00370.1 ANTR2,PHT4;4
PTHR13710,PTHR13710:SF81KOG0352 3.6.4.12 K10901 GO:0005524,GO:0003676AT4G35740.1 ATRECQ3,RecQl3
PTHR13710,PTHR13710:SF81KOG0352 3.6.4.12 K10901 GO:0005524,GO:0003676AT4G35740.1 ATRECQ3,RecQl3
PTHR32494,PTHR32494:SF70 3.5.3.9 0 GO:0016787,GO:0008152AT4G20070.1 AAH,ATAAH
PTHR32494,PTHR32494:SF70 3.5.3.9 0 GO:0016787,GO:0008152AT4G20070.1 AAH,ATAAH
PTHR32494,PTHR32494:SF70 3.5.3.9 0 GO:0016787,GO:0008152AT4G20070.1 AAH,ATAAH
PTHR32494,PTHR32494:SF70 3.5.3.9 0 GO:0016787,GO:0008152AT4G20070.1 AAH,ATAAH

0 0 0 0 0 0 0
PTHR13242 KOG3677 0 K15029 GO:0005852,GO:0005737,GO:0003743AT5G25754.1 0
PTHR21717,PTHR21717:SF200 0 0 0 AT1G09710.2 0
PTHR16193 KOG1128 0 0 0 AT5G17270.1 0
PTHR23318,PTHR23318:SF0KOG2175 0 K17491 0 AT3G06670.1 0
PTHR11079,PTHR11079:SF79KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
PTHR17204,PTHR17204:SF300 0 0 0 AT3G04350.1 0
PTHR17204,PTHR17204:SF300 0 0 0 AT3G04350.1 0
PTHR24015,PTHR24015:SF5540 0 0 0 AT2G21090.1 0
PTHR10641,PTHR10641:SF5260 0 0 0 AT1G66370.1 AtMYB113,MYB113
PTHR24015,PTHR24015:SF6550 0 0 0 AT3G50420.1 0
PTHR24015,PTHR24015:SF2850 0 0 0 AT1G25360.1 0
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PTHR18934,PTHR18934:SF1200 3.6.4.13 0 GO:0005524,GO:0003676AT3G26560.1 0
PTHR10758,PTHR10758:SF30 0 K03033 GO:0005515,GO:0042176,GO:0030234,GO:0000502AT1G20200.1 EMB2719,HAP15
PTHR37613 0 0 0 0 0 0
PTHR27008,PTHR27008:SF24KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT2G26730.1 0
PTHR11079,PTHR11079:SF79KOG1919 5.4.99.24 0 GO:0009982,GO:0009451,GO:0003723,GO:0001522AT4G21770.1 0
PTHR17204,PTHR17204:SF300 0 0 0 AT3G04350.1 0
PTHR17204,PTHR17204:SF300 0 0 0 AT3G04350.1 0
PTHR24015,PTHR24015:SF5540 0 0 0 AT2G21090.1 0
PTHR10641,PTHR10641:SF5260 0 0 0 AT1G66370.1 AtMYB113,MYB113
PTHR24015,PTHR24015:SF6550 0 0 0 AT3G50420.1 0
PTHR24015,PTHR24015:SF2850 0 0 0 AT1G25360.1 0
PTHR18934,PTHR18934:SF1200 3.6.4.13 0 GO:0005524,GO:0003676AT3G26560.1 0
PTHR10758,PTHR10758:SF30 0 K03033 GO:0005515,GO:0042176,GO:0030234,GO:0000502AT1G20200.1 EMB2719,HAP15
PTHR37613 0 0 0 0 0 0
PTHR27008,PTHR27008:SF24KOG1187 2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT2G26730.1 0
PTHR34210,PTHR34210:SF20 0 0 0 AT3G62330.1 0
PTHR34455,PTHR34455:SF10 0 0 GO:0016020,GO:0015979,GO:0009523AT2G06520.1 PSBX
PTHR23257,PTHR23257:SF349KOG0192 2.7.11.1 0 GO:0006468,GO:0004672AT4G24480.1 0
PTHR12411,PTHR12411:SF297KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
PTHR12411,PTHR12411:SF297KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
PTHR12411,PTHR12411:SF297KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
PTHR12411,PTHR12411:SF376KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
PTHR12411,PTHR12411:SF297KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
PTHR14222,PTHR14222:SF20 0 K06677 GO:0007076 AT3G57060.2 0
PTHR35505,PTHR35505:SF20 0 0 0 AT5G11780.1 0
PTHR19302,PTHR19302:SF130 0 K16569 GO:0005815,GO:0000922,GO:0000226AT5G17410.2 0
PTHR19302,PTHR19302:SF130 0 K16569 GO:0005815,GO:0000922,GO:0000226AT5G17410.2 0
PTHR31343,PTHR31343:SF30 0 0 0 AT4G03420.1 0
PTHR34936,PTHR34936:SF10 0 0 0 AT1G20460.1 0
PTHR31087,PTHR31087:SF30 0 0 0 AT2G05910.1 0
PTHR21319,PTHR21319:SF5KOG1940 6.3.2.19 K10144 GO:0046872,GO:0008270,GO:0016567AT5G18650.1 0
PTHR17204,PTHR17204:SF290 0 0 0 AT5G43950.1 0
PTHR27003,PTHR27003:SF7KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT5G28680.1 ANX2
PTHR27000,PTHR27000:SF14KOG1187 2.7.10.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT1G34420.1 0

0 0 0 0 0 0 0
PTHR31189,PTHR31189:SF70 0 0 GO:0045735 AT2G18540.1 0
PTHR24093,PTHR24093:SF3550 3.6.3.6 K01535 GO:0046872,GO:0000166AT1G80660.1 AHA9,HA9
PTHR24015,PTHR24015:SF6890 0 0 0 AT5G66520.1 0
PTHR34210,PTHR34210:SF20 0 0 0 AT3G62330.1 0
PTHR34455,PTHR34455:SF10 0 0 GO:0016020,GO:0015979,GO:0009523AT2G06520.1 PSBX
PTHR23257,PTHR23257:SF349KOG0192 2.7.11.1 0 GO:0006468,GO:0004672AT4G24480.1 0
PTHR12411,PTHR12411:SF297KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
PTHR12411,PTHR12411:SF297KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
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PTHR12411,PTHR12411:SF297KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
PTHR12411,PTHR12411:SF376KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
PTHR12411,PTHR12411:SF297KOG1543 3.4.22.33 0 GO:0008234,GO:0006508AT5G45890.1 SAG12
PTHR14222,PTHR14222:SF20 0 K06677 GO:0007076 AT3G57060.2 0
PTHR35505,PTHR35505:SF20 0 0 0 AT5G11780.1 0
PTHR19302,PTHR19302:SF130 0 K16569 GO:0005815,GO:0000922,GO:0000226AT5G17410.2 0
PTHR19302,PTHR19302:SF130 0 K16569 GO:0005815,GO:0000922,GO:0000226AT5G17410.2 0
PTHR31343,PTHR31343:SF30 0 0 0 AT4G03420.1 0
PTHR34936,PTHR34936:SF10 0 0 0 AT1G20460.1 0
PTHR31087,PTHR31087:SF30 0 0 0 AT2G05910.1 0
PTHR21319,PTHR21319:SF5KOG1940 6.3.2.19 K10144 GO:0046872,GO:0008270,GO:0016567AT5G18650.1 0
PTHR17204,PTHR17204:SF290 0 0 0 AT5G43950.1 0
PTHR27003,PTHR27003:SF7KOG1187 2.7.11.1 0 GO:0006468,GO:0004672AT5G28680.1 ANX2
PTHR27000,PTHR27000:SF14KOG1187 2.7.10.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT1G34420.1 0

0 0 0 0 0 0 0
PTHR31189,PTHR31189:SF70 0 0 GO:0045735 AT2G18540.1 0
PTHR24093,PTHR24093:SF3550 3.6.3.6 K01535 GO:0046872,GO:0000166AT1G80660.1 AHA9,HA9
PTHR24015,PTHR24015:SF6890 0 0 0 AT5G66520.1 0
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arabi-defline ID Annot_deflineIDENTIFIER
Zn-dependent exopeptidases superfamily proteinPhvul.007G103100PTHR28570:SF3 - ASPARTYL AMINOPEPTIDASE (1 of 1)Phvul.007G103100
Zn-dependent exopeptidases superfamily proteinPhvul.007G103100PTHR28570:SF3 - ASPARTYL AMINOPEPTIDASE (1 of 1)Phvul.007G103100
Sec14p-like phosphatidylinositol transfer family proteinPhvul.009G006000PTHR23324:SF43 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH6-RELATED (1 of 6)Phvul.009G006000
Sec14p-like phosphatidylinositol transfer family proteinPhvul.009G006000PTHR23324:SF43 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH6-RELATED (1 of 6)Phvul.009G006000
Sec14p-like phosphatidylinositol transfer family proteinPhvul.009G006000PTHR23324:SF43 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH6-RELATED (1 of 6)Phvul.009G006000
double-stranded RNA binding protein-related / DsRBD protein-relatedPhvul.002G198200PTHR21404 - HEN1 (1 of 1)Phvul.002G198200
Sec14p-like phosphatidylinositol transfer family proteinPhvul.009G006000PTHR23324:SF43 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH6-RELATED (1 of 6)Phvul.009G006000
Sec14p-like phosphatidylinositol transfer family proteinPhvul.009G006000PTHR23324:SF43 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH6-RELATED (1 of 6)Phvul.009G006000
Sec14p-like phosphatidylinositol transfer family proteinPhvul.009G006000PTHR23324:SF43 - PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE TRANSFER PROTEIN SFH6-RELATED (1 of 6)Phvul.009G006000
double-stranded RNA binding protein-related / DsRBD protein-relatedPhvul.002G198200PTHR21404 - HEN1 (1 of 1)Phvul.002G198200
Zinc knuckle (CCHC-type) family protein 0 0 Phvul.001G214600
golgi nucleotide sugar transporter 1 Phvul.009G150800K15356 - GDP-mannose transporter (VRG4, GONST1)  (1 of 3)Phvul.009G150800
Protein of unknown function (DUF3550/UPF0682)Phvul.002G261000PF12070 - Protein of unknown function (DUF3550/UPF0682) (DUF3550)  (1 of 2)Phvul.002G261000
Zinc knuckle (CCHC-type) family protein 0 0 Phvul.001G214600
golgi nucleotide sugar transporter 1 Phvul.009G150800K15356 - GDP-mannose transporter (VRG4, GONST1)  (1 of 3)Phvul.009G150800
Protein of unknown function (DUF3550/UPF0682)Phvul.002G261000PF12070 - Protein of unknown function (DUF3550/UPF0682) (DUF3550)  (1 of 2)Phvul.002G261000
heat shock transcription factor  B4 Phvul.001G022900PTHR10015:SF159 - HEAT STRESS TRANSCRIPTION FACTOR B-4 (1 of 2)Phvul.001G022900
RING 1A Phvul.008G128900PTHR10825:SF5 - E3 UBIQUITIN-PROTEIN LIGASE RING1 (1 of 1)Phvul.008G128900
ADPGLC-PPase large subunit Phvul.001G219900PTHR22572//PTHR22572:SF112 - SUGAR-1-PHOSPHATE GUANYL TRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G219900
ADPGLC-PPase large subunit Phvul.001G219900PTHR22572//PTHR22572:SF112 - SUGAR-1-PHOSPHATE GUANYL TRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G219900
ADPGLC-PPase large subunit Phvul.001G219900PTHR22572//PTHR22572:SF112 - SUGAR-1-PHOSPHATE GUANYL TRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G219900
ADPGLC-PPase large subunit Phvul.001G219900PTHR22572//PTHR22572:SF112 - SUGAR-1-PHOSPHATE GUANYL TRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G219900
Ribosomal protein S5/Elongation factor G/III/V family proteinPhvul.003G174100K12852 - 116 kDa U5 small nuclear ribonucleoprotein component (EFTUD2)  (1 of 1)Phvul.003G174100
nitrate transporter 1.5 Phvul.008G040500PTHR11654:SF90 - PROTEIN NRT1/ PTR FAMILY 7.2 (1 of 2)Phvul.008G040500
Potassium transporter family protein Phvul.004G018100PTHR30540:SF18 - POTASSIUM TRANSPORTER 8 (1 of 2)Phvul.004G018100
AAA-type ATPase family protein Phvul.008G290000K07478 - putative ATPase (ycaJ)  (1 of 1)Phvul.008G290000
glucan synthase-like 3 Phvul.005G040800PTHR12741:SF9 - CALLOSE SYNTHASE 1-RELATED (1 of 2)Phvul.005G040800
HEAT repeat-containing protein Phvul.010G000700PTHR15245//PTHR15245:SF25 - SYMPLEKIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.010G000700
HEAT repeat-containing protein Phvul.010G000700PTHR15245//PTHR15245:SF25 - SYMPLEKIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.010G000700
HEAT repeat-containing protein Phvul.010G000700PTHR15245//PTHR15245:SF25 - SYMPLEKIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.010G000700
heat shock transcription factor  B4 Phvul.001G022900PTHR10015:SF159 - HEAT STRESS TRANSCRIPTION FACTOR B-4 (1 of 2)Phvul.001G022900
RING 1A Phvul.008G128900PTHR10825:SF5 - E3 UBIQUITIN-PROTEIN LIGASE RING1 (1 of 1)Phvul.008G128900
ADPGLC-PPase large subunit Phvul.001G219900PTHR22572//PTHR22572:SF112 - SUGAR-1-PHOSPHATE GUANYL TRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G219900
ADPGLC-PPase large subunit Phvul.001G219900PTHR22572//PTHR22572:SF112 - SUGAR-1-PHOSPHATE GUANYL TRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G219900
ADPGLC-PPase large subunit Phvul.001G219900PTHR22572//PTHR22572:SF112 - SUGAR-1-PHOSPHATE GUANYL TRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G219900
ADPGLC-PPase large subunit Phvul.001G219900PTHR22572//PTHR22572:SF112 - SUGAR-1-PHOSPHATE GUANYL TRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.001G219900
Ribosomal protein S5/Elongation factor G/III/V family proteinPhvul.003G174100K12852 - 116 kDa U5 small nuclear ribonucleoprotein component (EFTUD2)  (1 of 1)Phvul.003G174100
nitrate transporter 1.5 Phvul.008G040500PTHR11654:SF90 - PROTEIN NRT1/ PTR FAMILY 7.2 (1 of 2)Phvul.008G040500
Potassium transporter family protein Phvul.004G018100PTHR30540:SF18 - POTASSIUM TRANSPORTER 8 (1 of 2)Phvul.004G018100
AAA-type ATPase family protein Phvul.008G290000K07478 - putative ATPase (ycaJ)  (1 of 1)Phvul.008G290000
glucan synthase-like 3 Phvul.005G040800PTHR12741:SF9 - CALLOSE SYNTHASE 1-RELATED (1 of 2)Phvul.005G040800
HEAT repeat-containing protein Phvul.010G000700PTHR15245//PTHR15245:SF25 - SYMPLEKIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.010G000700
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HEAT repeat-containing protein Phvul.010G000700PTHR15245//PTHR15245:SF25 - SYMPLEKIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.010G000700
HEAT repeat-containing protein Phvul.010G000700PTHR15245//PTHR15245:SF25 - SYMPLEKIN-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.010G000700
Phosphate-responsive 1 family protein Phvul.009G032100PTHR31279:SF3 - (PHI-1) PROTEIN, PUTATIVE-RELATED (1 of 4)Phvul.009G032100
plastid transcriptionally active 14 Phvul.009G243500PTHR13271:SF23 - N-LYSINE METHYLTRANSFERASE EFM1 (1 of 1)Phvul.009G243500
Glycosyl hydrolases family 32 protein Phvul.002G061200PTHR31953:SF17 - ACID BETA-FRUCTOFURANOSIDASE 3, VACUOLAR-RELATED (1 of 2)Phvul.002G061200
Major facilitator superfamily protein Phvul.008G061900PTHR11662:SF255 - ANION TRANSPORTER 2, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G061900
Major facilitator superfamily protein Phvul.008G061900PTHR11662:SF255 - ANION TRANSPORTER 2, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G061900
Major facilitator superfamily protein Phvul.008G061900PTHR11662:SF255 - ANION TRANSPORTER 2, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G061900
DEAD/DEAH box RNA helicase family protein Phvul.009G226500PTHR13710:SF81 - ATP-DEPENDENT DNA HELICASE Q-LIKE 3 (1 of 1)Phvul.009G226500
DEAD/DEAH box RNA helicase family protein Phvul.009G226500PTHR13710:SF81 - ATP-DEPENDENT DNA HELICASE Q-LIKE 3 (1 of 1)Phvul.009G226500
allantoate amidohydrolase Phvul.009G242900K02083 - allantoate deiminase (allC)  (1 of 1)Phvul.009G242900
allantoate amidohydrolase Phvul.009G242900K02083 - allantoate deiminase (allC)  (1 of 1)Phvul.009G242900
allantoate amidohydrolase Phvul.009G242900K02083 - allantoate deiminase (allC)  (1 of 1)Phvul.009G242900
allantoate amidohydrolase Phvul.009G242900K02083 - allantoate deiminase (allC)  (1 of 1)Phvul.009G242900

0 0 0 Phvul.002G133900
RNA polymerase I-associated factor PAF67 Phvul.009G106900K15029 - translation initiation factor 3 subunit L (EIF3L)  (1 of 1)Phvul.009G106900
Homeodomain-like superfamily protein Phvul.009G036300PTHR21717:SF20 - DNA BINDING PROTEIN (1 of 2)Phvul.009G036300
Protein prenylyltransferase superfamily proteinPhvul.009G192300KOG1128 - Uncharacterized conserved protein, contains TPR repeats (1 of 1)Phvul.009G192300
binding Phvul.003G112400K17491 - protein phosphatase 4 regulatory subunit 3 (SMEK, PPP4R3)  (1 of 2)Phvul.003G112400
Phosphate-responsive 1 family protein Phvul.009G032100PTHR31279:SF3 - (PHI-1) PROTEIN, PUTATIVE-RELATED (1 of 4)Phvul.009G032100
plastid transcriptionally active 14 Phvul.009G243500PTHR13271:SF23 - N-LYSINE METHYLTRANSFERASE EFM1 (1 of 1)Phvul.009G243500
Glycosyl hydrolases family 32 protein Phvul.002G061200PTHR31953:SF17 - ACID BETA-FRUCTOFURANOSIDASE 3, VACUOLAR-RELATED (1 of 2)Phvul.002G061200
Major facilitator superfamily protein Phvul.008G061900PTHR11662:SF255 - ANION TRANSPORTER 2, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G061900
Major facilitator superfamily protein Phvul.008G061900PTHR11662:SF255 - ANION TRANSPORTER 2, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G061900
Major facilitator superfamily protein Phvul.008G061900PTHR11662:SF255 - ANION TRANSPORTER 2, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G061900
DEAD/DEAH box RNA helicase family protein Phvul.009G226500PTHR13710:SF81 - ATP-DEPENDENT DNA HELICASE Q-LIKE 3 (1 of 1)Phvul.009G226500
DEAD/DEAH box RNA helicase family protein Phvul.009G226500PTHR13710:SF81 - ATP-DEPENDENT DNA HELICASE Q-LIKE 3 (1 of 1)Phvul.009G226500
allantoate amidohydrolase Phvul.009G242900K02083 - allantoate deiminase (allC)  (1 of 1)Phvul.009G242900
allantoate amidohydrolase Phvul.009G242900K02083 - allantoate deiminase (allC)  (1 of 1)Phvul.009G242900
allantoate amidohydrolase Phvul.009G242900K02083 - allantoate deiminase (allC)  (1 of 1)Phvul.009G242900
allantoate amidohydrolase Phvul.009G242900K02083 - allantoate deiminase (allC)  (1 of 1)Phvul.009G242900

0 0 0 Phvul.002G133900
RNA polymerase I-associated factor PAF67 Phvul.009G106900K15029 - translation initiation factor 3 subunit L (EIF3L)  (1 of 1)Phvul.009G106900
Homeodomain-like superfamily protein Phvul.009G036300PTHR21717:SF20 - DNA BINDING PROTEIN (1 of 2)Phvul.009G036300
Protein prenylyltransferase superfamily proteinPhvul.009G192300KOG1128 - Uncharacterized conserved protein, contains TPR repeats (1 of 1)Phvul.009G192300
binding Phvul.003G112400K17491 - protein phosphatase 4 regulatory subunit 3 (SMEK, PPP4R3)  (1 of 2)Phvul.003G112400
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)Phvul.006G151200
Plant protein of unknown function (DUF946) Phvul.006G104300PTHR17204//PTHR17204:SF30 - PRE-MRNA PROCESSING PROTEIN PRP39-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G104300
Plant protein of unknown function (DUF946) Phvul.006G104300PTHR17204//PTHR17204:SF30 - PRE-MRNA PROCESSING PROTEIN PRP39-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G104300
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.011G033500PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.011G033500
myb domain protein 113 Phvul.008G038200PTHR10641:SF526 - TRANSCRIPTION FACTOR MYB113-RELATED (1 of 5)Phvul.008G038200
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.002G022400PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.002G022400
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.L001644PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.L001644
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ATP-dependent RNA helicase, putative Phvul.001G264132PTHR18934//PTHR18934:SF120 - ATP-DEPENDENT RNA HELICASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.001G264132
PAM domain (PCI/PINT associated module) proteinPhvul.009G019100K03033 - 26S proteasome regulatory subunit N3 (PSMD3, RPN3)  (1 of 2)Phvul.009G019100

0 0 0 Phvul.009G073900
Leucine-rich repeat protein kinase family proteinPhvul.003G159700PF00069//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 41)Phvul.003G159700
Pseudouridine synthase family protein Phvul.006G151200PTHR11079:SF79 - RNA PSEUDOURIDINE SYNTHASE 6, CHLOROPLASTIC (1 of 1)Phvul.006G151200
Plant protein of unknown function (DUF946) Phvul.006G104300PTHR17204//PTHR17204:SF30 - PRE-MRNA PROCESSING PROTEIN PRP39-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G104300
Plant protein of unknown function (DUF946) Phvul.006G104300PTHR17204//PTHR17204:SF30 - PRE-MRNA PROCESSING PROTEIN PRP39-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G104300
Pentatricopeptide repeat (PPR-like) superfamily proteinPhvul.011G033500PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.011G033500
myb domain protein 113 Phvul.008G038200PTHR10641:SF526 - TRANSCRIPTION FACTOR MYB113-RELATED (1 of 5)Phvul.008G038200
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.002G022400PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.002G022400
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.L001644PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.L001644
ATP-dependent RNA helicase, putative Phvul.001G264132PTHR18934//PTHR18934:SF120 - ATP-DEPENDENT RNA HELICASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.001G264132
PAM domain (PCI/PINT associated module) proteinPhvul.009G019100K03033 - 26S proteasome regulatory subunit N3 (PSMD3, RPN3)  (1 of 2)Phvul.009G019100

0 0 0 Phvul.009G073900
Leucine-rich repeat protein kinase family proteinPhvul.003G159700PF00069//PF08263//PF13855 - Protein kinase domain (Pkinase)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 41)Phvul.003G159700
Zinc knuckle (CCHC-type) family protein 0 0 Phvul.001G214600
photosystem II subunit X Phvul.009G228600PTHR34455:SF1 - EXPRESSED PROTEIN (1 of 4)Phvul.009G228600
Protein kinase superfamily protein Phvul.009G035800PTHR23257:SF349 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G035800
senescence-associated gene 12 Phvul.011G134100PTHR12411:SF297 - CYSTEINE PROTEASE (1 of 14)Phvul.011G134100
senescence-associated gene 12 Phvul.011G134000PTHR12411:SF297 - CYSTEINE PROTEASE (1 of 14)Phvul.011G134000
senescence-associated gene 12 Phvul.011G130800PTHR12411:SF297 - CYSTEINE PROTEASE (1 of 14)Phvul.011G130800
senescence-associated gene 12 Phvul.011G081100PTHR12411//PTHR12411:SF376 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G081100
senescence-associated gene 12 Phvul.011G133300PTHR12411:SF297 - CYSTEINE PROTEASE (1 of 14)Phvul.011G133300
binding Phvul.007G247800K06677 - condensin complex subunit 1 (YCS4, CNAP1, CAPD2)  (1 of 1)Phvul.007G247800

0 0 0 Phvul.004G172000
Spc97 / Spc98 family of spindle pole body (SBP) componentPhvul.010G031700K16569 - gamma-tubulin complex component 2 (TUBGCP2, GCP2)  (1 of 1)Phvul.010G031700
Spc97 / Spc98 family of spindle pole body (SBP) componentPhvul.010G031700K16569 - gamma-tubulin complex component 2 (TUBGCP2, GCP2)  (1 of 1)Phvul.010G031700
Protein of unknown function (DUF789) Phvul.005G105800PTHR31343:SF3 - GB (1 of 2)Phvul.005G105800

0 0 0 Phvul.009G021200
Protein of unknown function (DUF567) Phvul.009G226800PTHR31087:SF3 - PROTEIN LURP-ONE-RELATED 16-RELATED (1 of 3)Phvul.009G226800
CHY-type/CTCHY-type/RING-type Zinc finger proteinPhvul.006G162000PTHR21319//PTHR21319:SF5 - RING FINGER AND CHY ZINC FINGER DOMAIN-CONTAINING PROTEIN 1 // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G162000
Plant protein of unknown function (DUF946) Phvul.002G038300PTHR17204//PTHR17204:SF29 - PRE-MRNA PROCESSING PROTEIN PRP39-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G038300
Malectin/receptor-like protein kinase family proteinPhvul.007G188300PTHR27003:SF7 - RECEPTOR-LIKE PROTEIN KINASE ANXUR1-RELATED (1 of 3)Phvul.007G188300
leucine-rich repeat transmembrane protein kinase family proteinPhvul.004G084688PTHR27000:SF14 - LEUCINE-RICH REPEAT PROTEIN FLOR1-RELATED (1 of 3)Phvul.004G084688

0 0 0 Phvul.L001859
RmlC-like cupins superfamily protein Phvul.002G027900PTHR31189:SF7 - CUPIN FAMILY PROTEIN (1 of 1)Phvul.002G027900
H(+)-ATPase 9 Phvul.005G180700PTHR24093:SF355 - ATPASE 1, PLASMA MEMBRANE-TYPE-RELATED (1 of 4)Phvul.005G180700
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.004G153700PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.004G153700
Zinc knuckle (CCHC-type) family protein 0 0 Phvul.001G214600
photosystem II subunit X Phvul.009G228600PTHR34455:SF1 - EXPRESSED PROTEIN (1 of 4)Phvul.009G228600
Protein kinase superfamily protein Phvul.009G035800PTHR23257:SF349 - PROTEIN KINASE FAMILY PROTEIN (1 of 2)Phvul.009G035800
senescence-associated gene 12 Phvul.011G134100PTHR12411:SF297 - CYSTEINE PROTEASE (1 of 14)Phvul.011G134100
senescence-associated gene 12 Phvul.011G134000PTHR12411:SF297 - CYSTEINE PROTEASE (1 of 14)Phvul.011G134000
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senescence-associated gene 12 Phvul.011G130800PTHR12411:SF297 - CYSTEINE PROTEASE (1 of 14)Phvul.011G130800
senescence-associated gene 12 Phvul.011G081100PTHR12411//PTHR12411:SF376 - CYSTEINE PROTEASE FAMILY C1-RELATED // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G081100
senescence-associated gene 12 Phvul.011G133300PTHR12411:SF297 - CYSTEINE PROTEASE (1 of 14)Phvul.011G133300
binding Phvul.007G247800K06677 - condensin complex subunit 1 (YCS4, CNAP1, CAPD2)  (1 of 1)Phvul.007G247800

0 0 0 Phvul.004G172000
Spc97 / Spc98 family of spindle pole body (SBP) componentPhvul.010G031700K16569 - gamma-tubulin complex component 2 (TUBGCP2, GCP2)  (1 of 1)Phvul.010G031700
Spc97 / Spc98 family of spindle pole body (SBP) componentPhvul.010G031700K16569 - gamma-tubulin complex component 2 (TUBGCP2, GCP2)  (1 of 1)Phvul.010G031700
Protein of unknown function (DUF789) Phvul.005G105800PTHR31343:SF3 - GB (1 of 2)Phvul.005G105800

0 0 0 Phvul.009G021200
Protein of unknown function (DUF567) Phvul.009G226800PTHR31087:SF3 - PROTEIN LURP-ONE-RELATED 16-RELATED (1 of 3)Phvul.009G226800
CHY-type/CTCHY-type/RING-type Zinc finger proteinPhvul.006G162000PTHR21319//PTHR21319:SF5 - RING FINGER AND CHY ZINC FINGER DOMAIN-CONTAINING PROTEIN 1 // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G162000
Plant protein of unknown function (DUF946) Phvul.002G038300PTHR17204//PTHR17204:SF29 - PRE-MRNA PROCESSING PROTEIN PRP39-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.002G038300
Malectin/receptor-like protein kinase family proteinPhvul.007G188300PTHR27003:SF7 - RECEPTOR-LIKE PROTEIN KINASE ANXUR1-RELATED (1 of 3)Phvul.007G188300
leucine-rich repeat transmembrane protein kinase family proteinPhvul.004G084688PTHR27000:SF14 - LEUCINE-RICH REPEAT PROTEIN FLOR1-RELATED (1 of 3)Phvul.004G084688

0 0 0 Phvul.L001859
RmlC-like cupins superfamily protein Phvul.002G027900PTHR31189:SF7 - CUPIN FAMILY PROTEIN (1 of 1)Phvul.002G027900
H(+)-ATPase 9 Phvul.005G180700PTHR24093:SF355 - ATPASE 1, PLASMA MEMBRANE-TYPE-RELATED (1 of 4)Phvul.005G180700
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.004G153700PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.004G153700
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NAME DESCRIPTION
Protein homeostasis.proteolysis.metallopeptidase activities.aminopeptidase activities.M18-class aspartyl aminopeptidase (DAP)M18-class aspartyl aminopeptidase (DAP) (original description: pacid=37166631 transcript=Phvul.007G103100.1 locus=Phvul.007G103100 ID=Phvul.007G103100.1.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.metallopeptidase activities.aminopeptidase activities.M18-class aspartyl aminopeptidase (DAP)M18-class aspartyl aminopeptidase (DAP) (original description: pacid=37166631 transcript=Phvul.007G103100.1 locus=Phvul.007G103100 ID=Phvul.007G103100.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
not assigned.annotated (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
not assigned.annotated (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
RNA processing.mRNA silencing.miRNA/siRNA methyltransferase (HEN1)miRNA/siRNA methyltransferase (HEN1) (original description: pacid=37175057 transcript=Phvul.002G198200.1 locus=Phvul.002G198200 ID=Phvul.002G198200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
not assigned.annotated (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
not assigned.annotated (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
RNA processing.mRNA silencing.miRNA/siRNA methyltransferase (HEN1)miRNA/siRNA methyltransferase (HEN1) (original description: pacid=37175057 transcript=Phvul.002G198200.1 locus=Phvul.002G198200 ID=Phvul.002G198200.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37169210 transcript=Phvul.001G214600.7 locus=Phvul.001G214600 ID=Phvul.001G214600.7.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (GONST1|2|3|4)nucleotide sugar transporter (GONST1|2|3|4) (original description: pacid=37151677 transcript=Phvul.009G150800.1 locus=Phvul.009G150800 ID=Phvul.009G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174363 transcript=Phvul.002G261000.1 locus=Phvul.002G261000 ID=Phvul.002G261000.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37169210 transcript=Phvul.001G214600.7 locus=Phvul.001G214600 ID=Phvul.001G214600.7.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (GONST1|2|3|4)nucleotide sugar transporter (GONST1|2|3|4) (original description: pacid=37151677 transcript=Phvul.009G150800.1 locus=Phvul.009G150800 ID=Phvul.009G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174363 transcript=Phvul.002G261000.1 locus=Phvul.002G261000 ID=Phvul.002G261000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (HSF)transcription factor (HSF) (original description: pacid=37168548 transcript=Phvul.001G022900.1 locus=Phvul.001G022900 ID=Phvul.001G022900.1.v2.1 annot-version=v2.1) &
Chromatin organisation.histone modifications.histone ubiquitination.PRC1 histone mono-ubiquitination complex.modification writer protein components.modification writer component RING1modification writer component RING1 of modification writer protein components (original description: pacid=37158087 transcript=Phvul.008G128900.1 locus=Phvul.008G128900 ID=Phvul.008G128900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.ADP-glucose pyrophosphorylaseADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.ADP-glucose pyrophosphorylaseADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.ADP-glucose pyrophosphorylaseADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.ADP-glucose pyrophosphorylaseADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
RNA processing.pre-mRNA splicing.U2-type-intron-specific major spliceosome.U5 small nuclear ribonucleoprotein particle (snRNP).protein factor (SNU114/U5-116kDa)protein factor SNU114/U5-116kDa of U5 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37147800 transcript=Phvul.003G174100.1 locus=Phvul.003G174100 ID=Phvul.003G174100.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)anion transporter (NRT1/PTR) (original description: pacid=37159373 transcript=Phvul.008G040500.1 locus=Phvul.008G040500 ID=Phvul.008G040500.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.APC superfamily.potassium cation transporter (HAK/KUP/KT)potassium cation transporter (HAK/KUP/KT) (original description: pacid=37163324 transcript=Phvul.004G018100.1 locus=Phvul.004G018100 ID=Phvul.004G018100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37160223 transcript=Phvul.008G290000.1 locus=Phvul.008G290000 ID=Phvul.008G290000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37152506 transcript=Phvul.005G040800.1 locus=Phvul.005G040800 ID=Phvul.005G040800.1.v2.1 annot-version=v2.1) & Callose synthase 2 OS=Arabidopsis thaliana (sp|q9sl03|cals2_arath : 318.0)
RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component Symplekin/Pta1component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component Symplekin/Pta1component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component Symplekin/Pta1component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (HSF)transcription factor (HSF) (original description: pacid=37168548 transcript=Phvul.001G022900.1 locus=Phvul.001G022900 ID=Phvul.001G022900.1.v2.1 annot-version=v2.1) &
Chromatin organisation.histone modifications.histone ubiquitination.PRC1 histone mono-ubiquitination complex.modification writer protein components.modification writer component RING1modification writer component RING1 of modification writer protein components (original description: pacid=37158087 transcript=Phvul.008G128900.1 locus=Phvul.008G128900 ID=Phvul.008G128900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.ADP-glucose pyrophosphorylaseADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.ADP-glucose pyrophosphorylaseADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.ADP-glucose pyrophosphorylaseADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.ADP-glucose pyrophosphorylaseADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
RNA processing.pre-mRNA splicing.U2-type-intron-specific major spliceosome.U5 small nuclear ribonucleoprotein particle (snRNP).protein factor (SNU114/U5-116kDa)protein factor SNU114/U5-116kDa of U5 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37147800 transcript=Phvul.003G174100.1 locus=Phvul.003G174100 ID=Phvul.003G174100.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)anion transporter (NRT1/PTR) (original description: pacid=37159373 transcript=Phvul.008G040500.1 locus=Phvul.008G040500 ID=Phvul.008G040500.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.APC superfamily.potassium cation transporter (HAK/KUP/KT)potassium cation transporter (HAK/KUP/KT) (original description: pacid=37163324 transcript=Phvul.004G018100.1 locus=Phvul.004G018100 ID=Phvul.004G018100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37160223 transcript=Phvul.008G290000.1 locus=Phvul.008G290000 ID=Phvul.008G290000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37152506 transcript=Phvul.005G040800.1 locus=Phvul.005G040800 ID=Phvul.005G040800.1.v2.1 annot-version=v2.1) & Callose synthase 2 OS=Arabidopsis thaliana (sp|q9sl03|cals2_arath : 318.0)
RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component Symplekin/Pta1component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
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Do not distribute

RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component Symplekin/Pta1component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
RNA processing.RNA 3-end processing.mRNA polyadenylation.Cleavage and Polyadenylation Specificity Factor (CPSF) complex.component Symplekin/Pta1component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148991 transcript=Phvul.009G032100.1 locus=Phvul.009G032100 ID=Phvul.009G032100.1.v2.1 annot-version=v2.1) & Protein EXORDIUM OS=Arabidopsis thaliana (sp|q9zpe7|exo_arath : 404.0)
RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.essential co-factor components.component PAP7/TAC14PAP7/TAC14 cofactor of plastid-encoded RNA polymerase (original description: pacid=37151543 transcript=Phvul.009G243500.2 locus=Phvul.009G243500 ID=Phvul.009G243500.2.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.sucrose metabolism.degradation.invertase activities.acid beta-fructofuranosidase (VIN)acid beta-fructofuranosidase (VIN) (original description: pacid=37175113 transcript=Phvul.002G061200.1 locus=Phvul.002G061200 ID=Phvul.002G061200.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.phosphate transporter (PHT4)phosphate transporter (PHT4) (original description: pacid=37161312 transcript=Phvul.008G061900.3 locus=Phvul.008G061900 ID=Phvul.008G061900.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.phosphate transporter (PHT4)phosphate transporter (PHT4) (original description: pacid=37161312 transcript=Phvul.008G061900.3 locus=Phvul.008G061900 ID=Phvul.008G061900.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.phosphate transporter (PHT4)phosphate transporter (PHT4) (original description: pacid=37161312 transcript=Phvul.008G061900.3 locus=Phvul.008G061900 ID=Phvul.008G061900.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151468 transcript=Phvul.009G226500.2 locus=Phvul.009G226500 ID=Phvul.009G226500.2.v2.1 annot-version=v2.1) & ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana (sp|q9ft72|rql3_arath : 811.0)
not assigned.annotated (original description: pacid=37151468 transcript=Phvul.009G226500.2 locus=Phvul.009G226500 ID=Phvul.009G226500.2.v2.1 annot-version=v2.1) & ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana (sp|q9ft72|rql3_arath : 811.0)
Nucleotide metabolism.purines.catabolism.allantoate amidohydrolase (AAH)allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
Nucleotide metabolism.purines.catabolism.allantoate amidohydrolase (AAH)allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
Nucleotide metabolism.purines.catabolism.allantoate amidohydrolase (AAH)allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
Nucleotide metabolism.purines.catabolism.allantoate amidohydrolase (AAH)allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37177485 transcript=Phvul.002G133900.2 locus=Phvul.002G133900 ID=Phvul.002G133900.2.v2.1 annot-version=v2.1)
Protein biosynthesis.translation initiation.Pre-Initiation Complex (PIC) module.eIF3 mRNA-to-PIC binding complex.component eIF3lcomponent eIF3l of eIF3 mRNA-to-PIC binding complex (original description: pacid=37149780 transcript=Phvul.009G106900.1 locus=Phvul.009G106900 ID=Phvul.009G106900.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37150497 transcript=Phvul.009G036300.1 locus=Phvul.009G036300 ID=Phvul.009G036300.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37148905 transcript=Phvul.009G192300.1 locus=Phvul.009G192300 ID=Phvul.009G192300.1.v2.1 annot-version=v2.1)
Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PP4-class phosphatase complex.regulatory component PP4R3regulatory component PP4R3 of PP4 phosphatase complex (original description: pacid=37144661 transcript=Phvul.003G112400.1 locus=Phvul.003G112400 ID=Phvul.003G112400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148991 transcript=Phvul.009G032100.1 locus=Phvul.009G032100 ID=Phvul.009G032100.1.v2.1 annot-version=v2.1) & Protein EXORDIUM OS=Arabidopsis thaliana (sp|q9zpe7|exo_arath : 404.0)
RNA biosynthesis.organelle machinery.RNA polymerase activities.plastid-encoded RNA polymerase (PEP) complex.essential co-factor components.component PAP7/TAC14PAP7/TAC14 cofactor of plastid-encoded RNA polymerase (original description: pacid=37151543 transcript=Phvul.009G243500.2 locus=Phvul.009G243500 ID=Phvul.009G243500.2.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.sucrose metabolism.degradation.invertase activities.acid beta-fructofuranosidase (VIN)acid beta-fructofuranosidase (VIN) (original description: pacid=37175113 transcript=Phvul.002G061200.1 locus=Phvul.002G061200 ID=Phvul.002G061200.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.phosphate transporter (PHT4)phosphate transporter (PHT4) (original description: pacid=37161312 transcript=Phvul.008G061900.3 locus=Phvul.008G061900 ID=Phvul.008G061900.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.phosphate transporter (PHT4)phosphate transporter (PHT4) (original description: pacid=37161312 transcript=Phvul.008G061900.3 locus=Phvul.008G061900 ID=Phvul.008G061900.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.phosphate transporter (PHT4)phosphate transporter (PHT4) (original description: pacid=37161312 transcript=Phvul.008G061900.3 locus=Phvul.008G061900 ID=Phvul.008G061900.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151468 transcript=Phvul.009G226500.2 locus=Phvul.009G226500 ID=Phvul.009G226500.2.v2.1 annot-version=v2.1) & ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana (sp|q9ft72|rql3_arath : 811.0)
not assigned.annotated (original description: pacid=37151468 transcript=Phvul.009G226500.2 locus=Phvul.009G226500 ID=Phvul.009G226500.2.v2.1 annot-version=v2.1) & ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana (sp|q9ft72|rql3_arath : 811.0)
Nucleotide metabolism.purines.catabolism.allantoate amidohydrolase (AAH)allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
Nucleotide metabolism.purines.catabolism.allantoate amidohydrolase (AAH)allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
Nucleotide metabolism.purines.catabolism.allantoate amidohydrolase (AAH)allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
Nucleotide metabolism.purines.catabolism.allantoate amidohydrolase (AAH)allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37177485 transcript=Phvul.002G133900.2 locus=Phvul.002G133900 ID=Phvul.002G133900.2.v2.1 annot-version=v2.1)
Protein biosynthesis.translation initiation.Pre-Initiation Complex (PIC) module.eIF3 mRNA-to-PIC binding complex.component eIF3lcomponent eIF3l of eIF3 mRNA-to-PIC binding complex (original description: pacid=37149780 transcript=Phvul.009G106900.1 locus=Phvul.009G106900 ID=Phvul.009G106900.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB-related)transcription factor (MYB-related) (original description: pacid=37150497 transcript=Phvul.009G036300.1 locus=Phvul.009G036300 ID=Phvul.009G036300.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37148905 transcript=Phvul.009G192300.1 locus=Phvul.009G192300 ID=Phvul.009G192300.1.v2.1 annot-version=v2.1)
Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PP4-class phosphatase complex.regulatory component PP4R3regulatory component PP4R3 of PP4 phosphatase complex (original description: pacid=37144661 transcript=Phvul.003G112400.1 locus=Phvul.003G112400 ID=Phvul.003G112400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
not assigned.not annotated no hits & (original description: pacid=37172154 transcript=Phvul.006G104300.2 locus=Phvul.006G104300 ID=Phvul.006G104300.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37172154 transcript=Phvul.006G104300.2 locus=Phvul.006G104300 ID=Phvul.006G104300.2.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156354 transcript=Phvul.011G033500.1 locus=Phvul.011G033500 ID=Phvul.011G033500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g21090 OS=Arabidopsis thaliana (sp|q9skq4|pp167_arath : 607.0)
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB)transcription factor (MYB) (original description: pacid=37158898 transcript=Phvul.008G038200.1 locus=Phvul.008G038200 ID=Phvul.008G038200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37178778 transcript=Phvul.002G022400.1 locus=Phvul.002G022400 ID=Phvul.002G022400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g50420 OS=Arabidopsis thaliana (sp|q9sct2|pp277_arath : 413.0)
not assigned.annotated (original description: pacid=37174264 transcript=Phvul.L001644.1 locus=Phvul.L001644 ID=Phvul.L001644.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g25360 OS=Arabidopsis thaliana (sp|q9fri5|ppr57_arath : 1008.0)

Page 2972 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

not assigned.annotated (original description: pacid=37168645 transcript=Phvul.001G264132.1 locus=Phvul.001G264132 ID=Phvul.001G264132.1.v2.1 annot-version=v2.1) & Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH5 OS=Arabidopsis thaliana (sp|q38953|deah5_arath : 438.0)
Protein homeostasis.ubiquitin-proteasome system.26S proteasome.19S regulatory particle.non-ATPase components.regulatory component RPN3regulatory component RPN3 of 26S proteasome (original description: pacid=37150202 transcript=Phvul.009G019100.1 locus=Phvul.009G019100 ID=Phvul.009G019100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151497 transcript=Phvul.009G073900.1 locus=Phvul.009G073900 ID=Phvul.009G073900.1.v2.1 annot-version=v2.1)
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37146991 transcript=Phvul.003G159700.1 locus=Phvul.003G159700 ID=Phvul.003G159700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
not assigned.not annotated no hits & (original description: pacid=37172154 transcript=Phvul.006G104300.2 locus=Phvul.006G104300 ID=Phvul.006G104300.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37172154 transcript=Phvul.006G104300.2 locus=Phvul.006G104300 ID=Phvul.006G104300.2.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156354 transcript=Phvul.011G033500.1 locus=Phvul.011G033500 ID=Phvul.011G033500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g21090 OS=Arabidopsis thaliana (sp|q9skq4|pp167_arath : 607.0)
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB)transcription factor (MYB) (original description: pacid=37158898 transcript=Phvul.008G038200.1 locus=Phvul.008G038200 ID=Phvul.008G038200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37178778 transcript=Phvul.002G022400.1 locus=Phvul.002G022400 ID=Phvul.002G022400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g50420 OS=Arabidopsis thaliana (sp|q9sct2|pp277_arath : 413.0)
not assigned.annotated (original description: pacid=37174264 transcript=Phvul.L001644.1 locus=Phvul.L001644 ID=Phvul.L001644.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g25360 OS=Arabidopsis thaliana (sp|q9fri5|ppr57_arath : 1008.0)
not assigned.annotated (original description: pacid=37168645 transcript=Phvul.001G264132.1 locus=Phvul.001G264132 ID=Phvul.001G264132.1.v2.1 annot-version=v2.1) & Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH5 OS=Arabidopsis thaliana (sp|q38953|deah5_arath : 438.0)
Protein homeostasis.ubiquitin-proteasome system.26S proteasome.19S regulatory particle.non-ATPase components.regulatory component RPN3regulatory component RPN3 of 26S proteasome (original description: pacid=37150202 transcript=Phvul.009G019100.1 locus=Phvul.009G019100 ID=Phvul.009G019100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151497 transcript=Phvul.009G073900.1 locus=Phvul.009G073900 ID=Phvul.009G073900.1.v2.1 annot-version=v2.1)
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37146991 transcript=Phvul.003G159700.1 locus=Phvul.003G159700 ID=Phvul.003G159700.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37169210 transcript=Phvul.001G214600.7 locus=Phvul.001G214600 ID=Phvul.001G214600.7.v2.1 annot-version=v2.1)
Photosynthesis.photophosphorylation.photosystem II.PS-II complex.component PsbXcomponent PsbX of PS-II complex (original description: pacid=37148668 transcript=Phvul.009G228600.1 locus=Phvul.009G228600 ID=Phvul.009G228600.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37149156 transcript=Phvul.009G035800.1 locus=Phvul.009G035800 ID=Phvul.009G035800.1.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37156473 transcript=Phvul.011G134100.1 locus=Phvul.011G134100 ID=Phvul.011G134100.1.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155727 transcript=Phvul.011G134000.1 locus=Phvul.011G134000 ID=Phvul.011G134000.1.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37154718 transcript=Phvul.011G130800.1 locus=Phvul.011G130800 ID=Phvul.011G130800.1.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37156814 transcript=Phvul.011G081100.1 locus=Phvul.011G081100 ID=Phvul.011G081100.1.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37157156 transcript=Phvul.011G133300.1 locus=Phvul.011G133300 ID=Phvul.011G133300.1.v2.1 annot-version=v2.1) &
Cell cycle organisation.mitosis and meiosis.chromatin condensation.condensin I complex.component CAP-D2Acomponent CAP-D2A of condensin I complex (original description: pacid=37167459 transcript=Phvul.007G247800.1 locus=Phvul.007G247800 ID=Phvul.007G247800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37162297 transcript=Phvul.004G172000.1 locus=Phvul.004G172000 ID=Phvul.004G172000.1.v2.1 annot-version=v2.1)
Cytoskeleton organisation.microtubular network.microtubule Tubulin heterodimer formation.gamma-Tubulin Ring Complex (gamma-TuRC).component GCP2component GCP2 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37143582 transcript=Phvul.010G031700.5 locus=Phvul.010G031700 ID=Phvul.010G031700.5.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule Tubulin heterodimer formation.gamma-Tubulin Ring Complex (gamma-TuRC).component GCP2component GCP2 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37143582 transcript=Phvul.010G031700.5 locus=Phvul.010G031700 ID=Phvul.010G031700.5.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37153352 transcript=Phvul.005G105800.1 locus=Phvul.005G105800 ID=Phvul.005G105800.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37151943 transcript=Phvul.009G021200.1 locus=Phvul.009G021200 ID=Phvul.009G021200.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37149394 transcript=Phvul.009G226800.1 locus=Phvul.009G226800 ID=Phvul.009G226800.1.v2.1 annot-version=v2.1) & Protein LURP-one-related 6 OS=Arabidopsis thaliana (sp|q9zuf7|lor6_arath : 232.0)
not assigned.annotated (original description: pacid=37171980 transcript=Phvul.006G162000.1 locus=Phvul.006G162000 ID=Phvul.006G162000.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase MIEL1 OS=Arabidopsis thaliana (sp|q8vzk0|miel1_arath : 409.0)
not assigned.not annotated no hits & (original description: pacid=37175715 transcript=Phvul.002G038300.1 locus=Phvul.002G038300 ID=Phvul.002G038300.1.v2.1 annot-version=v2.1)
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (CrlRLK1)protein kinase (CrlRLK1) (original description: pacid=37165831 transcript=Phvul.007G188300.1 locus=Phvul.007G188300 ID=Phvul.007G188300.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-X protein kinase families.protein kinase (LRR-Xc)protein kinase (LRR-Xc) (original description: pacid=37163699 transcript=Phvul.004G084688.1 locus=Phvul.004G084688 ID=Phvul.004G084688.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37152177 transcript=Phvul.L001859.1 locus=Phvul.L001859 ID=Phvul.L001859.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37175319 transcript=Phvul.002G027900.2 locus=Phvul.002G027900 ID=Phvul.002G027900.2.v2.1 annot-version=v2.1) & Vicilin-like seed storage protein At2g18540 OS=Arabidopsis thaliana (sp|f4iqk5|vcl21_arath : 226.0)
Solute transport.primary active transport.P-type ATPase superfamily.P3 family.P3A-type proton-translocating ATPase (AHA)P3A-type proton-translocating ATPase (AHA) (original description: pacid=37153023 transcript=Phvul.005G180700.1 locus=Phvul.005G180700 ID=Phvul.005G180700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37163120 transcript=Phvul.004G153700.1 locus=Phvul.004G153700 ID=Phvul.004G153700.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At5g66520 OS=Arabidopsis thaliana (sp|q9fjy7|pp449_arath : 417.0)
not assigned.not annotated no hits & (original description: pacid=37169210 transcript=Phvul.001G214600.7 locus=Phvul.001G214600 ID=Phvul.001G214600.7.v2.1 annot-version=v2.1)
Photosynthesis.photophosphorylation.photosystem II.PS-II complex.component PsbXcomponent PsbX of PS-II complex (original description: pacid=37148668 transcript=Phvul.009G228600.1 locus=Phvul.009G228600 ID=Phvul.009G228600.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (MAP3K-RAF)protein kinase (MAP3K-RAF) (original description: pacid=37149156 transcript=Phvul.009G035800.1 locus=Phvul.009G035800 ID=Phvul.009G035800.1.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37156473 transcript=Phvul.011G134100.1 locus=Phvul.011G134100 ID=Phvul.011G134100.1.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37155727 transcript=Phvul.011G134000.1 locus=Phvul.011G134000 ID=Phvul.011G134000.1.v2.1 annot-version=v2.1) &
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Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37154718 transcript=Phvul.011G130800.1 locus=Phvul.011G130800 ID=Phvul.011G130800.1.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37156814 transcript=Phvul.011G081100.1 locus=Phvul.011G081100 ID=Phvul.011G081100.1.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.cysteine-type peptidase activities.C1-class protease (Papain)protease (Papain) (original description: pacid=37157156 transcript=Phvul.011G133300.1 locus=Phvul.011G133300 ID=Phvul.011G133300.1.v2.1 annot-version=v2.1) &
Cell cycle organisation.mitosis and meiosis.chromatin condensation.condensin I complex.component CAP-D2Acomponent CAP-D2A of condensin I complex (original description: pacid=37167459 transcript=Phvul.007G247800.1 locus=Phvul.007G247800 ID=Phvul.007G247800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37162297 transcript=Phvul.004G172000.1 locus=Phvul.004G172000 ID=Phvul.004G172000.1.v2.1 annot-version=v2.1)
Cytoskeleton organisation.microtubular network.microtubule Tubulin heterodimer formation.gamma-Tubulin Ring Complex (gamma-TuRC).component GCP2component GCP2 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37143582 transcript=Phvul.010G031700.5 locus=Phvul.010G031700 ID=Phvul.010G031700.5.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule Tubulin heterodimer formation.gamma-Tubulin Ring Complex (gamma-TuRC).component GCP2component GCP2 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37143582 transcript=Phvul.010G031700.5 locus=Phvul.010G031700 ID=Phvul.010G031700.5.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37153352 transcript=Phvul.005G105800.1 locus=Phvul.005G105800 ID=Phvul.005G105800.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37151943 transcript=Phvul.009G021200.1 locus=Phvul.009G021200 ID=Phvul.009G021200.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37149394 transcript=Phvul.009G226800.1 locus=Phvul.009G226800 ID=Phvul.009G226800.1.v2.1 annot-version=v2.1) & Protein LURP-one-related 6 OS=Arabidopsis thaliana (sp|q9zuf7|lor6_arath : 232.0)
not assigned.annotated (original description: pacid=37171980 transcript=Phvul.006G162000.1 locus=Phvul.006G162000 ID=Phvul.006G162000.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase MIEL1 OS=Arabidopsis thaliana (sp|q8vzk0|miel1_arath : 409.0)
not assigned.not annotated no hits & (original description: pacid=37175715 transcript=Phvul.002G038300.1 locus=Phvul.002G038300 ID=Phvul.002G038300.1.v2.1 annot-version=v2.1)
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (CrlRLK1)protein kinase (CrlRLK1) (original description: pacid=37165831 transcript=Phvul.007G188300.1 locus=Phvul.007G188300 ID=Phvul.007G188300.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.LRR-X protein kinase families.protein kinase (LRR-Xc)protein kinase (LRR-Xc) (original description: pacid=37163699 transcript=Phvul.004G084688.1 locus=Phvul.004G084688 ID=Phvul.004G084688.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37152177 transcript=Phvul.L001859.1 locus=Phvul.L001859 ID=Phvul.L001859.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37175319 transcript=Phvul.002G027900.2 locus=Phvul.002G027900 ID=Phvul.002G027900.2.v2.1 annot-version=v2.1) & Vicilin-like seed storage protein At2g18540 OS=Arabidopsis thaliana (sp|f4iqk5|vcl21_arath : 226.0)
Solute transport.primary active transport.P-type ATPase superfamily.P3 family.P3A-type proton-translocating ATPase (AHA)P3A-type proton-translocating ATPase (AHA) (original description: pacid=37153023 transcript=Phvul.005G180700.1 locus=Phvul.005G180700 ID=Phvul.005G180700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37163120 transcript=Phvul.004G153700.1 locus=Phvul.004G153700 ID=Phvul.004G153700.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At5g66520 OS=Arabidopsis thaliana (sp|q9fjy7|pp449_arath : 417.0)
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M18-class aspartyl aminopeptidase (DAP) (original description: pacid=37166631 transcript=Phvul.007G103100.1 locus=Phvul.007G103100 ID=Phvul.007G103100.1.v2.1 annot-version=v2.1) &
M18-class aspartyl aminopeptidase (DAP) (original description: pacid=37166631 transcript=Phvul.007G103100.1 locus=Phvul.007G103100 ID=Phvul.007G103100.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
miRNA/siRNA methyltransferase (HEN1) (original description: pacid=37175057 transcript=Phvul.002G198200.1 locus=Phvul.002G198200 ID=Phvul.002G198200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
miRNA/siRNA methyltransferase (HEN1) (original description: pacid=37175057 transcript=Phvul.002G198200.1 locus=Phvul.002G198200 ID=Phvul.002G198200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37169210 transcript=Phvul.001G214600.7 locus=Phvul.001G214600 ID=Phvul.001G214600.7.v2.1 annot-version=v2.1)
nucleotide sugar transporter (GONST1|2|3|4) (original description: pacid=37151677 transcript=Phvul.009G150800.1 locus=Phvul.009G150800 ID=Phvul.009G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174363 transcript=Phvul.002G261000.1 locus=Phvul.002G261000 ID=Phvul.002G261000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37169210 transcript=Phvul.001G214600.7 locus=Phvul.001G214600 ID=Phvul.001G214600.7.v2.1 annot-version=v2.1)
nucleotide sugar transporter (GONST1|2|3|4) (original description: pacid=37151677 transcript=Phvul.009G150800.1 locus=Phvul.009G150800 ID=Phvul.009G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174363 transcript=Phvul.002G261000.1 locus=Phvul.002G261000 ID=Phvul.002G261000.1.v2.1 annot-version=v2.1)
transcription factor (HSF) (original description: pacid=37168548 transcript=Phvul.001G022900.1 locus=Phvul.001G022900 ID=Phvul.001G022900.1.v2.1 annot-version=v2.1) &
modification writer component RING1 of modification writer protein components (original description: pacid=37158087 transcript=Phvul.008G128900.1 locus=Phvul.008G128900 ID=Phvul.008G128900.1.v2.1 annot-version=v2.1) &
ADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
ADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
ADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
ADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
protein factor SNU114/U5-116kDa of U5 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37147800 transcript=Phvul.003G174100.1 locus=Phvul.003G174100 ID=Phvul.003G174100.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37159373 transcript=Phvul.008G040500.1 locus=Phvul.008G040500 ID=Phvul.008G040500.1.v2.1 annot-version=v2.1) &
potassium cation transporter (HAK/KUP/KT) (original description: pacid=37163324 transcript=Phvul.004G018100.1 locus=Phvul.004G018100 ID=Phvul.004G018100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37160223 transcript=Phvul.008G290000.1 locus=Phvul.008G290000 ID=Phvul.008G290000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37152506 transcript=Phvul.005G040800.1 locus=Phvul.005G040800 ID=Phvul.005G040800.1.v2.1 annot-version=v2.1) & Callose synthase 2 OS=Arabidopsis thaliana (sp|q9sl03|cals2_arath : 318.0)
component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
transcription factor (HSF) (original description: pacid=37168548 transcript=Phvul.001G022900.1 locus=Phvul.001G022900 ID=Phvul.001G022900.1.v2.1 annot-version=v2.1) &
modification writer component RING1 of modification writer protein components (original description: pacid=37158087 transcript=Phvul.008G128900.1 locus=Phvul.008G128900 ID=Phvul.008G128900.1.v2.1 annot-version=v2.1) &
ADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
ADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
ADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
ADP-glucose pyrophosphorylase (original description: pacid=37170950 transcript=Phvul.001G219900.4 locus=Phvul.001G219900 ID=Phvul.001G219900.4.v2.1 annot-version=v2.1) &
protein factor SNU114/U5-116kDa of U5 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37147800 transcript=Phvul.003G174100.1 locus=Phvul.003G174100 ID=Phvul.003G174100.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37159373 transcript=Phvul.008G040500.1 locus=Phvul.008G040500 ID=Phvul.008G040500.1.v2.1 annot-version=v2.1) &
potassium cation transporter (HAK/KUP/KT) (original description: pacid=37163324 transcript=Phvul.004G018100.1 locus=Phvul.004G018100 ID=Phvul.004G018100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37160223 transcript=Phvul.008G290000.1 locus=Phvul.008G290000 ID=Phvul.008G290000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37152506 transcript=Phvul.005G040800.1 locus=Phvul.005G040800 ID=Phvul.005G040800.1.v2.1 annot-version=v2.1) & Callose synthase 2 OS=Arabidopsis thaliana (sp|q9sl03|cals2_arath : 318.0)
component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
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component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37148991 transcript=Phvul.009G032100.1 locus=Phvul.009G032100 ID=Phvul.009G032100.1.v2.1 annot-version=v2.1) & Protein EXORDIUM OS=Arabidopsis thaliana (sp|q9zpe7|exo_arath : 404.0)
PAP7/TAC14 cofactor of plastid-encoded RNA polymerase (original description: pacid=37151543 transcript=Phvul.009G243500.2 locus=Phvul.009G243500 ID=Phvul.009G243500.2.v2.1 annot-version=v2.1) &
acid beta-fructofuranosidase (VIN) (original description: pacid=37175113 transcript=Phvul.002G061200.1 locus=Phvul.002G061200 ID=Phvul.002G061200.1.v2.1 annot-version=v2.1) &
phosphate transporter (PHT4) (original description: pacid=37161312 transcript=Phvul.008G061900.3 locus=Phvul.008G061900 ID=Phvul.008G061900.3.v2.1 annot-version=v2.1) &
phosphate transporter (PHT4) (original description: pacid=37161312 transcript=Phvul.008G061900.3 locus=Phvul.008G061900 ID=Phvul.008G061900.3.v2.1 annot-version=v2.1) &
phosphate transporter (PHT4) (original description: pacid=37161312 transcript=Phvul.008G061900.3 locus=Phvul.008G061900 ID=Phvul.008G061900.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37151468 transcript=Phvul.009G226500.2 locus=Phvul.009G226500 ID=Phvul.009G226500.2.v2.1 annot-version=v2.1) & ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana (sp|q9ft72|rql3_arath : 811.0)
 (original description: pacid=37151468 transcript=Phvul.009G226500.2 locus=Phvul.009G226500 ID=Phvul.009G226500.2.v2.1 annot-version=v2.1) & ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana (sp|q9ft72|rql3_arath : 811.0)
allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37177485 transcript=Phvul.002G133900.2 locus=Phvul.002G133900 ID=Phvul.002G133900.2.v2.1 annot-version=v2.1)
component eIF3l of eIF3 mRNA-to-PIC binding complex (original description: pacid=37149780 transcript=Phvul.009G106900.1 locus=Phvul.009G106900 ID=Phvul.009G106900.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37150497 transcript=Phvul.009G036300.1 locus=Phvul.009G036300 ID=Phvul.009G036300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37148905 transcript=Phvul.009G192300.1 locus=Phvul.009G192300 ID=Phvul.009G192300.1.v2.1 annot-version=v2.1)
regulatory component PP4R3 of PP4 phosphatase complex (original description: pacid=37144661 transcript=Phvul.003G112400.1 locus=Phvul.003G112400 ID=Phvul.003G112400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148991 transcript=Phvul.009G032100.1 locus=Phvul.009G032100 ID=Phvul.009G032100.1.v2.1 annot-version=v2.1) & Protein EXORDIUM OS=Arabidopsis thaliana (sp|q9zpe7|exo_arath : 404.0)
PAP7/TAC14 cofactor of plastid-encoded RNA polymerase (original description: pacid=37151543 transcript=Phvul.009G243500.2 locus=Phvul.009G243500 ID=Phvul.009G243500.2.v2.1 annot-version=v2.1) &
acid beta-fructofuranosidase (VIN) (original description: pacid=37175113 transcript=Phvul.002G061200.1 locus=Phvul.002G061200 ID=Phvul.002G061200.1.v2.1 annot-version=v2.1) &
phosphate transporter (PHT4) (original description: pacid=37161312 transcript=Phvul.008G061900.3 locus=Phvul.008G061900 ID=Phvul.008G061900.3.v2.1 annot-version=v2.1) &
phosphate transporter (PHT4) (original description: pacid=37161312 transcript=Phvul.008G061900.3 locus=Phvul.008G061900 ID=Phvul.008G061900.3.v2.1 annot-version=v2.1) &
phosphate transporter (PHT4) (original description: pacid=37161312 transcript=Phvul.008G061900.3 locus=Phvul.008G061900 ID=Phvul.008G061900.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37151468 transcript=Phvul.009G226500.2 locus=Phvul.009G226500 ID=Phvul.009G226500.2.v2.1 annot-version=v2.1) & ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana (sp|q9ft72|rql3_arath : 811.0)
 (original description: pacid=37151468 transcript=Phvul.009G226500.2 locus=Phvul.009G226500 ID=Phvul.009G226500.2.v2.1 annot-version=v2.1) & ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana (sp|q9ft72|rql3_arath : 811.0)
allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
allantoate amidohydrolase (original description: pacid=37150600 transcript=Phvul.009G242900.4 locus=Phvul.009G242900 ID=Phvul.009G242900.4.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37177485 transcript=Phvul.002G133900.2 locus=Phvul.002G133900 ID=Phvul.002G133900.2.v2.1 annot-version=v2.1)
component eIF3l of eIF3 mRNA-to-PIC binding complex (original description: pacid=37149780 transcript=Phvul.009G106900.1 locus=Phvul.009G106900 ID=Phvul.009G106900.1.v2.1 annot-version=v2.1) &
transcription factor (MYB-related) (original description: pacid=37150497 transcript=Phvul.009G036300.1 locus=Phvul.009G036300 ID=Phvul.009G036300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37148905 transcript=Phvul.009G192300.1 locus=Phvul.009G192300 ID=Phvul.009G192300.1.v2.1 annot-version=v2.1)
regulatory component PP4R3 of PP4 phosphatase complex (original description: pacid=37144661 transcript=Phvul.003G112400.1 locus=Phvul.003G112400 ID=Phvul.003G112400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 no hits & (original description: pacid=37172154 transcript=Phvul.006G104300.2 locus=Phvul.006G104300 ID=Phvul.006G104300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172154 transcript=Phvul.006G104300.2 locus=Phvul.006G104300 ID=Phvul.006G104300.2.v2.1 annot-version=v2.1)
 (original description: pacid=37156354 transcript=Phvul.011G033500.1 locus=Phvul.011G033500 ID=Phvul.011G033500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g21090 OS=Arabidopsis thaliana (sp|q9skq4|pp167_arath : 607.0)
transcription factor (MYB) (original description: pacid=37158898 transcript=Phvul.008G038200.1 locus=Phvul.008G038200 ID=Phvul.008G038200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37178778 transcript=Phvul.002G022400.1 locus=Phvul.002G022400 ID=Phvul.002G022400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g50420 OS=Arabidopsis thaliana (sp|q9sct2|pp277_arath : 413.0)
 (original description: pacid=37174264 transcript=Phvul.L001644.1 locus=Phvul.L001644 ID=Phvul.L001644.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g25360 OS=Arabidopsis thaliana (sp|q9fri5|ppr57_arath : 1008.0)
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 (original description: pacid=37168645 transcript=Phvul.001G264132.1 locus=Phvul.001G264132 ID=Phvul.001G264132.1.v2.1 annot-version=v2.1) & Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH5 OS=Arabidopsis thaliana (sp|q38953|deah5_arath : 438.0)
regulatory component RPN3 of 26S proteasome (original description: pacid=37150202 transcript=Phvul.009G019100.1 locus=Phvul.009G019100 ID=Phvul.009G019100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151497 transcript=Phvul.009G073900.1 locus=Phvul.009G073900 ID=Phvul.009G073900.1.v2.1 annot-version=v2.1)
protein kinase (LRR-III) (original description: pacid=37146991 transcript=Phvul.003G159700.1 locus=Phvul.003G159700 ID=Phvul.003G159700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)
 no hits & (original description: pacid=37172154 transcript=Phvul.006G104300.2 locus=Phvul.006G104300 ID=Phvul.006G104300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172154 transcript=Phvul.006G104300.2 locus=Phvul.006G104300 ID=Phvul.006G104300.2.v2.1 annot-version=v2.1)
 (original description: pacid=37156354 transcript=Phvul.011G033500.1 locus=Phvul.011G033500 ID=Phvul.011G033500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g21090 OS=Arabidopsis thaliana (sp|q9skq4|pp167_arath : 607.0)
transcription factor (MYB) (original description: pacid=37158898 transcript=Phvul.008G038200.1 locus=Phvul.008G038200 ID=Phvul.008G038200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37178778 transcript=Phvul.002G022400.1 locus=Phvul.002G022400 ID=Phvul.002G022400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g50420 OS=Arabidopsis thaliana (sp|q9sct2|pp277_arath : 413.0)
 (original description: pacid=37174264 transcript=Phvul.L001644.1 locus=Phvul.L001644 ID=Phvul.L001644.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g25360 OS=Arabidopsis thaliana (sp|q9fri5|ppr57_arath : 1008.0)
 (original description: pacid=37168645 transcript=Phvul.001G264132.1 locus=Phvul.001G264132 ID=Phvul.001G264132.1.v2.1 annot-version=v2.1) & Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH5 OS=Arabidopsis thaliana (sp|q38953|deah5_arath : 438.0)
regulatory component RPN3 of 26S proteasome (original description: pacid=37150202 transcript=Phvul.009G019100.1 locus=Phvul.009G019100 ID=Phvul.009G019100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151497 transcript=Phvul.009G073900.1 locus=Phvul.009G073900 ID=Phvul.009G073900.1.v2.1 annot-version=v2.1)
protein kinase (LRR-III) (original description: pacid=37146991 transcript=Phvul.003G159700.1 locus=Phvul.003G159700 ID=Phvul.003G159700.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37169210 transcript=Phvul.001G214600.7 locus=Phvul.001G214600 ID=Phvul.001G214600.7.v2.1 annot-version=v2.1)
component PsbX of PS-II complex (original description: pacid=37148668 transcript=Phvul.009G228600.1 locus=Phvul.009G228600 ID=Phvul.009G228600.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37149156 transcript=Phvul.009G035800.1 locus=Phvul.009G035800 ID=Phvul.009G035800.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37156473 transcript=Phvul.011G134100.1 locus=Phvul.011G134100 ID=Phvul.011G134100.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155727 transcript=Phvul.011G134000.1 locus=Phvul.011G134000 ID=Phvul.011G134000.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37154718 transcript=Phvul.011G130800.1 locus=Phvul.011G130800 ID=Phvul.011G130800.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37156814 transcript=Phvul.011G081100.1 locus=Phvul.011G081100 ID=Phvul.011G081100.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37157156 transcript=Phvul.011G133300.1 locus=Phvul.011G133300 ID=Phvul.011G133300.1.v2.1 annot-version=v2.1) &
component CAP-D2A of condensin I complex (original description: pacid=37167459 transcript=Phvul.007G247800.1 locus=Phvul.007G247800 ID=Phvul.007G247800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37162297 transcript=Phvul.004G172000.1 locus=Phvul.004G172000 ID=Phvul.004G172000.1.v2.1 annot-version=v2.1)
component GCP2 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37143582 transcript=Phvul.010G031700.5 locus=Phvul.010G031700 ID=Phvul.010G031700.5.v2.1 annot-version=v2.1) &
component GCP2 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37143582 transcript=Phvul.010G031700.5 locus=Phvul.010G031700 ID=Phvul.010G031700.5.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37153352 transcript=Phvul.005G105800.1 locus=Phvul.005G105800 ID=Phvul.005G105800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151943 transcript=Phvul.009G021200.1 locus=Phvul.009G021200 ID=Phvul.009G021200.1.v2.1 annot-version=v2.1)
 (original description: pacid=37149394 transcript=Phvul.009G226800.1 locus=Phvul.009G226800 ID=Phvul.009G226800.1.v2.1 annot-version=v2.1) & Protein LURP-one-related 6 OS=Arabidopsis thaliana (sp|q9zuf7|lor6_arath : 232.0)
 (original description: pacid=37171980 transcript=Phvul.006G162000.1 locus=Phvul.006G162000 ID=Phvul.006G162000.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase MIEL1 OS=Arabidopsis thaliana (sp|q8vzk0|miel1_arath : 409.0)
 no hits & (original description: pacid=37175715 transcript=Phvul.002G038300.1 locus=Phvul.002G038300 ID=Phvul.002G038300.1.v2.1 annot-version=v2.1)
protein kinase (CrlRLK1) (original description: pacid=37165831 transcript=Phvul.007G188300.1 locus=Phvul.007G188300 ID=Phvul.007G188300.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-Xc) (original description: pacid=37163699 transcript=Phvul.004G084688.1 locus=Phvul.004G084688 ID=Phvul.004G084688.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37152177 transcript=Phvul.L001859.1 locus=Phvul.L001859 ID=Phvul.L001859.1.v2.1 annot-version=v2.1)
 (original description: pacid=37175319 transcript=Phvul.002G027900.2 locus=Phvul.002G027900 ID=Phvul.002G027900.2.v2.1 annot-version=v2.1) & Vicilin-like seed storage protein At2g18540 OS=Arabidopsis thaliana (sp|f4iqk5|vcl21_arath : 226.0)
P3A-type proton-translocating ATPase (AHA) (original description: pacid=37153023 transcript=Phvul.005G180700.1 locus=Phvul.005G180700 ID=Phvul.005G180700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37163120 transcript=Phvul.004G153700.1 locus=Phvul.004G153700 ID=Phvul.004G153700.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At5g66520 OS=Arabidopsis thaliana (sp|q9fjy7|pp449_arath : 417.0)
 no hits & (original description: pacid=37169210 transcript=Phvul.001G214600.7 locus=Phvul.001G214600 ID=Phvul.001G214600.7.v2.1 annot-version=v2.1)
component PsbX of PS-II complex (original description: pacid=37148668 transcript=Phvul.009G228600.1 locus=Phvul.009G228600 ID=Phvul.009G228600.1.v2.1 annot-version=v2.1) &
protein kinase (MAP3K-RAF) (original description: pacid=37149156 transcript=Phvul.009G035800.1 locus=Phvul.009G035800 ID=Phvul.009G035800.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37156473 transcript=Phvul.011G134100.1 locus=Phvul.011G134100 ID=Phvul.011G134100.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37155727 transcript=Phvul.011G134000.1 locus=Phvul.011G134000 ID=Phvul.011G134000.1.v2.1 annot-version=v2.1) &
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protease (Papain) (original description: pacid=37154718 transcript=Phvul.011G130800.1 locus=Phvul.011G130800 ID=Phvul.011G130800.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37156814 transcript=Phvul.011G081100.1 locus=Phvul.011G081100 ID=Phvul.011G081100.1.v2.1 annot-version=v2.1) &
protease (Papain) (original description: pacid=37157156 transcript=Phvul.011G133300.1 locus=Phvul.011G133300 ID=Phvul.011G133300.1.v2.1 annot-version=v2.1) &
component CAP-D2A of condensin I complex (original description: pacid=37167459 transcript=Phvul.007G247800.1 locus=Phvul.007G247800 ID=Phvul.007G247800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37162297 transcript=Phvul.004G172000.1 locus=Phvul.004G172000 ID=Phvul.004G172000.1.v2.1 annot-version=v2.1)
component GCP2 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37143582 transcript=Phvul.010G031700.5 locus=Phvul.010G031700 ID=Phvul.010G031700.5.v2.1 annot-version=v2.1) &
component GCP2 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37143582 transcript=Phvul.010G031700.5 locus=Phvul.010G031700 ID=Phvul.010G031700.5.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37153352 transcript=Phvul.005G105800.1 locus=Phvul.005G105800 ID=Phvul.005G105800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151943 transcript=Phvul.009G021200.1 locus=Phvul.009G021200 ID=Phvul.009G021200.1.v2.1 annot-version=v2.1)
 (original description: pacid=37149394 transcript=Phvul.009G226800.1 locus=Phvul.009G226800 ID=Phvul.009G226800.1.v2.1 annot-version=v2.1) & Protein LURP-one-related 6 OS=Arabidopsis thaliana (sp|q9zuf7|lor6_arath : 232.0)
 (original description: pacid=37171980 transcript=Phvul.006G162000.1 locus=Phvul.006G162000 ID=Phvul.006G162000.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase MIEL1 OS=Arabidopsis thaliana (sp|q8vzk0|miel1_arath : 409.0)
 no hits & (original description: pacid=37175715 transcript=Phvul.002G038300.1 locus=Phvul.002G038300 ID=Phvul.002G038300.1.v2.1 annot-version=v2.1)
protein kinase (CrlRLK1) (original description: pacid=37165831 transcript=Phvul.007G188300.1 locus=Phvul.007G188300 ID=Phvul.007G188300.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-Xc) (original description: pacid=37163699 transcript=Phvul.004G084688.1 locus=Phvul.004G084688 ID=Phvul.004G084688.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37152177 transcript=Phvul.L001859.1 locus=Phvul.L001859 ID=Phvul.L001859.1.v2.1 annot-version=v2.1)
 (original description: pacid=37175319 transcript=Phvul.002G027900.2 locus=Phvul.002G027900 ID=Phvul.002G027900.2.v2.1 annot-version=v2.1) & Vicilin-like seed storage protein At2g18540 OS=Arabidopsis thaliana (sp|f4iqk5|vcl21_arath : 226.0)
P3A-type proton-translocating ATPase (AHA) (original description: pacid=37153023 transcript=Phvul.005G180700.1 locus=Phvul.005G180700 ID=Phvul.005G180700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37163120 transcript=Phvul.004G153700.1 locus=Phvul.004G153700 ID=Phvul.004G153700.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At5g66520 OS=Arabidopsis thaliana (sp|q9fjy7|pp449_arath : 417.0)
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M18-class aspartyl aminopeptidase (DAP) (original description: pacid=37166631 transcript=Phvul.007G103100.1 locus=Phvul.007G103100 ID=Phvul.007G103100.1.v2.1 annot-version=v2.1) &
M18-class aspartyl aminopeptidase (DAP) (original description: pacid=37166631 transcript=Phvul.007G103100.1 locus=Phvul.007G103100 ID=Phvul.007G103100.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
miRNA/siRNA methyltransferase (HEN1) (original description: pacid=37175057 transcript=Phvul.002G198200.1 locus=Phvul.002G198200 ID=Phvul.002G198200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
 (original description: pacid=37150821 transcript=Phvul.009G006000.3 locus=Phvul.009G006000 ID=Phvul.009G006000.3.v2.1 annot-version=v2.1) & Phosphatidylinositol/phosphatidylcholine transfer protein SFH8 OS=Arabidopsis thaliana (sp|f4ihj0|sfh8_arath : 681.0)
miRNA/siRNA methyltransferase (HEN1) (original description: pacid=37175057 transcript=Phvul.002G198200.1 locus=Phvul.002G198200 ID=Phvul.002G198200.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (GONST1|2|3|4) (original description: pacid=37151677 transcript=Phvul.009G150800.1 locus=Phvul.009G150800 ID=Phvul.009G150800.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (GONST1|2|3|4) (original description: pacid=37151677 transcript=Phvul.009G150800.1 locus=Phvul.009G150800 ID=Phvul.009G150800.1.v2.1 annot-version=v2.1) &

modification writer component RING1 of modification writer protein components (original description: pacid=37158087 transcript=Phvul.008G128900.1 locus=Phvul.008G128900 ID=Phvul.008G128900.1.v2.1 annot-version=v2.1) &

protein factor SNU114/U5-116kDa of U5 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37147800 transcript=Phvul.003G174100.1 locus=Phvul.003G174100 ID=Phvul.003G174100.1.v2.1 annot-version=v2.1) &

potassium cation transporter (HAK/KUP/KT) (original description: pacid=37163324 transcript=Phvul.004G018100.1 locus=Phvul.004G018100 ID=Phvul.004G018100.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37152506 transcript=Phvul.005G040800.1 locus=Phvul.005G040800 ID=Phvul.005G040800.1.v2.1 annot-version=v2.1) & Callose synthase 2 OS=Arabidopsis thaliana (sp|q9sl03|cals2_arath : 318.0)
component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &

modification writer component RING1 of modification writer protein components (original description: pacid=37158087 transcript=Phvul.008G128900.1 locus=Phvul.008G128900 ID=Phvul.008G128900.1.v2.1 annot-version=v2.1) &

protein factor SNU114/U5-116kDa of U5 small nuclear ribonucleoprotein particle (snRNP) (original description: pacid=37147800 transcript=Phvul.003G174100.1 locus=Phvul.003G174100 ID=Phvul.003G174100.1.v2.1 annot-version=v2.1) &

potassium cation transporter (HAK/KUP/KT) (original description: pacid=37163324 transcript=Phvul.004G018100.1 locus=Phvul.004G018100 ID=Phvul.004G018100.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37152506 transcript=Phvul.005G040800.1 locus=Phvul.005G040800 ID=Phvul.005G040800.1.v2.1 annot-version=v2.1) & Callose synthase 2 OS=Arabidopsis thaliana (sp|q9sl03|cals2_arath : 318.0)
component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
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component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
component Symplekin/Pta1 of Cleavage and Polyadenylation Specificity Factor (CPSF) complex (original description: pacid=37144029 transcript=Phvul.010G000700.3 locus=Phvul.010G000700 ID=Phvul.010G000700.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37148991 transcript=Phvul.009G032100.1 locus=Phvul.009G032100 ID=Phvul.009G032100.1.v2.1 annot-version=v2.1) & Protein EXORDIUM OS=Arabidopsis thaliana (sp|q9zpe7|exo_arath : 404.0)
PAP7/TAC14 cofactor of plastid-encoded RNA polymerase (original description: pacid=37151543 transcript=Phvul.009G243500.2 locus=Phvul.009G243500 ID=Phvul.009G243500.2.v2.1 annot-version=v2.1) &
acid beta-fructofuranosidase (VIN) (original description: pacid=37175113 transcript=Phvul.002G061200.1 locus=Phvul.002G061200 ID=Phvul.002G061200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37151468 transcript=Phvul.009G226500.2 locus=Phvul.009G226500 ID=Phvul.009G226500.2.v2.1 annot-version=v2.1) & ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana (sp|q9ft72|rql3_arath : 811.0)
 (original description: pacid=37151468 transcript=Phvul.009G226500.2 locus=Phvul.009G226500 ID=Phvul.009G226500.2.v2.1 annot-version=v2.1) & ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana (sp|q9ft72|rql3_arath : 811.0)

component eIF3l of eIF3 mRNA-to-PIC binding complex (original description: pacid=37149780 transcript=Phvul.009G106900.1 locus=Phvul.009G106900 ID=Phvul.009G106900.1.v2.1 annot-version=v2.1) &

regulatory component PP4R3 of PP4 phosphatase complex (original description: pacid=37144661 transcript=Phvul.003G112400.1 locus=Phvul.003G112400 ID=Phvul.003G112400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148991 transcript=Phvul.009G032100.1 locus=Phvul.009G032100 ID=Phvul.009G032100.1.v2.1 annot-version=v2.1) & Protein EXORDIUM OS=Arabidopsis thaliana (sp|q9zpe7|exo_arath : 404.0)
PAP7/TAC14 cofactor of plastid-encoded RNA polymerase (original description: pacid=37151543 transcript=Phvul.009G243500.2 locus=Phvul.009G243500 ID=Phvul.009G243500.2.v2.1 annot-version=v2.1) &
acid beta-fructofuranosidase (VIN) (original description: pacid=37175113 transcript=Phvul.002G061200.1 locus=Phvul.002G061200 ID=Phvul.002G061200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37151468 transcript=Phvul.009G226500.2 locus=Phvul.009G226500 ID=Phvul.009G226500.2.v2.1 annot-version=v2.1) & ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana (sp|q9ft72|rql3_arath : 811.0)
 (original description: pacid=37151468 transcript=Phvul.009G226500.2 locus=Phvul.009G226500 ID=Phvul.009G226500.2.v2.1 annot-version=v2.1) & ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana (sp|q9ft72|rql3_arath : 811.0)

component eIF3l of eIF3 mRNA-to-PIC binding complex (original description: pacid=37149780 transcript=Phvul.009G106900.1 locus=Phvul.009G106900 ID=Phvul.009G106900.1.v2.1 annot-version=v2.1) &

regulatory component PP4R3 of PP4 phosphatase complex (original description: pacid=37144661 transcript=Phvul.003G112400.1 locus=Phvul.003G112400 ID=Phvul.003G112400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)

 (original description: pacid=37156354 transcript=Phvul.011G033500.1 locus=Phvul.011G033500 ID=Phvul.011G033500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g21090 OS=Arabidopsis thaliana (sp|q9skq4|pp167_arath : 607.0)

 (original description: pacid=37178778 transcript=Phvul.002G022400.1 locus=Phvul.002G022400 ID=Phvul.002G022400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g50420 OS=Arabidopsis thaliana (sp|q9sct2|pp277_arath : 413.0)
 (original description: pacid=37174264 transcript=Phvul.L001644.1 locus=Phvul.L001644 ID=Phvul.L001644.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g25360 OS=Arabidopsis thaliana (sp|q9fri5|ppr57_arath : 1008.0)
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 (original description: pacid=37168645 transcript=Phvul.001G264132.1 locus=Phvul.001G264132 ID=Phvul.001G264132.1.v2.1 annot-version=v2.1) & Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH5 OS=Arabidopsis thaliana (sp|q38953|deah5_arath : 438.0)
regulatory component RPN3 of 26S proteasome (original description: pacid=37150202 transcript=Phvul.009G019100.1 locus=Phvul.009G019100 ID=Phvul.009G019100.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37173420 transcript=Phvul.006G151200.1 locus=Phvul.006G151200 ID=Phvul.006G151200.1.v2.1 annot-version=v2.1) & RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana (sp|q9svs0|pus6_arath : 622.0)

 (original description: pacid=37156354 transcript=Phvul.011G033500.1 locus=Phvul.011G033500 ID=Phvul.011G033500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At2g21090 OS=Arabidopsis thaliana (sp|q9skq4|pp167_arath : 607.0)

 (original description: pacid=37178778 transcript=Phvul.002G022400.1 locus=Phvul.002G022400 ID=Phvul.002G022400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g50420 OS=Arabidopsis thaliana (sp|q9sct2|pp277_arath : 413.0)
 (original description: pacid=37174264 transcript=Phvul.L001644.1 locus=Phvul.L001644 ID=Phvul.L001644.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g25360 OS=Arabidopsis thaliana (sp|q9fri5|ppr57_arath : 1008.0)
 (original description: pacid=37168645 transcript=Phvul.001G264132.1 locus=Phvul.001G264132 ID=Phvul.001G264132.1.v2.1 annot-version=v2.1) & Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH5 OS=Arabidopsis thaliana (sp|q38953|deah5_arath : 438.0)
regulatory component RPN3 of 26S proteasome (original description: pacid=37150202 transcript=Phvul.009G019100.1 locus=Phvul.009G019100 ID=Phvul.009G019100.1.v2.1 annot-version=v2.1) &

component CAP-D2A of condensin I complex (original description: pacid=37167459 transcript=Phvul.007G247800.1 locus=Phvul.007G247800 ID=Phvul.007G247800.1.v2.1 annot-version=v2.1) &

component GCP2 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37143582 transcript=Phvul.010G031700.5 locus=Phvul.010G031700 ID=Phvul.010G031700.5.v2.1 annot-version=v2.1) &
component GCP2 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37143582 transcript=Phvul.010G031700.5 locus=Phvul.010G031700 ID=Phvul.010G031700.5.v2.1 annot-version=v2.1) &

 (original description: pacid=37149394 transcript=Phvul.009G226800.1 locus=Phvul.009G226800 ID=Phvul.009G226800.1.v2.1 annot-version=v2.1) & Protein LURP-one-related 6 OS=Arabidopsis thaliana (sp|q9zuf7|lor6_arath : 232.0)
 (original description: pacid=37171980 transcript=Phvul.006G162000.1 locus=Phvul.006G162000 ID=Phvul.006G162000.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase MIEL1 OS=Arabidopsis thaliana (sp|q8vzk0|miel1_arath : 409.0)

 (original description: pacid=37175319 transcript=Phvul.002G027900.2 locus=Phvul.002G027900 ID=Phvul.002G027900.2.v2.1 annot-version=v2.1) & Vicilin-like seed storage protein At2g18540 OS=Arabidopsis thaliana (sp|f4iqk5|vcl21_arath : 226.0)
P3A-type proton-translocating ATPase (AHA) (original description: pacid=37153023 transcript=Phvul.005G180700.1 locus=Phvul.005G180700 ID=Phvul.005G180700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37163120 transcript=Phvul.004G153700.1 locus=Phvul.004G153700 ID=Phvul.004G153700.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At5g66520 OS=Arabidopsis thaliana (sp|q9fjy7|pp449_arath : 417.0)
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component CAP-D2A of condensin I complex (original description: pacid=37167459 transcript=Phvul.007G247800.1 locus=Phvul.007G247800 ID=Phvul.007G247800.1.v2.1 annot-version=v2.1) &

component GCP2 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37143582 transcript=Phvul.010G031700.5 locus=Phvul.010G031700 ID=Phvul.010G031700.5.v2.1 annot-version=v2.1) &
component GCP2 of gamma-Tubulin ring complex (gamma-TuRC) (original description: pacid=37143582 transcript=Phvul.010G031700.5 locus=Phvul.010G031700 ID=Phvul.010G031700.5.v2.1 annot-version=v2.1) &

 (original description: pacid=37149394 transcript=Phvul.009G226800.1 locus=Phvul.009G226800 ID=Phvul.009G226800.1.v2.1 annot-version=v2.1) & Protein LURP-one-related 6 OS=Arabidopsis thaliana (sp|q9zuf7|lor6_arath : 232.0)
 (original description: pacid=37171980 transcript=Phvul.006G162000.1 locus=Phvul.006G162000 ID=Phvul.006G162000.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase MIEL1 OS=Arabidopsis thaliana (sp|q8vzk0|miel1_arath : 409.0)

 (original description: pacid=37175319 transcript=Phvul.002G027900.2 locus=Phvul.002G027900 ID=Phvul.002G027900.2.v2.1 annot-version=v2.1) & Vicilin-like seed storage protein At2g18540 OS=Arabidopsis thaliana (sp|f4iqk5|vcl21_arath : 226.0)
P3A-type proton-translocating ATPase (AHA) (original description: pacid=37153023 transcript=Phvul.005G180700.1 locus=Phvul.005G180700 ID=Phvul.005G180700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37163120 transcript=Phvul.004G153700.1 locus=Phvul.004G153700 ID=Phvul.004G153700.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At5g66520 OS=Arabidopsis thaliana (sp|q9fjy7|pp449_arath : 417.0)
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miRNA_Acc. Target_Acc. Expectation UPE$ miRNA_start miRNA_end
aaaccguuaccauuacugaguuPhvul.004G064100.1 3 -1 1 22
aaaccguuaccauuacugaguuPhvul.009G096000.1 3 -1 1 22
aaaccguuaccauuacugaguuPhvul.008G049000.1 3 -1 1 22
aaaccguuaccauuacugaguuuPhvul.004G064100.1 3 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G096000.1 3 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G064100.1 3 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G096000.1 3 -1 1 23
aaaccguuaccauuacugaguuPhvul.009G196100.1 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.008G199900.1 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.007G157000.1 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.009G104850.1 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.004G038100.1 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G073600.2 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G073600.1 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.L001604.3 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.L001604.2 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.L001604.1 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.004G160700.1 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G152300.3 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G152300.2 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G152300.1 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.003G229300.1 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.003G229300.2 3.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.003G178200.1 3.5 -1 1 22
aaaccguuaccauuacugaguuuPhvul.009G196100.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G199900.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G157000.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G160700.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G104850.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.L001604.3 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.L001604.2 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.L001604.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G038100.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G073600.2 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G073600.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G196100.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G199900.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G157000.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G160700.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G104850.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.L001604.3 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.L001604.2 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.L001604.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G038100.1 3.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G073600.2 3.5 -1 1 23
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aaaccguuaccauuacugaguuuPhvul.011G073600.1 3.5 -1 1 23
aaaccguuaccauuacugaguuPhvul.002G289600.3 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.002G289600.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.002G289600.2 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.002G041900.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.010G108300.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G148800.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G214700.4 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G214700.3 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G214700.2 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G214700.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.002G231800.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G137000.3 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G137000.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G137000.4 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G137000.6 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.002G226900.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G137000.5 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G137000.2 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.007G222000.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.007G029200.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.003G058400.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.002G250000.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.004G028100.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.008G216700.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.008G216700.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.002G190100.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.004G087000.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.001G036500.1 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G102100.2 4 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G102100.1 4 -1 1 22
aaaccguuaccauuacugaguuuPhvul.002G289600.3 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.002G289600.1 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.002G289600.2 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.002G041900.1 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G148800.1 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G108300.1 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G214700.2 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G214700.1 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G214700.4 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G214700.3 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G216700.1 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G216700.1 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G036500.1 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.002G289600.3 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.002G289600.1 4 -1 1 23
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aaaccguuaccauuacugaguuuPhvul.002G289600.2 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.002G041900.1 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G148800.1 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G108300.1 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G214700.2 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G214700.1 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G214700.4 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G214700.3 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G216700.1 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G216700.1 4 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G036500.1 4 -1 1 23
aaaccguuaccauuacugaguuPhvul.001G052300.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.010G110700.2 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.010G110700.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.009G100000.5 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.009G100000.4 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.009G100000.3 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.009G100000.2 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.001G073300.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.008G279750.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.010G152600.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G021500.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.009G177300.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.007G147400.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.003G178100.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G102400.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.001G106800.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.007G261100.2 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.007G261100.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G187600.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G148800.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G148800.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.002G044500.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.007G113300.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G206800.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.010G144900.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.002G083800.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.001G067500.3 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.001G067500.2 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.001G067500.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G045600.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.010G156000.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.007G055500.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.007G055500.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G154600.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G154600.3 4.5 -1 1 22
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aaaccguuaccauuacugaguuPhvul.007G055200.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.007G055200.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G154600.2 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.008G273100.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.008G216700.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.010G121200.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.010G121200.2 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.007G270500.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.004G125900.1 4.5 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G027200.1 4.5 -1 1 22
aaaccguuaccauuacugaguuuPhvul.010G110700.2 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G110700.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G052300.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G279750.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G100000.5 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G100000.4 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G100000.3 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G100000.2 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G073300.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G152600.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G102400.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G148800.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G148800.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G121200.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G121200.2 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G125900.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.002G044500.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G113300.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G021500.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G177300.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G147400.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.003G178100.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.005G154600.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.005G154600.3 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G106800.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G261100.2 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G261100.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G187600.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.005G154600.2 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G273100.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.005G065300.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G206800.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G045600.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G216700.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G111800.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G144900.1 4.5 -1 1 23
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aaaccguuaccauuacugaguuuPhvul.002G083800.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G270500.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G067500.3 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G110700.2 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G110700.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G052300.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G279750.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G100000.5 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G100000.4 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G100000.3 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G100000.2 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G073300.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G152600.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G102400.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G148800.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G148800.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G121200.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G121200.2 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G125900.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.002G044500.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G113300.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G021500.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G177300.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G147400.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.003G178100.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.005G154600.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.005G154600.3 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G106800.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G261100.2 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G261100.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G187600.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.005G154600.2 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G273100.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.005G065300.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G206800.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G045600.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G216700.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G111800.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G144900.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.002G083800.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G270500.1 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G067500.3 4.5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G067500.2 4.5 -1 1 23
aaaccguuaccauuacugaguuPhvul.011G133575.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G133575.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G133575.1 5 -1 1 22
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Do not distribute

aaaccguuaccauuacugaguuPhvul.011G133575.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G133575.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G133575.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.004G019300.2 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.004G019300.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.009G104850.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.009G104850.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.009G104850.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.003G158800.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G173500.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.002G183700.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G102400.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.007G027000.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G043000.2 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G148800.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G069000.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G206800.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G054600.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.001G024200.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.008G060700.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.004G147900.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.001G057200.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.009G046200.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G133400.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.008G111100.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G070000.2 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.L001687.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.008G033500.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.008G036100.2 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.009G198900.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.008G036100.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G037000.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.001G205600.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.011G159400.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.004G061900.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.006G048000.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.009G007900.1 5 -1 1 22
aaaccguuaccauuacugaguuPhvul.005G067950.1 5 -1 1 22
aaaccguuaccauuacugaguuuPhvul.011G133575.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G133575.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G133575.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G133575.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G133575.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G133575.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G173500.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.002G183700.1 5 -1 1 23
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Do not distribute

aaaccguuaccauuacugaguuuPhvul.005G043000.2 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G019300.2 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G019300.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G069000.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.002G231800.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.L001687.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G102400.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G037000.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G104850.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G104850.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G104850.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.003G158800.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G057200.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G057900.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G027000.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G063500.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G060700.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G110000.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G003800.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G063500.2 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G206800.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.005G054600.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G024200.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G098000.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G098000.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G033500.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G028900.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G036100.2 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G036100.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G061900.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G048000.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G156900.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G133575.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G133575.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G133575.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G133575.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G133575.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G133575.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G173500.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.002G183700.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.005G043000.2 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G019300.2 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G019300.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G069000.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.002G231800.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.L001687.1 5 -1 1 23
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Do not distribute

aaaccguuaccauuacugaguuuPhvul.011G102400.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G037000.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G104850.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G104850.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G104850.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.003G158800.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G057200.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G057900.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G027000.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G063500.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G060700.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G110000.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.010G003800.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.009G063500.2 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G206800.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.005G054600.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.001G024200.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G098000.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G098000.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G033500.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.011G028900.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G036100.2 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.008G036100.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.004G061900.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.006G048000.1 5 -1 1 23
aaaccguuaccauuacugaguuuPhvul.007G156900.1 5 -1 1 23
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Do not distribute

Target_start Target_end miRNA_aligned_fragmentalignment Target_aligned_fragmentInhibition Target_Desc.
119 140 AAACCGUUACCAUUACUGAGUU  ::. :: :::::::.:::::GCCUUUGUCAUGGUAAUGGUUUCleavage pacid=37161909 locus=Phvul.004G064100 ID=Phvul.004G064100.1.v2.1 annot-version=v2.1
646 667 AAACCGUUACCAUUACUGAGUU   :.: :::::::::: ::::AUAUUAAUAAUGGUAACUGUUUCleavage pacid=37150946 locus=Phvul.009G096000 ID=Phvul.009G096000.1.v2.1 annot-version=v2.1

1051 1072 AAACCGUUACCAUUACUGAGUU   : : :::::::.:.:::::UCGUGAAUAAUGGUGAUGGUUUCleavage pacid=37161420 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1
118 140 AAACCGUUACCAUUACUGAGUUU   ::. :: :::::::.:::::GGCCUUUGUCAUGGUAAUGGUUUCleavage pacid=37161909 locus=Phvul.004G064100 ID=Phvul.004G064100.1.v2.1 annot-version=v2.1
645 667 AAACCGUUACCAUUACUGAGUUU    :.: :::::::::: ::::UAUAUUAAUAAUGGUAACUGUUUCleavage pacid=37150946 locus=Phvul.009G096000 ID=Phvul.009G096000.1.v2.1 annot-version=v2.1
118 140 AAACCGUUACCAUUACUGAGUUU   ::. :: :::::::.:::::GGCCUUUGUCAUGGUAAUGGUUUCleavage pacid=37161909 locus=Phvul.004G064100 ID=Phvul.004G064100.1.v2.1 annot-version=v2.1
645 667 AAACCGUUACCAUUACUGAGUUU    :.: :::::::::: ::::UAUAUUAAUAAUGGUAACUGUUUCleavage pacid=37150946 locus=Phvul.009G096000 ID=Phvul.009G096000.1.v2.1 annot-version=v2.1
138 159 AAACCGUUACCAUUACUGAGUU::.::::::.:: :::.:::: AAUUCAGUAGUGUUAAUGGUUCTranslation pacid=37148987 locus=Phvul.009G196100 ID=Phvul.009G196100.1.v2.1 annot-version=v2.1
645 666 AAACCGUUACCAUUACUGAGUU..::::::::: ::: .:::::GGCUCAGUAAUAGUAUUGGUUUTranslation pacid=37159372 locus=Phvul.008G199900 ID=Phvul.008G199900.1.v2.1 annot-version=v2.1

1217 1238 AAACCGUUACCAUUACUGAGUU: : ::::::::::.:.:: ::ACCACAGUAAUGGUGAUGGGUUCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1
193 214 AAACCGUUACCAUUACUGAGUU  .:..::..::::...:::::GUUUUGGUGGUGGUGGUGGUUUCleavage pacid=37151350 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1

1819 1840 AAACCGUUACCAUUACUGAGUU  ::::: :::: :.:.:::::UUCUCAGAAAUGUUGAUGGUUUTranslation pacid=37163516 locus=Phvul.004G038100 ID=Phvul.004G038100.1.v2.1 annot-version=v2.1
2711 2732 AAACCGUUACCAUUACUGAGUU    ..::.:::::.:.:::::AUAAUGGUGAUGGUGAUGGUUUCleavage pacid=37155087 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1
2714 2735 AAACCGUUACCAUUACUGAGUU    ..::.:::::.:.:::::AUAAUGGUGAUGGUGAUGGUUUCleavage pacid=37155086 locus=Phvul.011G073600 ID=Phvul.011G073600.1.v2.1 annot-version=v2.1

321 342 AAACCGUUACCAUUACUGAGUU  .:::: :.::::::. ::::GUUUCAGAAGUGGUAAUCGUUUCleavage pacid=37157499 locus=Phvul.L001604 ID=Phvul.L001604.3.v2.1 annot-version=v2.1
298 319 AAACCGUUACCAUUACUGAGUU  .:::: :.::::::. ::::GUUUCAGAAGUGGUAAUCGUUUCleavage pacid=37157498 locus=Phvul.L001604 ID=Phvul.L001604.2.v2.1 annot-version=v2.1
316 337 AAACCGUUACCAUUACUGAGUU  .:::: :.::::::. ::::GUUUCAGAAGUGGUAAUCGUUUCleavage pacid=37157497 locus=Phvul.L001604 ID=Phvul.L001604.1.v2.1 annot-version=v2.1

28 49 AAACCGUUACCAUUACUGAGUU    ::: ::::: ::::::::GAGACAGCAAUGGGAACGGUUUCleavage pacid=37162066 locus=Phvul.004G160700 ID=Phvul.004G160700.1.v2.1 annot-version=v2.1
1182 1203 AAACCGUUACCAUUACUGAGUU   :::: .::::::..:::: AUAUCAGAGAUGGUAGUGGUUGCleavage pacid=37155634 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1
1264 1285 AAACCGUUACCAUUACUGAGUU   :::: .::::::..:::: AUAUCAGAGAUGGUAGUGGUUGCleavage pacid=37155633 locus=Phvul.011G152300 ID=Phvul.011G152300.2.v2.1 annot-version=v2.1
1264 1285 AAACCGUUACCAUUACUGAGUU   :::: .::::::..:::: AUAUCAGAGAUGGUAGUGGUUGCleavage pacid=37155632 locus=Phvul.011G152300 ID=Phvul.011G152300.1.v2.1 annot-version=v2.1

43 64 AAACCGUUACCAUUACUGAGUU   :.. :.::::::..:::::GUAUUGAUGAUGGUAGUGGUUUCleavage pacid=37147054 locus=Phvul.003G229300 ID=Phvul.003G229300.1.v2.1 annot-version=v2.1
43 64 AAACCGUUACCAUUACUGAGUU   :.. :.::::::..:::::GUAUUGAUGAUGGUAGUGGUUUCleavage pacid=37147055 locus=Phvul.003G229300 ID=Phvul.003G229300.2.v2.1 annot-version=v2.1

121 142 AAACCGUUACCAUUACUGAGUU   :::: ::::::..: ::::CCAUCAGCAAUGGUGGCUGUUUCleavage pacid=37145367 locus=Phvul.003G178200 ID=Phvul.003G178200.1.v2.1 annot-version=v2.1
137 159 AAACCGUUACCAUUACUGAGUUU ::.::::::.:: :::.:::: CAAUUCAGUAGUGUUAAUGGUUCTranslation pacid=37148987 locus=Phvul.009G196100 ID=Phvul.009G196100.1.v2.1 annot-version=v2.1
644 666 AAACCGUUACCAUUACUGAGUUU...::::::::: ::: .:::::GGGCUCAGUAAUAGUAUUGGUUUTranslation pacid=37159372 locus=Phvul.008G199900 ID=Phvul.008G199900.1.v2.1 annot-version=v2.1

1216 1238 AAACCGUUACCAUUACUGAGUUU:: : ::::::::::.:.:: ::AACCACAGUAAUGGUGAUGGGUUCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1
27 49 AAACCGUUACCAUUACUGAGUUU:.:  ::: ::::: ::::::::AGAGACAGCAAUGGGAACGGUUUCleavage pacid=37162066 locus=Phvul.004G160700 ID=Phvul.004G160700.1.v2.1 annot-version=v2.1

192 214 AAACCGUUACCAUUACUGAGUUU   .:..::..::::...:::::GGUUUUGGUGGUGGUGGUGGUUUCleavage pacid=37151350 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1
320 342 AAACCGUUACCAUUACUGAGUUU:. .:::: :.::::::. ::::AGUUUCAGAAGUGGUAAUCGUUUCleavage pacid=37157499 locus=Phvul.L001604 ID=Phvul.L001604.3.v2.1 annot-version=v2.1
297 319 AAACCGUUACCAUUACUGAGUUU:. .:::: :.::::::. ::::AGUUUCAGAAGUGGUAAUCGUUUCleavage pacid=37157498 locus=Phvul.L001604 ID=Phvul.L001604.2.v2.1 annot-version=v2.1
315 337 AAACCGUUACCAUUACUGAGUUU:. .:::: :.::::::. ::::AGUUUCAGAAGUGGUAAUCGUUUCleavage pacid=37157497 locus=Phvul.L001604 ID=Phvul.L001604.1.v2.1 annot-version=v2.1

1818 1840 AAACCGUUACCAUUACUGAGUUU   ::::: :::: :.:.:::::GUUCUCAGAAAUGUUGAUGGUUUTranslation pacid=37163516 locus=Phvul.004G038100 ID=Phvul.004G038100.1.v2.1 annot-version=v2.1
2710 2732 AAACCGUUACCAUUACUGAGUUU     ..::.:::::.:.:::::AAUAAUGGUGAUGGUGAUGGUUUCleavage pacid=37155087 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1
2713 2735 AAACCGUUACCAUUACUGAGUUU     ..::.:::::.:.:::::AAUAAUGGUGAUGGUGAUGGUUUCleavage pacid=37155086 locus=Phvul.011G073600 ID=Phvul.011G073600.1.v2.1 annot-version=v2.1

137 159 AAACCGUUACCAUUACUGAGUUU ::.::::::.:: :::.:::: CAAUUCAGUAGUGUUAAUGGUUCTranslation pacid=37148987 locus=Phvul.009G196100 ID=Phvul.009G196100.1.v2.1 annot-version=v2.1
644 666 AAACCGUUACCAUUACUGAGUUU...::::::::: ::: .:::::GGGCUCAGUAAUAGUAUUGGUUUTranslation pacid=37159372 locus=Phvul.008G199900 ID=Phvul.008G199900.1.v2.1 annot-version=v2.1

1216 1238 AAACCGUUACCAUUACUGAGUUU:: : ::::::::::.:.:: ::AACCACAGUAAUGGUGAUGGGUUCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1
27 49 AAACCGUUACCAUUACUGAGUUU:.:  ::: ::::: ::::::::AGAGACAGCAAUGGGAACGGUUUCleavage pacid=37162066 locus=Phvul.004G160700 ID=Phvul.004G160700.1.v2.1 annot-version=v2.1

192 214 AAACCGUUACCAUUACUGAGUUU   .:..::..::::...:::::GGUUUUGGUGGUGGUGGUGGUUUCleavage pacid=37151350 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1
320 342 AAACCGUUACCAUUACUGAGUUU:. .:::: :.::::::. ::::AGUUUCAGAAGUGGUAAUCGUUUCleavage pacid=37157499 locus=Phvul.L001604 ID=Phvul.L001604.3.v2.1 annot-version=v2.1
297 319 AAACCGUUACCAUUACUGAGUUU:. .:::: :.::::::. ::::AGUUUCAGAAGUGGUAAUCGUUUCleavage pacid=37157498 locus=Phvul.L001604 ID=Phvul.L001604.2.v2.1 annot-version=v2.1
315 337 AAACCGUUACCAUUACUGAGUUU:. .:::: :.::::::. ::::AGUUUCAGAAGUGGUAAUCGUUUCleavage pacid=37157497 locus=Phvul.L001604 ID=Phvul.L001604.1.v2.1 annot-version=v2.1

1818 1840 AAACCGUUACCAUUACUGAGUUU   ::::: :::: :.:.:::::GUUCUCAGAAAUGUUGAUGGUUUTranslation pacid=37163516 locus=Phvul.004G038100 ID=Phvul.004G038100.1.v2.1 annot-version=v2.1
2710 2732 AAACCGUUACCAUUACUGAGUUU     ..::.:::::.:.:::::AAUAAUGGUGAUGGUGAUGGUUUCleavage pacid=37155087 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1
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2713 2735 AAACCGUUACCAUUACUGAGUUU     ..::.:::::.:.:::::AAUAAUGGUGAUGGUGAUGGUUUCleavage pacid=37155086 locus=Phvul.011G073600 ID=Phvul.011G073600.1.v2.1 annot-version=v2.1
1940 1961 AAACCGUUACCAUUACUGAGUU:: :.::::: :::.: :::::AAAUUAGUAAGGGUGAAGGUUUCleavage pacid=37178109 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1
1944 1965 AAACCGUUACCAUUACUGAGUU:: :.::::: :::.: :::::AAAUUAGUAAGGGUGAAGGUUUCleavage pacid=37178108 locus=Phvul.002G289600 ID=Phvul.002G289600.1.v2.1 annot-version=v2.1
1972 1993 AAACCGUUACCAUUACUGAGUU:: :.::::: :::.: :::::AAAUUAGUAAGGGUGAAGGUUUCleavage pacid=37178107 locus=Phvul.002G289600 ID=Phvul.002G289600.2.v2.1 annot-version=v2.1

156 177 AAACCGUUACCAUUACUGAGUU  .: :::::::::::.:::  GUUUGAGUAAUGGUAAUGGUAACleavage pacid=37174808 locus=Phvul.002G041900 ID=Phvul.002G041900.1.v2.1 annot-version=v2.1
1163 1184 AAACCGUUACCAUUACUGAGUU: :::.:: ::::: ..:::::AUCUCGGUCAUGGUUGUGGUUUCleavage pacid=37144013 locus=Phvul.010G108300 ID=Phvul.010G108300.1.v2.1 annot-version=v2.1
1130 1151 AAACCGUUACCAUUACUGAGUU.::  .:: :::::::.:::::GACAAGGUCAUGGUAAUGGUUUCleavage pacid=37172393 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1

968 989 AAACCGUUACCAUUACUGAGUU: : .:::.::: :::.:::::AUCAUAGUGAUGAUAAUGGUUUTranslation pacid=37172657 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1
968 989 AAACCGUUACCAUUACUGAGUU: : .:::.::: :::.:::::AUCAUAGUGAUGAUAAUGGUUUTranslation pacid=37172656 locus=Phvul.006G214700 ID=Phvul.006G214700.3.v2.1 annot-version=v2.1
968 989 AAACCGUUACCAUUACUGAGUU: : .:::.::: :::.:::::AUCAUAGUGAUGAUAAUGGUUUTranslation pacid=37172655 locus=Phvul.006G214700 ID=Phvul.006G214700.2.v2.1 annot-version=v2.1
968 989 AAACCGUUACCAUUACUGAGUU: : .:::.::: :::.:::::AUCAUAGUGAUGAUAAUGGUUUTranslation pacid=37172654 locus=Phvul.006G214700 ID=Phvul.006G214700.1.v2.1 annot-version=v2.1
711 732 AAACCGUUACCAUUACUGAGUU     ::::::::: :.:::::AUGCAAGUAAUGGUUAUGGUUUCleavage pacid=37177788 locus=Phvul.002G231800 ID=Phvul.002G231800.1.v2.1 annot-version=v2.1

2616 2637 AAACCGUUACCAUUACUGAGUU    ::::::::::.::: :: GUGGCAGUAAUGGUGACGCUUCCleavage pacid=37153772 locus=Phvul.005G137000 ID=Phvul.005G137000.3.v2.1 annot-version=v2.1
2616 2637 AAACCGUUACCAUUACUGAGUU    ::::::::::.::: :: GUGGCAGUAAUGGUGACGCUUCCleavage pacid=37153770 locus=Phvul.005G137000 ID=Phvul.005G137000.1.v2.1 annot-version=v2.1
2616 2637 AAACCGUUACCAUUACUGAGUU    ::::::::::.::: :: GUGGCAGUAAUGGUGACGCUUCCleavage pacid=37153773 locus=Phvul.005G137000 ID=Phvul.005G137000.4.v2.1 annot-version=v2.1
2616 2637 AAACCGUUACCAUUACUGAGUU    ::::::::::.::: :: GUGGCAGUAAUGGUGACGCUUCCleavage pacid=37153775 locus=Phvul.005G137000 ID=Phvul.005G137000.6.v2.1 annot-version=v2.1
3174 3195 AAACCGUUACCAUUACUGAGUU  .:..:::: :::: ::::::UCUUUGGUAAAGGUAUCGGUUUCleavage pacid=37178354 locus=Phvul.002G226900 ID=Phvul.002G226900.1.v2.1 annot-version=v2.1
2616 2637 AAACCGUUACCAUUACUGAGUU    ::::::::::.::: :: GUGGCAGUAAUGGUGACGCUUCCleavage pacid=37153774 locus=Phvul.005G137000 ID=Phvul.005G137000.5.v2.1 annot-version=v2.1
2616 2637 AAACCGUUACCAUUACUGAGUU    ::::::::::.::: :: GUGGCAGUAAUGGUGACGCUUCCleavage pacid=37153771 locus=Phvul.005G137000 ID=Phvul.005G137000.2.v2.1 annot-version=v2.1

724 745 AAACCGUUACCAUUACUGAGUU    ..::..::::..::::::CAGGUGGUGGUGGUGGCGGUUUCleavage pacid=37164826 locus=Phvul.007G222000 ID=Phvul.007G222000.1.v2.1 annot-version=v2.1
702 723 AAACCGUUACCAUUACUGAGUU   :::::.: :::..::::: CCGUCAGUGACGGUGGCGGUUGCleavage pacid=37165981 locus=Phvul.007G029200 ID=Phvul.007G029200.1.v2.1 annot-version=v2.1

1489 1510 AAACCGUUACCAUUACUGAGUU :.: : :::::::::.:: ::CAUUAACUAAUGGUAAUGGGUUCleavage pacid=37146336 locus=Phvul.003G058400 ID=Phvul.003G058400.1.v2.1 annot-version=v2.1
1252 1273 AAACCGUUACCAUUACUGAGUU    ::::.::: ::..:::::UUAACAGUGAUGAUAGUGGUUUTranslation pacid=37174602 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1

503 524 AAACCGUUACCAUUACUGAGUU    .::::.:: :::.:::::GUAGUAGUAGUGUUAAUGGUUUTranslation pacid=37163186 locus=Phvul.004G028100 ID=Phvul.004G028100.1.v2.1 annot-version=v2.1
240 261 AAACCGUUACCAUUACUGAGUU  .::  :..::::..::::::GUUUCCCUGGUGGUGGCGGUUUCleavage pacid=37159849 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1
342 363 AAACCGUUACCAUUACUGAGUU  .::  :..::::..::::::GUUUCCCUGGUGGUGGCGGUUUCleavage pacid=37159849 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1
990 1011 AAACCGUUACCAUUACUGAGUU.: :.:: ::::::.. :::::GAAUUAGCAAUGGUGGAGGUUUCleavage pacid=37177303 locus=Phvul.002G190100 ID=Phvul.002G190100.1.v2.1 annot-version=v2.1

1310 1331 AAACCGUUACCAUUACUGAGUU...:::  ::::: ::.:::::GGUUCAACAAUGGAAAUGGUUUCleavage pacid=37161921 locus=Phvul.004G087000 ID=Phvul.004G087000.1.v2.1 annot-version=v2.1
381 402 AAACCGUUACCAUUACUGAGUU.: :::: ::::  ::::::::GAAUCAGAAAUGACAACGGUUUTranslation pacid=37170711 locus=Phvul.001G036500 ID=Phvul.001G036500.1.v2.1 annot-version=v2.1

1572 1593 AAACCGUUACCAUUACUGAGUU  .: :::::::::.: :::: CUUUGAGUAAUGGUGAAGGUUGCleavage pacid=37153077 locus=Phvul.005G102100 ID=Phvul.005G102100.2.v2.1 annot-version=v2.1
1575 1596 AAACCGUUACCAUUACUGAGUU  .: :::::::::.: :::: CUUUGAGUAAUGGUGAAGGUUGCleavage pacid=37153076 locus=Phvul.005G102100 ID=Phvul.005G102100.1.v2.1 annot-version=v2.1
1939 1961 AAACCGUUACCAUUACUGAGUUU::: :.::::: :::.: :::::AAAAUUAGUAAGGGUGAAGGUUUCleavage pacid=37178109 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1
1943 1965 AAACCGUUACCAUUACUGAGUUU::: :.::::: :::.: :::::AAAAUUAGUAAGGGUGAAGGUUUCleavage pacid=37178108 locus=Phvul.002G289600 ID=Phvul.002G289600.1.v2.1 annot-version=v2.1
1971 1993 AAACCGUUACCAUUACUGAGUUU::: :.::::: :::.: :::::AAAAUUAGUAAGGGUGAAGGUUUCleavage pacid=37178107 locus=Phvul.002G289600 ID=Phvul.002G289600.2.v2.1 annot-version=v2.1

155 177 AAACCGUUACCAUUACUGAGUUU:. .: :::::::::::.:::  AGUUUGAGUAAUGGUAAUGGUAACleavage pacid=37174808 locus=Phvul.002G041900 ID=Phvul.002G041900.1.v2.1 annot-version=v2.1
1129 1151 AAACCGUUACCAUUACUGAGUUU..::  .:: :::::::.:::::GGACAAGGUCAUGGUAAUGGUUUCleavage pacid=37172393 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1
1162 1184 AAACCGUUACCAUUACUGAGUUU : :::.:: ::::: ..:::::CAUCUCGGUCAUGGUUGUGGUUUCleavage pacid=37144013 locus=Phvul.010G108300 ID=Phvul.010G108300.1.v2.1 annot-version=v2.1

967 989 AAACCGUUACCAUUACUGAGUUU : : .:::.::: :::.:::::CAUCAUAGUGAUGAUAAUGGUUUTranslation pacid=37172655 locus=Phvul.006G214700 ID=Phvul.006G214700.2.v2.1 annot-version=v2.1
967 989 AAACCGUUACCAUUACUGAGUUU : : .:::.::: :::.:::::CAUCAUAGUGAUGAUAAUGGUUUTranslation pacid=37172654 locus=Phvul.006G214700 ID=Phvul.006G214700.1.v2.1 annot-version=v2.1
967 989 AAACCGUUACCAUUACUGAGUUU : : .:::.::: :::.:::::CAUCAUAGUGAUGAUAAUGGUUUTranslation pacid=37172657 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1
967 989 AAACCGUUACCAUUACUGAGUUU : : .:::.::: :::.:::::CAUCAUAGUGAUGAUAAUGGUUUTranslation pacid=37172656 locus=Phvul.006G214700 ID=Phvul.006G214700.3.v2.1 annot-version=v2.1
239 261 AAACCGUUACCAUUACUGAGUUU   .::  :..::::..::::::GGUUUCCCUGGUGGUGGCGGUUUCleavage pacid=37159849 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1
341 363 AAACCGUUACCAUUACUGAGUUU   .::  :..::::..::::::GGUUUCCCUGGUGGUGGCGGUUUCleavage pacid=37159849 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1
380 402 AAACCGUUACCAUUACUGAGUUU..: :::: ::::  ::::::::GGAAUCAGAAAUGACAACGGUUUTranslation pacid=37170711 locus=Phvul.001G036500 ID=Phvul.001G036500.1.v2.1 annot-version=v2.1

1939 1961 AAACCGUUACCAUUACUGAGUUU::: :.::::: :::.: :::::AAAAUUAGUAAGGGUGAAGGUUUCleavage pacid=37178109 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1
1943 1965 AAACCGUUACCAUUACUGAGUUU::: :.::::: :::.: :::::AAAAUUAGUAAGGGUGAAGGUUUCleavage pacid=37178108 locus=Phvul.002G289600 ID=Phvul.002G289600.1.v2.1 annot-version=v2.1
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1971 1993 AAACCGUUACCAUUACUGAGUUU::: :.::::: :::.: :::::AAAAUUAGUAAGGGUGAAGGUUUCleavage pacid=37178107 locus=Phvul.002G289600 ID=Phvul.002G289600.2.v2.1 annot-version=v2.1
155 177 AAACCGUUACCAUUACUGAGUUU:. .: :::::::::::.:::  AGUUUGAGUAAUGGUAAUGGUAACleavage pacid=37174808 locus=Phvul.002G041900 ID=Phvul.002G041900.1.v2.1 annot-version=v2.1

1129 1151 AAACCGUUACCAUUACUGAGUUU..::  .:: :::::::.:::::GGACAAGGUCAUGGUAAUGGUUUCleavage pacid=37172393 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1
1162 1184 AAACCGUUACCAUUACUGAGUUU : :::.:: ::::: ..:::::CAUCUCGGUCAUGGUUGUGGUUUCleavage pacid=37144013 locus=Phvul.010G108300 ID=Phvul.010G108300.1.v2.1 annot-version=v2.1

967 989 AAACCGUUACCAUUACUGAGUUU : : .:::.::: :::.:::::CAUCAUAGUGAUGAUAAUGGUUUTranslation pacid=37172655 locus=Phvul.006G214700 ID=Phvul.006G214700.2.v2.1 annot-version=v2.1
967 989 AAACCGUUACCAUUACUGAGUUU : : .:::.::: :::.:::::CAUCAUAGUGAUGAUAAUGGUUUTranslation pacid=37172654 locus=Phvul.006G214700 ID=Phvul.006G214700.1.v2.1 annot-version=v2.1
967 989 AAACCGUUACCAUUACUGAGUUU : : .:::.::: :::.:::::CAUCAUAGUGAUGAUAAUGGUUUTranslation pacid=37172657 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1
967 989 AAACCGUUACCAUUACUGAGUUU : : .:::.::: :::.:::::CAUCAUAGUGAUGAUAAUGGUUUTranslation pacid=37172656 locus=Phvul.006G214700 ID=Phvul.006G214700.3.v2.1 annot-version=v2.1
239 261 AAACCGUUACCAUUACUGAGUUU   .::  :..::::..::::::GGUUUCCCUGGUGGUGGCGGUUUCleavage pacid=37159849 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1
341 363 AAACCGUUACCAUUACUGAGUUU   .::  :..::::..::::::GGUUUCCCUGGUGGUGGCGGUUUCleavage pacid=37159849 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1
380 402 AAACCGUUACCAUUACUGAGUUU..: :::: ::::  ::::::::GGAAUCAGAAAUGACAACGGUUUTranslation pacid=37170711 locus=Phvul.001G036500 ID=Phvul.001G036500.1.v2.1 annot-version=v2.1
520 541 AAACCGUUACCAUUACUGAGUU::: ::::..::::::: ::: AACACAGUGGUGGUAACUGUUGCleavage pacid=37171276 locus=Phvul.001G052300 ID=Phvul.001G052300.1.v2.1 annot-version=v2.1
188 209 AAACCGUUACCAUUACUGAGUU::.:.:::.: ::::.::: ::AAUUUAGUGAGGGUAGCGGCUUCleavage pacid=37142568 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1
550 571 AAACCGUUACCAUUACUGAGUU::.:.:::.: ::::.::: ::AAUUUAGUGAGGGUAGCGGCUUCleavage pacid=37142567 locus=Phvul.010G110700 ID=Phvul.010G110700.1.v2.1 annot-version=v2.1

1347 1370 AAACCGUUACCAUUACUG--AGUU.:::  ::::::::: ::.:::::GACUGACAGUAAUGGAAAUGGUUUCleavage pacid=37150180 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1
1394 1417 AAACCGUUACCAUUACUG--AGUU.:::  ::::::::: ::.:::::GACUGACAGUAAUGGAAAUGGUUUCleavage pacid=37150179 locus=Phvul.009G100000 ID=Phvul.009G100000.4.v2.1 annot-version=v2.1
1475 1498 AAACCGUUACCAUUACUG--AGUU.:::  ::::::::: ::.:::::GACUGACAGUAAUGGAAAUGGUUUCleavage pacid=37150178 locus=Phvul.009G100000 ID=Phvul.009G100000.3.v2.1 annot-version=v2.1
1480 1503 AAACCGUUACCAUUACUG--AGUU.:::  ::::::::: ::.:::::GACUGACAGUAAUGGAAAUGGUUUCleavage pacid=37150177 locus=Phvul.009G100000 ID=Phvul.009G100000.2.v2.1 annot-version=v2.1

593 614 AAACCGUUACCAUUACUGAGUU::. ::::..::::::: ::: AAUACAGUGGUGGUAACAGUUGCleavage pacid=37167914 locus=Phvul.001G073300 ID=Phvul.001G073300.1.v2.1 annot-version=v2.1
1109 1130 AAACCGUUACCAUUACUGAGUU::::.  :..::::.:.:::::AACUUCAUGGUGGUGAUGGUUUCleavage pacid=37161159 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1

224 245 AAACCGUUACCAUUACUGAGUU.:.::::::.:::::.. :: :GAUUCAGUAGUGGUAGUCGUGUCleavage pacid=37143127 locus=Phvul.010G152600 ID=Phvul.010G152600.1.v2.1 annot-version=v2.1
1397 1418 AAACCGUUACCAUUACUGAGUU :::::: ::::: : .:::::UACUCAGCAAUGGAAUUGGUUUCleavage pacid=37172660 locus=Phvul.006G021500 ID=Phvul.006G021500.1.v2.1 annot-version=v2.1

676 697 AAACCGUUACCAUUACUGAGUU    ::::.:::::::.:::  AUGACAGUGAUGGUAAUGGUGACleavage pacid=37150183 locus=Phvul.009G177300 ID=Phvul.009G177300.1.v2.1 annot-version=v2.1
789 810 AAACCGUUACCAUUACUGAGUU  .:.::::.::::..::::  CUUUUAGUAGUGGUGGCGGUGGCleavage pacid=37164519 locus=Phvul.007G147400 ID=Phvul.007G147400.1.v2.1 annot-version=v2.1
820 841 AAACCGUUACCAUUACUGAGUU    .:: .::::::::: :::UUACUAGAGAUGGUAACGAUUUCleavage pacid=37145763 locus=Phvul.003G178100 ID=Phvul.003G178100.1.v2.1 annot-version=v2.1
665 686 AAACCGUUACCAUUACUGAGUU    ..::..::::...:::::GUGGUGGUGGUGGUGGUGGUUUCleavage pacid=37154896 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1

6 27 AAACCGUUACCAUUACUGAGUU::. . ::. ::::::::::::AAUAUUGUGUUGGUAACGGUUUCleavage pacid=37169001 locus=Phvul.001G106800 ID=Phvul.001G106800.1.v2.1 annot-version=v2.1
868 889 AAACCGUUACCAUUACUGAGUU    .:::::::::::.:::  GUAGUAGUAAUGGUAAUGGUAACleavage pacid=37165440 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1
868 889 AAACCGUUACCAUUACUGAGUU    .:::::::::::.:::  GUAGUAGUAAUGGUAAUGGUAACleavage pacid=37165439 locus=Phvul.007G261100 ID=Phvul.007G261100.1.v2.1 annot-version=v2.1
495 516 AAACCGUUACCAUUACUGAGUU : ::.::..::::.:::::  CAAUCGGUGGUGGUGACGGUGGCleavage pacid=37155231 locus=Phvul.011G187600 ID=Phvul.011G187600.1.v2.1 annot-version=v2.1

1238 1259 AAACCGUUACCAUUACUGAGUU.::  .:: ::::::..:::::GACAAGGUCAUGGUAGUGGUUUCleavage pacid=37172393 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1
1031 1052 AAACCGUUACCAUUACUGAGUU..:  .:: ::::::..:::::GGCAAGGUCAUGGUAGUGGUUUCleavage pacid=37172393 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1

791 812 AAACCGUUACCAUUACUGAGUU:..::: ::: : :::.:::::AGUUCAUUAAGGAUAAUGGUUUTranslation pacid=37176369 locus=Phvul.002G044500 ID=Phvul.002G044500.1.v2.1 annot-version=v2.1
988 1009 AAACCGUUACCAUUACUGAGUU.:: :: :..::::...:::::GACACAUUGGUGGUGGUGGUUUCleavage pacid=37165503 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1
584 605 AAACCGUUACCAUUACUGAGUU    ..::::::::::::::  AUAAUGGUAAUGGUAACGGUCACleavage pacid=37174127 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1

1386 1407 AAACCGUUACCAUUACUGAGUU   :::::.::::::: :::  CUAUCAGUGAUGGUAAGGGUGACleavage pacid=37142381 locus=Phvul.010G144900 ID=Phvul.010G144900.1.v2.1 annot-version=v2.1
160 181 AAACCGUUACCAUUACUGAGUU :::  ::::::::::: ::: CACUAUGUAAUGGUAACUGUUGCleavage pacid=37177338 locus=Phvul.002G083800 ID=Phvul.002G083800.1.v2.1 annot-version=v2.1
448 469 AAACCGUUACCAUUACUGAGUU   :::::.::::::::: :  AUGUCAGUGAUGGUAACGUUGACleavage pacid=37170216 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1
501 522 AAACCGUUACCAUUACUGAGUU   :::::.::::::::: :  AUGUCAGUGAUGGUAACGUUGACleavage pacid=37170215 locus=Phvul.001G067500 ID=Phvul.001G067500.2.v2.1 annot-version=v2.1
517 538 AAACCGUUACCAUUACUGAGUU   :::::.::::::::: :  AUGUCAGUGAUGGUAACGUUGACleavage pacid=37170214 locus=Phvul.001G067500 ID=Phvul.001G067500.1.v2.1 annot-version=v2.1

3048 3069 AAACCGUUACCAUUACUGAGUU ..:::::.:: ::: ::::: UGUUCAGUGAUUGUAUCGGUUGTranslation pacid=37171775 locus=Phvul.006G045600 ID=Phvul.006G045600.1.v2.1 annot-version=v2.1
814 835 AAACCGUUACCAUUACUGAGUU ..::.::.::: :.::: :::UGUUCGGUGAUGCUGACGUUUUTranslation pacid=37143985 locus=Phvul.010G156000 ID=Phvul.010G156000.1.v2.1 annot-version=v2.1
443 464 AAACCGUUACCAUUACUGAGUU .:::.:: .::::. .:::::UGCUCGGUUGUGGUGUUGGUUUCleavage pacid=37167067 locus=Phvul.007G055500 ID=Phvul.007G055500.1.v2.1 annot-version=v2.1

1174 1195 AAACCGUUACCAUUACUGAGUU   :..::..::::.:.::: :GUGUUGGUGGUGGUGAUGGUGUCleavage pacid=37167067 locus=Phvul.007G055500 ID=Phvul.007G055500.1.v2.1 annot-version=v2.1
32 53 AAACCGUUACCAUUACUGAGUU::  ..::.:::::.:.:::: AAAAUGGUGAUGGUGAUGGUUGCleavage pacid=37154073 locus=Phvul.005G154600 ID=Phvul.005G154600.1.v2.1 annot-version=v2.1
37 58 AAACCGUUACCAUUACUGAGUU::  ..::.:::::.:.:::: AAAAUGGUGAUGGUGAUGGUUGCleavage pacid=37154072 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1
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442 463 AAACCGUUACCAUUACUGAGUU .:::.:: .::::. .:::::UGCUCGGUUGUGGUGUUGGUUUCleavage pacid=37166808 locus=Phvul.007G055200 ID=Phvul.007G055200.1.v2.1 annot-version=v2.1
1173 1194 AAACCGUUACCAUUACUGAGUU   :..::..::::.:.::: :GUGUUGGUGGUGGUGAUGGUGUCleavage pacid=37166808 locus=Phvul.007G055200 ID=Phvul.007G055200.1.v2.1 annot-version=v2.1

41 62 AAACCGUUACCAUUACUGAGUU::  ..::.:::::.:.:::: AAAAUGGUGAUGGUGAUGGUUGCleavage pacid=37154074 locus=Phvul.005G154600 ID=Phvul.005G154600.2.v2.1 annot-version=v2.1
113 134 AAACCGUUACCAUUACUGAGUU:: :.::: ::: :::.:::: AAAUUAGUUAUGAUAAUGGUUATranslation pacid=37160063 locus=Phvul.008G273100 ID=Phvul.008G273100.1.v2.1 annot-version=v2.1
291 312 AAACCGUUACCAUUACUGAGUU.:.:.  :..::::..::::::GAUUUCCUGGUGGUGGCGGUUUCleavage pacid=37159849 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1
278 299 AAACCGUUACCAUUACUGAGUU.: :.:::::: ::..: ::::GAAUUAGUAAUAGUGGCUGUUUTranslation pacid=37143249 locus=Phvul.010G121200 ID=Phvul.010G121200.1.v2.1 annot-version=v2.1
278 299 AAACCGUUACCAUUACUGAGUU.: :.:::::: ::..: ::::GAAUUAGUAAUAGUGGCUGUUUTranslation pacid=37143248 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1

1831 1852 AAACCGUUACCAUUACUGAGUU:: :.: :.: ::::..:::::AAGUUAAUGAAGGUAGUGGUUUCleavage pacid=37164150 locus=Phvul.007G270500 ID=Phvul.007G270500.1.v2.1 annot-version=v2.1
1059 1080 AAACCGUUACCAUUACUGAGUU    :::::.:::::: : :::ACAGCAGUAGUGGUAAAGUUUUCleavage pacid=37162662 locus=Phvul.004G125900 ID=Phvul.004G125900.1.v2.1 annot-version=v2.1
2504 2525 AAACCGUUACCAUUACUGAGUU:: :::: ::: : ::.:::::AAAUCAGAAAUUGCAAUGGUUUTranslation pacid=37152789 locus=Phvul.005G027200 ID=Phvul.005G027200.1.v2.1 annot-version=v2.1

187 209 AAACCGUUACCAUUACUGAGUUU:::.:.:::.: ::::.::: ::AAAUUUAGUGAGGGUAGCGGCUUCleavage pacid=37142568 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1
549 571 AAACCGUUACCAUUACUGAGUUU:::.:.:::.: ::::.::: ::AAAUUUAGUGAGGGUAGCGGCUUCleavage pacid=37142567 locus=Phvul.010G110700 ID=Phvul.010G110700.1.v2.1 annot-version=v2.1
519 541 AAACCGUUACCAUUACUGAGUUU ::: ::::..::::::: ::: UAACACAGUGGUGGUAACUGUUGCleavage pacid=37171276 locus=Phvul.001G052300 ID=Phvul.001G052300.1.v2.1 annot-version=v2.1

1108 1130 AAACCGUUACCAUUACUGAGUUU.::::.  :..::::.:.:::::GAACUUCAUGGUGGUGAUGGUUUCleavage pacid=37161159 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1
1346 1370 AAACCGUUACCAUUACUG--AGUUU .:::  ::::::::: ::.:::::CGACUGACAGUAAUGGAAAUGGUUUCleavage pacid=37150180 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1
1393 1417 AAACCGUUACCAUUACUG--AGUUU .:::  ::::::::: ::.:::::CGACUGACAGUAAUGGAAAUGGUUUCleavage pacid=37150179 locus=Phvul.009G100000 ID=Phvul.009G100000.4.v2.1 annot-version=v2.1
1474 1498 AAACCGUUACCAUUACUG--AGUUU .:::  ::::::::: ::.:::::CGACUGACAGUAAUGGAAAUGGUUUCleavage pacid=37150178 locus=Phvul.009G100000 ID=Phvul.009G100000.3.v2.1 annot-version=v2.1
1479 1503 AAACCGUUACCAUUACUG--AGUUU .:::  ::::::::: ::.:::::CGACUGACAGUAAUGGAAAUGGUUUCleavage pacid=37150177 locus=Phvul.009G100000 ID=Phvul.009G100000.2.v2.1 annot-version=v2.1

592 614 AAACCGUUACCAUUACUGAGUUU ::. ::::..::::::: ::: CAAUACAGUGGUGGUAACAGUUGCleavage pacid=37167914 locus=Phvul.001G073300 ID=Phvul.001G073300.1.v2.1 annot-version=v2.1
223 245 AAACCGUUACCAUUACUGAGUUU .:.::::::.:::::.. :: :UGAUUCAGUAGUGGUAGUCGUGUCleavage pacid=37143127 locus=Phvul.010G152600 ID=Phvul.010G152600.1.v2.1 annot-version=v2.1
664 686 AAACCGUUACCAUUACUGAGUUU     ..::..::::...:::::GGUGGUGGUGGUGGUGGUGGUUUCleavage pacid=37154896 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1

1237 1259 AAACCGUUACCAUUACUGAGUUU..::  .:: ::::::..:::::GGACAAGGUCAUGGUAGUGGUUUCleavage pacid=37172393 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1
1030 1052 AAACCGUUACCAUUACUGAGUUU...:  .:: ::::::..:::::GGGCAAGGUCAUGGUAGUGGUUUCleavage pacid=37172393 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1

277 299 AAACCGUUACCAUUACUGAGUUU:.: :.:::::: ::..: ::::AGAAUUAGUAAUAGUGGCUGUUUTranslation pacid=37143249 locus=Phvul.010G121200 ID=Phvul.010G121200.1.v2.1 annot-version=v2.1
277 299 AAACCGUUACCAUUACUGAGUUU:.: :.:::::: ::..: ::::AGAAUUAGUAAUAGUGGCUGUUUTranslation pacid=37143248 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1

1058 1080 AAACCGUUACCAUUACUGAGUUU     :::::.:::::: : :::AACAGCAGUAGUGGUAAAGUUUUCleavage pacid=37162662 locus=Phvul.004G125900 ID=Phvul.004G125900.1.v2.1 annot-version=v2.1
790 812 AAACCGUUACCAUUACUGAGUUU.:..::: ::: : :::.:::::GAGUUCAUUAAGGAUAAUGGUUUTranslation pacid=37176369 locus=Phvul.002G044500 ID=Phvul.002G044500.1.v2.1 annot-version=v2.1
987 1009 AAACCGUUACCAUUACUGAGUUU..:: :: :..::::...:::::GGACACAUUGGUGGUGGUGGUUUCleavage pacid=37165503 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1

1396 1418 AAACCGUUACCAUUACUGAGUUU  :::::: ::::: : .:::::UUACUCAGCAAUGGAAUUGGUUUCleavage pacid=37172660 locus=Phvul.006G021500 ID=Phvul.006G021500.1.v2.1 annot-version=v2.1
675 697 AAACCGUUACCAUUACUGAGUUU     ::::.:::::::.:::  UAUGACAGUGAUGGUAAUGGUGACleavage pacid=37150183 locus=Phvul.009G177300 ID=Phvul.009G177300.1.v2.1 annot-version=v2.1
788 810 AAACCGUUACCAUUACUGAGUUU   .:.::::.::::..::::  ACUUUUAGUAGUGGUGGCGGUGGCleavage pacid=37164519 locus=Phvul.007G147400 ID=Phvul.007G147400.1.v2.1 annot-version=v2.1
819 841 AAACCGUUACCAUUACUGAGUUU     .:: .::::::::: :::UUUACUAGAGAUGGUAACGAUUUCleavage pacid=37145763 locus=Phvul.003G178100 ID=Phvul.003G178100.1.v2.1 annot-version=v2.1

31 53 AAACCGUUACCAUUACUGAGUUU.::  ..::.:::::.:.:::: GAAAAUGGUGAUGGUGAUGGUUGCleavage pacid=37154073 locus=Phvul.005G154600 ID=Phvul.005G154600.1.v2.1 annot-version=v2.1
36 58 AAACCGUUACCAUUACUGAGUUU.::  ..::.:::::.:.:::: GAAAAUGGUGAUGGUGAUGGUUGCleavage pacid=37154072 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1

5 27 AAACCGUUACCAUUACUGAGUUU ::. . ::. ::::::::::::CAAUAUUGUGUUGGUAACGGUUUCleavage pacid=37169001 locus=Phvul.001G106800 ID=Phvul.001G106800.1.v2.1 annot-version=v2.1
867 889 AAACCGUUACCAUUACUGAGUUU     .:::::::::::.:::  AGUAGUAGUAAUGGUAAUGGUAACleavage pacid=37165440 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1
867 889 AAACCGUUACCAUUACUGAGUUU     .:::::::::::.:::  AGUAGUAGUAAUGGUAAUGGUAACleavage pacid=37165439 locus=Phvul.007G261100 ID=Phvul.007G261100.1.v2.1 annot-version=v2.1
494 516 AAACCGUUACCAUUACUGAGUUU  : ::.::..::::.:::::  GCAAUCGGUGGUGGUGACGGUGGCleavage pacid=37155231 locus=Phvul.011G187600 ID=Phvul.011G187600.1.v2.1 annot-version=v2.1

40 62 AAACCGUUACCAUUACUGAGUUU.::  ..::.:::::.:.:::: GAAAAUGGUGAUGGUGAUGGUUGCleavage pacid=37154074 locus=Phvul.005G154600 ID=Phvul.005G154600.2.v2.1 annot-version=v2.1
112 134 AAACCGUUACCAUUACUGAGUUU.:: :.::: ::: :::.:::: GAAAUUAGUUAUGAUAAUGGUUATranslation pacid=37160063 locus=Phvul.008G273100 ID=Phvul.008G273100.1.v2.1 annot-version=v2.1
343 365 AAACCGUUACCAUUACUGAGUUU:: .::::: :::::.:: : ::AACUUCAGUUAUGGUGACAGAUUCleavage pacid=37152330 locus=Phvul.005G065300 ID=Phvul.005G065300.1.v2.1 annot-version=v2.1
583 605 AAACCGUUACCAUUACUGAGUUU     ..::::::::::::::  UAUAAUGGUAAUGGUAACGGUCACleavage pacid=37174127 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1

3047 3069 AAACCGUUACCAUUACUGAGUUU: ..:::::.:: ::: ::::: AUGUUCAGUGAUUGUAUCGGUUGTranslation pacid=37171775 locus=Phvul.006G045600 ID=Phvul.006G045600.1.v2.1 annot-version=v2.1
290 312 AAACCGUUACCAUUACUGAGUUU..:.:.  :..::::..::::::GGAUUUCCUGGUGGUGGCGGUUUCleavage pacid=37159849 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1
323 345 AAACCGUUACCAUUACUGAGUUU::.  ::::::::: .::: :::AAGGACAGUAAUGGCGACGUUUUCleavage pacid=37157005 locus=Phvul.011G111800 ID=Phvul.011G111800.1.v2.1 annot-version=v2.1

1385 1407 AAACCGUUACCAUUACUGAGUUU    :::::.::::::: :::  ACUAUCAGUGAUGGUAAGGGUGACleavage pacid=37142381 locus=Phvul.010G144900 ID=Phvul.010G144900.1.v2.1 annot-version=v2.1
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159 181 AAACCGUUACCAUUACUGAGUUU  :::  ::::::::::: ::: GCACUAUGUAAUGGUAACUGUUGCleavage pacid=37177338 locus=Phvul.002G083800 ID=Phvul.002G083800.1.v2.1 annot-version=v2.1
1830 1852 AAACCGUUACCAUUACUGAGUUU.:: :.: :.: ::::..:::::GAAGUUAAUGAAGGUAGUGGUUUCleavage pacid=37164150 locus=Phvul.007G270500 ID=Phvul.007G270500.1.v2.1 annot-version=v2.1

447 469 AAACCGUUACCAUUACUGAGUUU    :::::.::::::::: :  GAUGUCAGUGAUGGUAACGUUGACleavage pacid=37170216 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1
187 209 AAACCGUUACCAUUACUGAGUUU:::.:.:::.: ::::.::: ::AAAUUUAGUGAGGGUAGCGGCUUCleavage pacid=37142568 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1
549 571 AAACCGUUACCAUUACUGAGUUU:::.:.:::.: ::::.::: ::AAAUUUAGUGAGGGUAGCGGCUUCleavage pacid=37142567 locus=Phvul.010G110700 ID=Phvul.010G110700.1.v2.1 annot-version=v2.1
519 541 AAACCGUUACCAUUACUGAGUUU ::: ::::..::::::: ::: UAACACAGUGGUGGUAACUGUUGCleavage pacid=37171276 locus=Phvul.001G052300 ID=Phvul.001G052300.1.v2.1 annot-version=v2.1

1108 1130 AAACCGUUACCAUUACUGAGUUU.::::.  :..::::.:.:::::GAACUUCAUGGUGGUGAUGGUUUCleavage pacid=37161159 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1
1346 1370 AAACCGUUACCAUUACUG--AGUUU .:::  ::::::::: ::.:::::CGACUGACAGUAAUGGAAAUGGUUUCleavage pacid=37150180 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1
1393 1417 AAACCGUUACCAUUACUG--AGUUU .:::  ::::::::: ::.:::::CGACUGACAGUAAUGGAAAUGGUUUCleavage pacid=37150179 locus=Phvul.009G100000 ID=Phvul.009G100000.4.v2.1 annot-version=v2.1
1474 1498 AAACCGUUACCAUUACUG--AGUUU .:::  ::::::::: ::.:::::CGACUGACAGUAAUGGAAAUGGUUUCleavage pacid=37150178 locus=Phvul.009G100000 ID=Phvul.009G100000.3.v2.1 annot-version=v2.1
1479 1503 AAACCGUUACCAUUACUG--AGUUU .:::  ::::::::: ::.:::::CGACUGACAGUAAUGGAAAUGGUUUCleavage pacid=37150177 locus=Phvul.009G100000 ID=Phvul.009G100000.2.v2.1 annot-version=v2.1

592 614 AAACCGUUACCAUUACUGAGUUU ::. ::::..::::::: ::: CAAUACAGUGGUGGUAACAGUUGCleavage pacid=37167914 locus=Phvul.001G073300 ID=Phvul.001G073300.1.v2.1 annot-version=v2.1
223 245 AAACCGUUACCAUUACUGAGUUU .:.::::::.:::::.. :: :UGAUUCAGUAGUGGUAGUCGUGUCleavage pacid=37143127 locus=Phvul.010G152600 ID=Phvul.010G152600.1.v2.1 annot-version=v2.1
664 686 AAACCGUUACCAUUACUGAGUUU     ..::..::::...:::::GGUGGUGGUGGUGGUGGUGGUUUCleavage pacid=37154896 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1

1237 1259 AAACCGUUACCAUUACUGAGUUU..::  .:: ::::::..:::::GGACAAGGUCAUGGUAGUGGUUUCleavage pacid=37172393 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1
1030 1052 AAACCGUUACCAUUACUGAGUUU...:  .:: ::::::..:::::GGGCAAGGUCAUGGUAGUGGUUUCleavage pacid=37172393 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1

277 299 AAACCGUUACCAUUACUGAGUUU:.: :.:::::: ::..: ::::AGAAUUAGUAAUAGUGGCUGUUUTranslation pacid=37143249 locus=Phvul.010G121200 ID=Phvul.010G121200.1.v2.1 annot-version=v2.1
277 299 AAACCGUUACCAUUACUGAGUUU:.: :.:::::: ::..: ::::AGAAUUAGUAAUAGUGGCUGUUUTranslation pacid=37143248 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1

1058 1080 AAACCGUUACCAUUACUGAGUUU     :::::.:::::: : :::AACAGCAGUAGUGGUAAAGUUUUCleavage pacid=37162662 locus=Phvul.004G125900 ID=Phvul.004G125900.1.v2.1 annot-version=v2.1
790 812 AAACCGUUACCAUUACUGAGUUU.:..::: ::: : :::.:::::GAGUUCAUUAAGGAUAAUGGUUUTranslation pacid=37176369 locus=Phvul.002G044500 ID=Phvul.002G044500.1.v2.1 annot-version=v2.1
987 1009 AAACCGUUACCAUUACUGAGUUU..:: :: :..::::...:::::GGACACAUUGGUGGUGGUGGUUUCleavage pacid=37165503 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1

1396 1418 AAACCGUUACCAUUACUGAGUUU  :::::: ::::: : .:::::UUACUCAGCAAUGGAAUUGGUUUCleavage pacid=37172660 locus=Phvul.006G021500 ID=Phvul.006G021500.1.v2.1 annot-version=v2.1
675 697 AAACCGUUACCAUUACUGAGUUU     ::::.:::::::.:::  UAUGACAGUGAUGGUAAUGGUGACleavage pacid=37150183 locus=Phvul.009G177300 ID=Phvul.009G177300.1.v2.1 annot-version=v2.1
788 810 AAACCGUUACCAUUACUGAGUUU   .:.::::.::::..::::  ACUUUUAGUAGUGGUGGCGGUGGCleavage pacid=37164519 locus=Phvul.007G147400 ID=Phvul.007G147400.1.v2.1 annot-version=v2.1
819 841 AAACCGUUACCAUUACUGAGUUU     .:: .::::::::: :::UUUACUAGAGAUGGUAACGAUUUCleavage pacid=37145763 locus=Phvul.003G178100 ID=Phvul.003G178100.1.v2.1 annot-version=v2.1

31 53 AAACCGUUACCAUUACUGAGUUU.::  ..::.:::::.:.:::: GAAAAUGGUGAUGGUGAUGGUUGCleavage pacid=37154073 locus=Phvul.005G154600 ID=Phvul.005G154600.1.v2.1 annot-version=v2.1
36 58 AAACCGUUACCAUUACUGAGUUU.::  ..::.:::::.:.:::: GAAAAUGGUGAUGGUGAUGGUUGCleavage pacid=37154072 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1

5 27 AAACCGUUACCAUUACUGAGUUU ::. . ::. ::::::::::::CAAUAUUGUGUUGGUAACGGUUUCleavage pacid=37169001 locus=Phvul.001G106800 ID=Phvul.001G106800.1.v2.1 annot-version=v2.1
867 889 AAACCGUUACCAUUACUGAGUUU     .:::::::::::.:::  AGUAGUAGUAAUGGUAAUGGUAACleavage pacid=37165440 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1
867 889 AAACCGUUACCAUUACUGAGUUU     .:::::::::::.:::  AGUAGUAGUAAUGGUAAUGGUAACleavage pacid=37165439 locus=Phvul.007G261100 ID=Phvul.007G261100.1.v2.1 annot-version=v2.1
494 516 AAACCGUUACCAUUACUGAGUUU  : ::.::..::::.:::::  GCAAUCGGUGGUGGUGACGGUGGCleavage pacid=37155231 locus=Phvul.011G187600 ID=Phvul.011G187600.1.v2.1 annot-version=v2.1

40 62 AAACCGUUACCAUUACUGAGUUU.::  ..::.:::::.:.:::: GAAAAUGGUGAUGGUGAUGGUUGCleavage pacid=37154074 locus=Phvul.005G154600 ID=Phvul.005G154600.2.v2.1 annot-version=v2.1
112 134 AAACCGUUACCAUUACUGAGUUU.:: :.::: ::: :::.:::: GAAAUUAGUUAUGAUAAUGGUUATranslation pacid=37160063 locus=Phvul.008G273100 ID=Phvul.008G273100.1.v2.1 annot-version=v2.1
343 365 AAACCGUUACCAUUACUGAGUUU:: .::::: :::::.:: : ::AACUUCAGUUAUGGUGACAGAUUCleavage pacid=37152330 locus=Phvul.005G065300 ID=Phvul.005G065300.1.v2.1 annot-version=v2.1
583 605 AAACCGUUACCAUUACUGAGUUU     ..::::::::::::::  UAUAAUGGUAAUGGUAACGGUCACleavage pacid=37174127 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1

3047 3069 AAACCGUUACCAUUACUGAGUUU: ..:::::.:: ::: ::::: AUGUUCAGUGAUUGUAUCGGUUGTranslation pacid=37171775 locus=Phvul.006G045600 ID=Phvul.006G045600.1.v2.1 annot-version=v2.1
290 312 AAACCGUUACCAUUACUGAGUUU..:.:.  :..::::..::::::GGAUUUCCUGGUGGUGGCGGUUUCleavage pacid=37159849 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1
323 345 AAACCGUUACCAUUACUGAGUUU::.  ::::::::: .::: :::AAGGACAGUAAUGGCGACGUUUUCleavage pacid=37157005 locus=Phvul.011G111800 ID=Phvul.011G111800.1.v2.1 annot-version=v2.1

1385 1407 AAACCGUUACCAUUACUGAGUUU    :::::.::::::: :::  ACUAUCAGUGAUGGUAAGGGUGACleavage pacid=37142381 locus=Phvul.010G144900 ID=Phvul.010G144900.1.v2.1 annot-version=v2.1
159 181 AAACCGUUACCAUUACUGAGUUU  :::  ::::::::::: ::: GCACUAUGUAAUGGUAACUGUUGCleavage pacid=37177338 locus=Phvul.002G083800 ID=Phvul.002G083800.1.v2.1 annot-version=v2.1

1830 1852 AAACCGUUACCAUUACUGAGUUU.:: :.: :.: ::::..:::::GAAGUUAAUGAAGGUAGUGGUUUCleavage pacid=37164150 locus=Phvul.007G270500 ID=Phvul.007G270500.1.v2.1 annot-version=v2.1
447 469 AAACCGUUACCAUUACUGAGUUU    :::::.::::::::: :  GAUGUCAGUGAUGGUAACGUUGACleavage pacid=37170216 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1
500 522 AAACCGUUACCAUUACUGAGUUU    :::::.::::::::: :  GAUGUCAGUGAUGGUAACGUUGACleavage pacid=37170215 locus=Phvul.001G067500 ID=Phvul.001G067500.2.v2.1 annot-version=v2.1

1264 1285 AAACCGUUACCAUUACUGAGUU.:.::.::..::::..::::  GAUUCGGUGGUGGUGGCGGUGGCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1
514 535 AAACCGUUACCAUUACUGAGUU.: :..: :: :::...:::::GAAUUGGCAAAGGUGGUGGUUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1
838 859 AAACCGUUACCAUUACUGAGUU.: :..: :: :::...:::::GAAUUGGCAAAGGUGGUGGUUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1

Page 2995 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

904 925 AAACCGUUACCAUUACUGAGUU.: :..: :: :::...:::::GAAUUGGCAAAGGUGGUGGUUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1
1102 1123 AAACCGUUACCAUUACUGAGUU.: :..: :: :::...:::::GAAUUGGCAAAGGUGGUGGUUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1
1054 1075 AAACCGUUACCAUUACUGAGUU  .: .::..::::..::: ::GUUUAGGUGGUGGUGGCGGCUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1
1535 1556 AAACCGUUACCAUUACUGAGUU::: :::::::::::.. :: :AACACAGUAAUGGUAGUAGUGUCleavage pacid=37162149 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1
1540 1561 AAACCGUUACCAUUACUGAGUU::: :::::::::::.. :: :AACACAGUAAUGGUAGUAGUGUCleavage pacid=37162148 locus=Phvul.004G019300 ID=Phvul.004G019300.1.v2.1 annot-version=v2.1

625 646 AAACCGUUACCAUUACUGAGUU     .::..::::...:::::GAGCAGGUGGUGGUGGUGGUUUCleavage pacid=37151350 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1
715 736 AAACCGUUACCAUUACUGAGUU     .::..::::...:::::GAGCAGGUGGUGGUGGUGGUUUCleavage pacid=37151350 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1
859 880 AAACCGUUACCAUUACUGAGUU     .::..::::...:::::GAGCAGGUGGUGGUGGUGGUUUCleavage pacid=37151350 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1
958 979 AAACCGUUACCAUUACUGAGUU.:: :.:::: :::..::::: GACCCGGUAACGGUGGCGGUUACleavage pacid=37146097 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1
509 530 AAACCGUUACCAUUACUGAGUU:.: ..::.:::::...:::: AGCGUGGUGAUGGUGGUGGUUCCleavage pacid=37171836 locus=Phvul.006G173500 ID=Phvul.006G173500.1.v2.1 annot-version=v2.1
522 543 AAACCGUUACCAUUACUGAGUU::::::  :::::::::  :::AACUCACAAAUGGUAACAAUUUCleavage pacid=37177963 locus=Phvul.002G183700 ID=Phvul.002G183700.1.v2.1 annot-version=v2.1
311 332 AAACCGUUACCAUUACUGAGUU.:.:..::..::::...::: :GAUUUGGUGGUGGUGGUGGUCUCleavage pacid=37154896 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1
328 349 AAACCGUUACCAUUACUGAGUU::. ::::.: :::.: :::::AAUGCAGUGAGGGUGAAGGUUUCleavage pacid=37164213 locus=Phvul.007G027000 ID=Phvul.007G027000.1.v2.1 annot-version=v2.1
132 153 AAACCGUUACCAUUACUGAGUU::: ::: ::::::...:: ::AACACAGCAAUGGUGGUGGAUUCleavage pacid=37153363 locus=Phvul.005G043000 ID=Phvul.005G043000.2.v2.1 annot-version=v2.1

1460 1481 AAACCGUUACCAUUACUGAGUU  : ..:: ::::::..:::: GUCAUGGUUAUGGUAGUGGUUACleavage pacid=37172393 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1
1020 1041 AAACCGUUACCAUUACUGAGUU..::..::.::: : :.:::::GGCUUGGUGAUGCUCAUGGUUUTranslation pacid=37155075 locus=Phvul.011G069000 ID=Phvul.011G069000.1.v2.1 annot-version=v2.1

608 629 AAACCGUUACCAUUACUGAGUU    ..:: :::::::.::: :AUUAUGGUUAUGGUAAUGGUGUCleavage pacid=37174127 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1
3142 3163 AAACCGUUACCAUUACUGAGUU :.:::: :.:::::..:::  UAUUCAGCAGUGGUAGUGGUCGCleavage pacid=37154471 locus=Phvul.005G054600 ID=Phvul.005G054600.1.v2.1 annot-version=v2.1
2698 2719 AAACCGUUACCAUUACUGAGUU::.::: ::.::: ::.:: ::AAUUCACUAGUGGCAAUGGCUUCleavage pacid=37168025 locus=Phvul.001G024200 ID=Phvul.001G024200.1.v2.1 annot-version=v2.1
1224 1245 AAACCGUUACCAUUACUGAGUU :.:::::.:: ::.::: :: UAUUCAGUGAUUGUGACGAUUGTranslation pacid=37157842 locus=Phvul.008G060700 ID=Phvul.008G060700.1.v2.1 annot-version=v2.1

155 176 AAACCGUUACCAUUACUGAGUU  ::..:: :::::::.:::  UUCUUGGUCAUGGUAAUGGUGGCleavage pacid=37161740 locus=Phvul.004G147900 ID=Phvul.004G147900.1.v2.1 annot-version=v2.1
210 231 AAACCGUUACCAUUACUGAGUU  .:::::..::::...:::  GUUUCAGUGGUGGUGGUGGUAGCleavage pacid=37170855 locus=Phvul.001G057200 ID=Phvul.001G057200.1.v2.1 annot-version=v2.1
797 818 AAACCGUUACCAUUACUGAGUU  .:..:::::: :::::::  GUUUUGGUAAUGCUAACGGUCATranslation pacid=37150174 locus=Phvul.009G046200 ID=Phvul.009G046200.1.v2.1 annot-version=v2.1
361 382 AAACCGUUACCAUUACUGAGUU    :.::::::::..::::  GUGGCGGUAAUGGUGGCGGUGGCleavage pacid=37157319 locus=Phvul.011G133400 ID=Phvul.011G133400.1.v2.1 annot-version=v2.1
788 809 AAACCGUUACCAUUACUGAGUU    ..::::::::::.:::  GGAGUGGUAAUGGUAAUGGUAACleavage pacid=37158322 locus=Phvul.008G111100 ID=Phvul.008G111100.1.v2.1 annot-version=v2.1
682 703 AAACCGUUACCAUUACUGAGUU    ..::::::::::.:::  GGAGUGGUAAUGGUAAUGGUAACleavage pacid=37173182 locus=Phvul.006G070000 ID=Phvul.006G070000.2.v2.1 annot-version=v2.1
350 371 AAACCGUUACCAUUACUGAGUU.::::  :..::::::.:: ::GACUCCCUGGUGGUAAUGGCUUCleavage pacid=37171282 locus=Phvul.L001687 ID=Phvul.L001687.1.v2.1 annot-version=v2.1
550 571 AAACCGUUACCAUUACUGAGUU...:..::..::::...:: ::GGUUUGGUGGUGGUGGUGGCUUCleavage pacid=37160922 locus=Phvul.008G033500 ID=Phvul.008G033500.1.v2.1 annot-version=v2.1

2 23 AAACCGUUACCAUUACUGAGUU::: ::  .::::::::: :::AACACAUAGAUGGUAACGAUUUCleavage pacid=37160948 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1
1144 1165 AAACCGUUACCAUUACUGAGUU: ::.:::.: :::.:.: :::AUCUUAGUGAAGGUGAUGAUUUCleavage pacid=37151221 locus=Phvul.009G198900 ID=Phvul.009G198900.1.v2.1 annot-version=v2.1

2 23 AAACCGUUACCAUUACUGAGUU::: ::  .::::::::: :::AACACAUAGAUGGUAACGAUUUCleavage pacid=37160947 locus=Phvul.008G036100 ID=Phvul.008G036100.1.v2.1 annot-version=v2.1
419 440 AAACCGUUACCAUUACUGAGUU.::::  :..::::::.:: ::GACUCCCUGGUGGUAAUGGCUUCleavage pacid=37174189 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1
712 733 AAACCGUUACCAUUACUGAGUU : :.:::..::::.:.:::  CAAUUAGUGGUGGUGAUGGUGCCleavage pacid=37169924 locus=Phvul.001G205600 ID=Phvul.001G205600.1.v2.1 annot-version=v2.1

1245 1266 AAACCGUUACCAUUACUGAGUU  ::.:::..::::. .:::: GUCUUAGUGGUGGUGCUGGUUCCleavage pacid=37156262 locus=Phvul.011G159400 ID=Phvul.011G159400.1.v2.1 annot-version=v2.1
265 286 AAACCGUUACCAUUACUGAGUU:..:::: ::::: :..: :::AGUUCAGAAAUGGGAGUGUUUUCleavage pacid=37162603 locus=Phvul.004G061900 ID=Phvul.004G061900.1.v2.1 annot-version=v2.1
445 466 AAACCGUUACCAUUACUGAGUU:..: .::..::::.:. ::::AGUUAGGUGGUGGUGAUAGUUUCleavage pacid=37173754 locus=Phvul.006G048000 ID=Phvul.006G048000.1.v2.1 annot-version=v2.1

1970 1991 AAACCGUUACCAUUACUGAGUU ..:.: ::::::::..:::  UGUUUACUAAUGGUAGUGGUGACleavage pacid=37150915 locus=Phvul.009G007900 ID=Phvul.009G007900.1.v2.1 annot-version=v2.1
1324 1345 AAACCGUUACCAUUACUGAGUU    ..::::::::::.:::  GCUAUGGUAAUGGUAAUGGUCACleavage pacid=37152688 locus=Phvul.005G067950 ID=Phvul.005G067950.1.v2.1 annot-version=v2.1
1263 1285 AAACCGUUACCAUUACUGAGUUU..:.::.::..::::..::::  GGAUUCGGUGGUGGUGGCGGUGGCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1

513 535 AAACCGUUACCAUUACUGAGUUU..: :..: :: :::...:::::GGAAUUGGCAAAGGUGGUGGUUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1
837 859 AAACCGUUACCAUUACUGAGUUU..: :..: :: :::...:::::GGAAUUGGCAAAGGUGGUGGUUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1
903 925 AAACCGUUACCAUUACUGAGUUU..: :..: :: :::...:::::GGAAUUGGCAAAGGUGGUGGUUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1

1101 1123 AAACCGUUACCAUUACUGAGUUU..: :..: :: :::...:::::GGAAUUGGCAAAGGUGGUGGUUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1
1053 1075 AAACCGUUACCAUUACUGAGUUU   .: .::..::::..::: ::GGUUUAGGUGGUGGUGGCGGCUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1

508 530 AAACCGUUACCAUUACUGAGUUU::.: ..::.:::::...:::: AAGCGUGGUGAUGGUGGUGGUUCCleavage pacid=37171836 locus=Phvul.006G173500 ID=Phvul.006G173500.1.v2.1 annot-version=v2.1
521 543 AAACCGUUACCAUUACUGAGUUU:::::::  :::::::::  :::AAACUCACAAAUGGUAACAAUUUCleavage pacid=37177963 locus=Phvul.002G183700 ID=Phvul.002G183700.1.v2.1 annot-version=v2.1
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131 153 AAACCGUUACCAUUACUGAGUUU:::: ::: ::::::...:: ::AAACACAGCAAUGGUGGUGGAUUCleavage pacid=37153363 locus=Phvul.005G043000 ID=Phvul.005G043000.2.v2.1 annot-version=v2.1
1534 1556 AAACCGUUACCAUUACUGAGUUU.::: :::::::::::.. :: :GAACACAGUAAUGGUAGUAGUGUCleavage pacid=37162149 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1
1539 1561 AAACCGUUACCAUUACUGAGUUU.::: :::::::::::.. :: :GAACACAGUAAUGGUAGUAGUGUCleavage pacid=37162148 locus=Phvul.004G019300 ID=Phvul.004G019300.1.v2.1 annot-version=v2.1
1019 1041 AAACCGUUACCAUUACUGAGUUU:..::..::.::: : :.:::::AGGCUUGGUGAUGCUCAUGGUUUTranslation pacid=37155075 locus=Phvul.011G069000 ID=Phvul.011G069000.1.v2.1 annot-version=v2.1

709 732 AAACCGUUACCAUUAC-UGAGUUU:::. :: :::::::: :.:::::AAAUGCAAGUAAUGGUUAUGGUUUCleavage pacid=37177788 locus=Phvul.002G231800 ID=Phvul.002G231800.1.v2.1 annot-version=v2.1
349 371 AAACCGUUACCAUUACUGAGUUU:.::::  :..::::::.:: ::AGACUCCCUGGUGGUAAUGGCUUCleavage pacid=37171282 locus=Phvul.L001687 ID=Phvul.L001687.1.v2.1 annot-version=v2.1
310 332 AAACCGUUACCAUUACUGAGUUU..:.:..::..::::...::: :GGAUUUGGUGGUGGUGGUGGUCUCleavage pacid=37154896 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1
418 440 AAACCGUUACCAUUACUGAGUUU:.::::  :..::::::.:: ::AGACUCCCUGGUGGUAAUGGCUUCleavage pacid=37174189 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1
714 736 AAACCGUUACCAUUACUGAGUUU      .::..::::...:::::GGAGCAGGUGGUGGUGGUGGUUUCleavage pacid=37151350 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1
858 880 AAACCGUUACCAUUACUGAGUUU      .::..::::...:::::GGAGCAGGUGGUGGUGGUGGUUUCleavage pacid=37151350 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1
624 646 AAACCGUUACCAUUACUGAGUUU      .::..::::...:::::GGAGCAGGUGGUGGUGGUGGUUUCleavage pacid=37151350 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1
957 979 AAACCGUUACCAUUACUGAGUUU .:: :.:::: :::..::::: UGACCCGGUAACGGUGGCGGUUACleavage pacid=37146097 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1
209 231 AAACCGUUACCAUUACUGAGUUU:. .:::::..::::...:::  AGUUUCAGUGGUGGUGGUGGUAGCleavage pacid=37170855 locus=Phvul.001G057200 ID=Phvul.001G057200.1.v2.1 annot-version=v2.1

2329 2350 AAACCGUUACCAUUACUGAGUUU:.:.::::: :::: :..:::::AGAUUCAGUCAUGG-AGUGGUUUCleavage pacid=37162384 locus=Phvul.004G057900 ID=Phvul.004G057900.1.v2.1 annot-version=v2.1
327 349 AAACCGUUACCAUUACUGAGUUU ::. ::::.: :::.: :::::CAAUGCAGUGAGGGUGAAGGUUUCleavage pacid=37164213 locus=Phvul.007G027000 ID=Phvul.007G027000.1.v2.1 annot-version=v2.1
818 840 AAACCGUUACCAUUACUGAGUUU:: :::: :.:::::..:: :: AACCUCAUUGAUGGUGGCGUUUGCleavage pacid=37149282 locus=Phvul.009G063500 ID=Phvul.009G063500.1.v2.1 annot-version=v2.1

1223 1245 AAACCGUUACCAUUACUGAGUUU: :.:::::.:: ::.::: :: AUAUUCAGUGAUUGUGACGAUUGTranslation pacid=37157842 locus=Phvul.008G060700 ID=Phvul.008G060700.1.v2.1 annot-version=v2.1
736 758 AAACCGUUACCAUUACUGAGUUU:..::::  ::::: .:::::: AGGCUCACCAAUGGGGACGGUUCCleavage pacid=37157024 locus=Phvul.011G110000 ID=Phvul.011G110000.1.v2.1 annot-version=v2.1
331 353 AAACCGUUACCAUUACUGAGUUU:.: :::::.::::::. :: : AGAAUCAGUGAUGGUAGAGGAUCCleavage pacid=37143370 locus=Phvul.010G003800 ID=Phvul.010G003800.1.v2.1 annot-version=v2.1
740 762 AAACCGUUACCAUUACUGAGUUU:: :::: :.:::::..:: :: AACCUCAUUGAUGGUGGCGUUUGCleavage pacid=37149281 locus=Phvul.009G063500 ID=Phvul.009G063500.2.v2.1 annot-version=v2.1
607 629 AAACCGUUACCAUUACUGAGUUU.: . ..:: :::::::.::: :GAUUAUGGUUAUGGUAAUGGUGUCleavage pacid=37174127 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1

3141 3163 AAACCGUUACCAUUACUGAGUUU  :.:::: :.:::::..:::  GUAUUCAGCAGUGGUAGUGGUCGCleavage pacid=37154471 locus=Phvul.005G054600 ID=Phvul.005G054600.1.v2.1 annot-version=v2.1
2697 2719 AAACCGUUACCAUUACUGAGUUU ::.::: ::.::: ::.:: ::UAAUUCACUAGUGGCAAUGGCUUCleavage pacid=37168025 locus=Phvul.001G024200 ID=Phvul.001G024200.1.v2.1 annot-version=v2.1

154 176 AAACCGUUACCAUUACUGAGUUU::. :.:::.::: :.:.: :::AAGAUUAGUGAUGUUGAUGAUUUTranslation pacid=37171812 locus=Phvul.006G098000 ID=Phvul.006G098000.1.v2.1 annot-version=v2.1
295 317 AAACCGUUACCAUUACUGAGUUU  : :: :: :::::.:: ::: UCAGUCUGUCAUGGUGACUGUUCCleavage pacid=37171812 locus=Phvul.006G098000 ID=Phvul.006G098000.1.v2.1 annot-version=v2.1
549 571 AAACCGUUACCAUUACUGAGUUU....:..::..::::...:: ::GGGUUUGGUGGUGGUGGUGGCUUCleavage pacid=37160922 locus=Phvul.008G033500 ID=Phvul.008G033500.1.v2.1 annot-version=v2.1

1176 1198 AAACCGUUACCAUUACUGAGUUU::.. :: ::.::::.:.:: ::AAGUACACUAGUGGUGAUGGAUUCleavage pacid=37155232 locus=Phvul.011G028900 ID=Phvul.011G028900.1.v2.1 annot-version=v2.1
1 23 AAACCGUUACCAUUACUGAGUUU.::: ::  .::::::::: :::GAACACAUAGAUGGUAACGAUUUCleavage pacid=37160948 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1
1 23 AAACCGUUACCAUUACUGAGUUU.::: ::  .::::::::: :::GAACACAUAGAUGGUAACGAUUUCleavage pacid=37160947 locus=Phvul.008G036100 ID=Phvul.008G036100.1.v2.1 annot-version=v2.1

264 286 AAACCGUUACCAUUACUGAGUUU.:..:::: ::::: :..: :::GAGUUCAGAAAUGGGAGUGUUUUCleavage pacid=37162603 locus=Phvul.004G061900 ID=Phvul.004G061900.1.v2.1 annot-version=v2.1
444 466 AAACCGUUACCAUUACUGAGUUU.:..: .::..::::.:. ::::GAGUUAGGUGGUGGUGAUAGUUUCleavage pacid=37173754 locus=Phvul.006G048000 ID=Phvul.006G048000.1.v2.1 annot-version=v2.1

1325 1347 AAACCGUUACCAUUACUGAGUUU:: : ::::::::: .:.:: ::AACCACAGUAAUGGCGAUGGCUUCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
1263 1285 AAACCGUUACCAUUACUGAGUUU..:.::.::..::::..::::  GGAUUCGGUGGUGGUGGCGGUGGCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1

513 535 AAACCGUUACCAUUACUGAGUUU..: :..: :: :::...:::::GGAAUUGGCAAAGGUGGUGGUUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1
837 859 AAACCGUUACCAUUACUGAGUUU..: :..: :: :::...:::::GGAAUUGGCAAAGGUGGUGGUUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1
903 925 AAACCGUUACCAUUACUGAGUUU..: :..: :: :::...:::::GGAAUUGGCAAAGGUGGUGGUUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1

1101 1123 AAACCGUUACCAUUACUGAGUUU..: :..: :: :::...:::::GGAAUUGGCAAAGGUGGUGGUUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1
1053 1075 AAACCGUUACCAUUACUGAGUUU   .: .::..::::..::: ::GGUUUAGGUGGUGGUGGCGGCUUCleavage pacid=37154875 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1

508 530 AAACCGUUACCAUUACUGAGUUU::.: ..::.:::::...:::: AAGCGUGGUGAUGGUGGUGGUUCCleavage pacid=37171836 locus=Phvul.006G173500 ID=Phvul.006G173500.1.v2.1 annot-version=v2.1
521 543 AAACCGUUACCAUUACUGAGUUU:::::::  :::::::::  :::AAACUCACAAAUGGUAACAAUUUCleavage pacid=37177963 locus=Phvul.002G183700 ID=Phvul.002G183700.1.v2.1 annot-version=v2.1
131 153 AAACCGUUACCAUUACUGAGUUU:::: ::: ::::::...:: ::AAACACAGCAAUGGUGGUGGAUUCleavage pacid=37153363 locus=Phvul.005G043000 ID=Phvul.005G043000.2.v2.1 annot-version=v2.1

1534 1556 AAACCGUUACCAUUACUGAGUUU.::: :::::::::::.. :: :GAACACAGUAAUGGUAGUAGUGUCleavage pacid=37162149 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1
1539 1561 AAACCGUUACCAUUACUGAGUUU.::: :::::::::::.. :: :GAACACAGUAAUGGUAGUAGUGUCleavage pacid=37162148 locus=Phvul.004G019300 ID=Phvul.004G019300.1.v2.1 annot-version=v2.1
1019 1041 AAACCGUUACCAUUACUGAGUUU:..::..::.::: : :.:::::AGGCUUGGUGAUGCUCAUGGUUUTranslation pacid=37155075 locus=Phvul.011G069000 ID=Phvul.011G069000.1.v2.1 annot-version=v2.1

709 732 AAACCGUUACCAUUAC-UGAGUUU:::. :: :::::::: :.:::::AAAUGCAAGUAAUGGUUAUGGUUUCleavage pacid=37177788 locus=Phvul.002G231800 ID=Phvul.002G231800.1.v2.1 annot-version=v2.1
349 371 AAACCGUUACCAUUACUGAGUUU:.::::  :..::::::.:: ::AGACUCCCUGGUGGUAAUGGCUUCleavage pacid=37171282 locus=Phvul.L001687 ID=Phvul.L001687.1.v2.1 annot-version=v2.1
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310 332 AAACCGUUACCAUUACUGAGUUU..:.:..::..::::...::: :GGAUUUGGUGGUGGUGGUGGUCUCleavage pacid=37154896 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1
418 440 AAACCGUUACCAUUACUGAGUUU:.::::  :..::::::.:: ::AGACUCCCUGGUGGUAAUGGCUUCleavage pacid=37174189 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1
714 736 AAACCGUUACCAUUACUGAGUUU      .::..::::...:::::GGAGCAGGUGGUGGUGGUGGUUUCleavage pacid=37151350 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1
858 880 AAACCGUUACCAUUACUGAGUUU      .::..::::...:::::GGAGCAGGUGGUGGUGGUGGUUUCleavage pacid=37151350 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1
624 646 AAACCGUUACCAUUACUGAGUUU      .::..::::...:::::GGAGCAGGUGGUGGUGGUGGUUUCleavage pacid=37151350 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1
957 979 AAACCGUUACCAUUACUGAGUUU .:: :.:::: :::..::::: UGACCCGGUAACGGUGGCGGUUACleavage pacid=37146097 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1
209 231 AAACCGUUACCAUUACUGAGUUU:. .:::::..::::...:::  AGUUUCAGUGGUGGUGGUGGUAGCleavage pacid=37170855 locus=Phvul.001G057200 ID=Phvul.001G057200.1.v2.1 annot-version=v2.1

2329 2350 AAACCGUUACCAUUACUGAGUUU:.:.::::: :::: :..:::::AGAUUCAGUCAUGG-AGUGGUUUCleavage pacid=37162384 locus=Phvul.004G057900 ID=Phvul.004G057900.1.v2.1 annot-version=v2.1
327 349 AAACCGUUACCAUUACUGAGUUU ::. ::::.: :::.: :::::CAAUGCAGUGAGGGUGAAGGUUUCleavage pacid=37164213 locus=Phvul.007G027000 ID=Phvul.007G027000.1.v2.1 annot-version=v2.1
818 840 AAACCGUUACCAUUACUGAGUUU:: :::: :.:::::..:: :: AACCUCAUUGAUGGUGGCGUUUGCleavage pacid=37149282 locus=Phvul.009G063500 ID=Phvul.009G063500.1.v2.1 annot-version=v2.1

1223 1245 AAACCGUUACCAUUACUGAGUUU: :.:::::.:: ::.::: :: AUAUUCAGUGAUUGUGACGAUUGTranslation pacid=37157842 locus=Phvul.008G060700 ID=Phvul.008G060700.1.v2.1 annot-version=v2.1
736 758 AAACCGUUACCAUUACUGAGUUU:..::::  ::::: .:::::: AGGCUCACCAAUGGGGACGGUUCCleavage pacid=37157024 locus=Phvul.011G110000 ID=Phvul.011G110000.1.v2.1 annot-version=v2.1
331 353 AAACCGUUACCAUUACUGAGUUU:.: :::::.::::::. :: : AGAAUCAGUGAUGGUAGAGGAUCCleavage pacid=37143370 locus=Phvul.010G003800 ID=Phvul.010G003800.1.v2.1 annot-version=v2.1
740 762 AAACCGUUACCAUUACUGAGUUU:: :::: :.:::::..:: :: AACCUCAUUGAUGGUGGCGUUUGCleavage pacid=37149281 locus=Phvul.009G063500 ID=Phvul.009G063500.2.v2.1 annot-version=v2.1
607 629 AAACCGUUACCAUUACUGAGUUU.: . ..:: :::::::.::: :GAUUAUGGUUAUGGUAAUGGUGUCleavage pacid=37174127 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1

3141 3163 AAACCGUUACCAUUACUGAGUUU  :.:::: :.:::::..:::  GUAUUCAGCAGUGGUAGUGGUCGCleavage pacid=37154471 locus=Phvul.005G054600 ID=Phvul.005G054600.1.v2.1 annot-version=v2.1
2697 2719 AAACCGUUACCAUUACUGAGUUU ::.::: ::.::: ::.:: ::UAAUUCACUAGUGGCAAUGGCUUCleavage pacid=37168025 locus=Phvul.001G024200 ID=Phvul.001G024200.1.v2.1 annot-version=v2.1

154 176 AAACCGUUACCAUUACUGAGUUU::. :.:::.::: :.:.: :::AAGAUUAGUGAUGUUGAUGAUUUTranslation pacid=37171812 locus=Phvul.006G098000 ID=Phvul.006G098000.1.v2.1 annot-version=v2.1
295 317 AAACCGUUACCAUUACUGAGUUU  : :: :: :::::.:: ::: UCAGUCUGUCAUGGUGACUGUUCCleavage pacid=37171812 locus=Phvul.006G098000 ID=Phvul.006G098000.1.v2.1 annot-version=v2.1
549 571 AAACCGUUACCAUUACUGAGUUU....:..::..::::...:: ::GGGUUUGGUGGUGGUGGUGGCUUCleavage pacid=37160922 locus=Phvul.008G033500 ID=Phvul.008G033500.1.v2.1 annot-version=v2.1

1176 1198 AAACCGUUACCAUUACUGAGUUU::.. :: ::.::::.:.:: ::AAGUACACUAGUGGUGAUGGAUUCleavage pacid=37155232 locus=Phvul.011G028900 ID=Phvul.011G028900.1.v2.1 annot-version=v2.1
1 23 AAACCGUUACCAUUACUGAGUUU.::: ::  .::::::::: :::GAACACAUAGAUGGUAACGAUUUCleavage pacid=37160948 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1
1 23 AAACCGUUACCAUUACUGAGUUU.::: ::  .::::::::: :::GAACACAUAGAUGGUAACGAUUUCleavage pacid=37160947 locus=Phvul.008G036100 ID=Phvul.008G036100.1.v2.1 annot-version=v2.1

264 286 AAACCGUUACCAUUACUGAGUUU.:..:::: ::::: :..: :::GAGUUCAGAAAUGGGAGUGUUUUCleavage pacid=37162603 locus=Phvul.004G061900 ID=Phvul.004G061900.1.v2.1 annot-version=v2.1
444 466 AAACCGUUACCAUUACUGAGUUU.:..: .::..::::.:. ::::GAGUUAGGUGGUGGUGAUAGUUUCleavage pacid=37173754 locus=Phvul.006G048000 ID=Phvul.006G048000.1.v2.1 annot-version=v2.1

1325 1347 AAACCGUUACCAUUACUGAGUUU:: : ::::::::: .:.:: ::AACCACAGUAAUGGCGAUGGCUUCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
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Multiplicity peptideName locusName Pfam Panther KOG
1 Phvul.004G064100 Phvul.004G064100 PF00445 PTHR11240,PTHR11240:SF16KOG1642
1 Phvul.009G096000 Phvul.009G096000 PF03330 PTHR22595,PTHR22595:SF470
1 Phvul.008G049000 Phvul.008G049000 PF00793 PTHR21057,PTHR21057:SF20
1 Phvul.004G064100 Phvul.004G064100 PF00445 PTHR11240,PTHR11240:SF16KOG1642
1 Phvul.009G096000 Phvul.009G096000 PF03330 PTHR22595,PTHR22595:SF470
1 Phvul.004G064100 Phvul.004G064100 PF00445 PTHR11240,PTHR11240:SF16KOG1642
1 Phvul.009G096000 Phvul.009G096000 PF03330 PTHR22595,PTHR22595:SF470
1 Phvul.009G196100 Phvul.009G196100 0 PTHR33494,PTHR33494:SF10
1 Phvul.008G199900 Phvul.008G199900 PF05653 PTHR12570,PTHR12570:SF19KOG2922
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
4 Phvul.009G104850 Phvul.009G104850 0 0 0
1 Phvul.004G038100 Phvul.004G038100 PF10250 PTHR36050,PTHR36050:SF10
1 Phvul.011G073600 Phvul.011G073600 PF02309,PF02362,PF06507PTHR31384,PTHR31384:SF200
1 Phvul.011G073600 Phvul.011G073600 PF02309,PF02362,PF06507PTHR31384,PTHR31384:SF200
1 Phvul.L001604 Phvul.L001604 0 PTHR36390 0
1 Phvul.L001604 Phvul.L001604 0 PTHR36390 0
1 Phvul.L001604 Phvul.L001604 0 PTHR36390 0
1 Phvul.004G160700 Phvul.004G160700 PF00293,PF15916PTHR13622,PTHR13622:SF8KOG4313
1 Phvul.011G152300 Phvul.011G152300 PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129KOG1187
1 Phvul.011G152300 Phvul.011G152300 PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129KOG1187
1 Phvul.011G152300 Phvul.011G152300 PF08276,PF00954,PF07714PTHR27002,PTHR27002:SF129KOG1187
1 Phvul.003G229300 Phvul.003G229300 PF10260 PTHR13527,PTHR13527:SF0KOG3249
1 Phvul.003G229300 Phvul.003G229300 PF10260 PTHR13527,PTHR13527:SF0KOG3249
1 Phvul.003G178200 Phvul.003G178200 PF02153 PTHR11811,PTHR11811:SF360
1 Phvul.009G196100 Phvul.009G196100 0 PTHR33494,PTHR33494:SF10
1 Phvul.008G199900 Phvul.008G199900 PF05653 PTHR12570,PTHR12570:SF19KOG2922
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.004G160700 Phvul.004G160700 PF00293,PF15916PTHR13622,PTHR13622:SF8KOG4313
4 Phvul.009G104850 Phvul.009G104850 0 0 0
1 Phvul.L001604 Phvul.L001604 0 PTHR36390 0
1 Phvul.L001604 Phvul.L001604 0 PTHR36390 0
1 Phvul.L001604 Phvul.L001604 0 PTHR36390 0
1 Phvul.004G038100 Phvul.004G038100 PF10250 PTHR36050,PTHR36050:SF10
1 Phvul.011G073600 Phvul.011G073600 PF02309,PF02362,PF06507PTHR31384,PTHR31384:SF200
1 Phvul.011G073600 Phvul.011G073600 PF02309,PF02362,PF06507PTHR31384,PTHR31384:SF200
1 Phvul.009G196100 Phvul.009G196100 0 PTHR33494,PTHR33494:SF10
1 Phvul.008G199900 Phvul.008G199900 PF05653 PTHR12570,PTHR12570:SF19KOG2922
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.004G160700 Phvul.004G160700 PF00293,PF15916PTHR13622,PTHR13622:SF8KOG4313
4 Phvul.009G104850 Phvul.009G104850 0 0 0
1 Phvul.L001604 Phvul.L001604 0 PTHR36390 0
1 Phvul.L001604 Phvul.L001604 0 PTHR36390 0
1 Phvul.L001604 Phvul.L001604 0 PTHR36390 0
1 Phvul.004G038100 Phvul.004G038100 PF10250 PTHR36050,PTHR36050:SF10
1 Phvul.011G073600 Phvul.011G073600 PF02309,PF02362,PF06507PTHR31384,PTHR31384:SF200
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1 Phvul.011G073600 Phvul.011G073600 PF02309,PF02362,PF06507PTHR31384,PTHR31384:SF200
1 Phvul.002G289600 Phvul.002G289600 PF00153 PTHR24089,PTHR24089:SF1640
1 Phvul.002G289600 Phvul.002G289600 PF00153 PTHR24089,PTHR24089:SF1640
1 Phvul.002G289600 Phvul.002G289600 PF00153 PTHR24089,PTHR24089:SF1640
1 Phvul.002G041900 Phvul.002G041900 0 PTHR35105,PTHR35105:SF20
1 Phvul.010G108300 Phvul.010G108300 PF01176 PTHR21668,PTHR21668:SF5KOG3403
4 Phvul.006G148800 Phvul.006G148800 0 0 0
1 Phvul.006G214700 Phvul.006G214700 PF02493,PF01504PTHR23086,PTHR23086:SF25KOG0229
1 Phvul.006G214700 Phvul.006G214700 PF02493,PF01504PTHR23086,PTHR23086:SF25KOG0229
1 Phvul.006G214700 Phvul.006G214700 PF02493,PF01504PTHR23086,PTHR23086:SF25KOG0229
1 Phvul.006G214700 Phvul.006G214700 PF02493,PF01504PTHR23086,PTHR23086:SF25KOG0229
1 Phvul.002G231800 Phvul.002G231800 PF00011 PTHR11527,PTHR11527:SF158KOG0710
1 Phvul.005G137000 Phvul.005G137000 PF02037,PF02891PTHR10782,PTHR10782:SF34KOG2169
1 Phvul.005G137000 Phvul.005G137000 PF02037,PF02891PTHR10782,PTHR10782:SF34KOG2169
1 Phvul.005G137000 Phvul.005G137000 PF02037,PF02891PTHR10782,PTHR10782:SF34KOG2169
1 Phvul.005G137000 Phvul.005G137000 PF02037,PF02891PTHR10782,PTHR10782:SF34KOG2169
1 Phvul.002G226900 Phvul.002G226900 PF03031,PF00035PTHR23081,PTHR23081:SF7KOG0323
1 Phvul.005G137000 Phvul.005G137000 PF02037,PF02891PTHR10782,PTHR10782:SF34KOG2169
1 Phvul.005G137000 Phvul.005G137000 PF02037,PF02891PTHR10782,PTHR10782:SF34KOG2169
1 Phvul.007G222000 Phvul.007G222000 0 0 0
1 Phvul.007G029200 Phvul.007G029200 PF07797 PTHR33130,PTHR33130:SF130
1 Phvul.003G058400 Phvul.003G058400 PF14416,PF13839PTHR32285,PTHR32285:SF150
1 Phvul.002G250000 Phvul.002G250000 PF02493,PF01504PTHR23086,PTHR23086:SF250
1 Phvul.004G028100 Phvul.004G028100 PF00271,PF12513PTHR12131,PTHR12131:SF10
3 Phvul.008G216700 Phvul.008G216700 0 0 0
3 Phvul.008G216700 Phvul.008G216700 0 0 0
1 Phvul.002G190100 Phvul.002G190100 PF00467,PF01777PTHR10497 KOG3418
1 Phvul.004G087000 Phvul.004G087000 PF07731,PF07732,PF00394PTHR11709,PTHR11709:SF94KOG1263
1 Phvul.001G036500 Phvul.001G036500 0 PTHR10593,PTHR10593:SF380
1 Phvul.005G102100 Phvul.005G102100 PF13639 PTHR22763,PTHR22763:SF710
1 Phvul.005G102100 Phvul.005G102100 PF13639 PTHR22763,PTHR22763:SF710
1 Phvul.002G289600 Phvul.002G289600 PF00153 PTHR24089,PTHR24089:SF1640
1 Phvul.002G289600 Phvul.002G289600 PF00153 PTHR24089,PTHR24089:SF1640
1 Phvul.002G289600 Phvul.002G289600 PF00153 PTHR24089,PTHR24089:SF1640
1 Phvul.002G041900 Phvul.002G041900 0 PTHR35105,PTHR35105:SF20
3 Phvul.006G148800 Phvul.006G148800 0 0 0
1 Phvul.010G108300 Phvul.010G108300 PF01176 PTHR21668,PTHR21668:SF5KOG3403
1 Phvul.006G214700 Phvul.006G214700 PF02493,PF01504PTHR23086,PTHR23086:SF25KOG0229
1 Phvul.006G214700 Phvul.006G214700 PF02493,PF01504PTHR23086,PTHR23086:SF25KOG0229
1 Phvul.006G214700 Phvul.006G214700 PF02493,PF01504PTHR23086,PTHR23086:SF25KOG0229
1 Phvul.006G214700 Phvul.006G214700 PF02493,PF01504PTHR23086,PTHR23086:SF25KOG0229
3 Phvul.008G216700 Phvul.008G216700 0 0 0
3 Phvul.008G216700 Phvul.008G216700 0 0 0
1 Phvul.001G036500 Phvul.001G036500 0 PTHR10593,PTHR10593:SF380
1 Phvul.002G289600 Phvul.002G289600 PF00153 PTHR24089,PTHR24089:SF1640
1 Phvul.002G289600 Phvul.002G289600 PF00153 PTHR24089,PTHR24089:SF1640
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1 Phvul.002G289600 Phvul.002G289600 PF00153 PTHR24089,PTHR24089:SF1640
1 Phvul.002G041900 Phvul.002G041900 0 PTHR35105,PTHR35105:SF20
3 Phvul.006G148800 Phvul.006G148800 0 0 0
1 Phvul.010G108300 Phvul.010G108300 PF01176 PTHR21668,PTHR21668:SF5KOG3403
1 Phvul.006G214700 Phvul.006G214700 PF02493,PF01504PTHR23086,PTHR23086:SF25KOG0229
1 Phvul.006G214700 Phvul.006G214700 PF02493,PF01504PTHR23086,PTHR23086:SF25KOG0229
1 Phvul.006G214700 Phvul.006G214700 PF02493,PF01504PTHR23086,PTHR23086:SF25KOG0229
1 Phvul.006G214700 Phvul.006G214700 PF02493,PF01504PTHR23086,PTHR23086:SF25KOG0229
3 Phvul.008G216700 Phvul.008G216700 0 0 0
3 Phvul.008G216700 Phvul.008G216700 0 0 0
1 Phvul.001G036500 Phvul.001G036500 0 PTHR10593,PTHR10593:SF380
1 Phvul.001G052300 Phvul.001G052300 0 PTHR35697,PTHR35697:SF10
1 Phvul.010G110700 Phvul.010G110700 PF08167 PTHR34105 0
1 Phvul.010G110700 Phvul.010G110700 PF08167 PTHR34105 0
1 Phvul.009G100000 Phvul.009G100000 PF00240,PF13423PTHR24006 KOG1863
1 Phvul.009G100000 Phvul.009G100000 PF00240,PF13423PTHR24006 KOG1863
1 Phvul.009G100000 Phvul.009G100000 PF00240,PF13423PTHR24006 KOG1863
1 Phvul.009G100000 Phvul.009G100000 PF00240,PF13423PTHR24006 KOG1863
1 Phvul.001G073300 Phvul.001G073300 0 PTHR35697,PTHR35697:SF10
1 Phvul.008G279750 Phvul.008G279750 PF03552 PTHR13301,PTHR13301:SF540
1 Phvul.010G152600 Phvul.010G152600 PF11145 PTHR33389,PTHR33389:SF40
1 Phvul.006G021500 Phvul.006G021500 PF14577,PF14576PTHR33232,PTHR33232:SF50
1 Phvul.009G177300 Phvul.009G177300 PF00787,PF13901PTHR12326,PTHR12326:SF30
1 Phvul.007G147400 Phvul.007G147400 PF00005,PF00664PTHR24221,PTHR24221:SF1190
1 Phvul.003G178100 Phvul.003G178100 PF00226,PF01556PTHR24078,PTHR24078:SF188KOG0714
2 Phvul.011G102400 Phvul.011G102400 0 0 0
1 Phvul.001G106800 Phvul.001G106800 PF00249 PTHR10641,PTHR10641:SF473KOG0048
1 Phvul.007G261100 Phvul.007G261100 PF08327,PF09229PTHR13009,PTHR13009:SF8KOG2936
1 Phvul.007G261100 Phvul.007G261100 PF08327,PF09229PTHR13009,PTHR13009:SF8KOG2936
1 Phvul.011G187600 Phvul.011G187600 PF11605,PF04157PTHR13128,PTHR13128:SF12KOG2760
4 Phvul.006G148800 Phvul.006G148800 0 0 0
4 Phvul.006G148800 Phvul.006G148800 0 0 0
1 Phvul.002G044500 Phvul.002G044500 PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF5810
1 Phvul.007G113300 Phvul.007G113300 PF08031,PF01565PTHR32448,PTHR32448:SF150
2 Phvul.006G206800 Phvul.006G206800 PF00806 PTHR12537,PTHR12537:SF640
1 Phvul.010G144900 Phvul.010G144900 PF00349,PF03727PTHR19443,PTHR19443:SF260
1 Phvul.002G083800 Phvul.002G083800 PF00249 PTHR10641,PTHR10641:SF4730
1 Phvul.001G067500 Phvul.001G067500 0 PTHR34194,PTHR34194:SF30
1 Phvul.001G067500 Phvul.001G067500 0 PTHR34194,PTHR34194:SF30
1 Phvul.001G067500 Phvul.001G067500 0 PTHR34194,PTHR34194:SF30
1 Phvul.006G045600 Phvul.006G045600 PF00439 PTHR22881,PTHR22881:SF110
1 Phvul.010G156000 Phvul.010G156000 PF04525 PTHR31087,PTHR31087:SF20
2 Phvul.007G055500 Phvul.007G055500 PF07690 PTHR23500,PTHR23500:SF70KOG0254
2 Phvul.007G055500 Phvul.007G055500 PF07690 PTHR23500,PTHR23500:SF70KOG0254
1 Phvul.005G154600 Phvul.005G154600 PF04266 PTHR34204,PTHR34204:SF20
1 Phvul.005G154600 Phvul.005G154600 PF04266 PTHR34204,PTHR34204:SF20
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Do not distribute

2 Phvul.007G055200 Phvul.007G055200 PF07690 PTHR23500,PTHR23500:SF70KOG0254
2 Phvul.007G055200 Phvul.007G055200 PF07690 PTHR23500,PTHR23500:SF70KOG0254
1 Phvul.005G154600 Phvul.005G154600 PF04266 PTHR34204,PTHR34204:SF20
1 Phvul.008G273100 Phvul.008G273100 PF00149 PTHR11668,PTHR11668:SF2780
3 Phvul.008G216700 Phvul.008G216700 0 0 0
1 Phvul.010G121200 Phvul.010G121200 PF03372 PTHR12121,PTHR12121:SF44KOG2338
1 Phvul.010G121200 Phvul.010G121200 PF03372 PTHR12121,PTHR12121:SF44KOG2338
1 Phvul.007G270500 Phvul.007G270500 PF00400,PF08606PTHR22840 0
1 Phvul.004G125900 Phvul.004G125900 PF00999 PTHR16254,PTHR16254:SF9KOG1650
1 Phvul.005G027200 Phvul.005G027200 PF00931 PTHR23155,PTHR23155:SF505KOG4658
1 Phvul.010G110700 Phvul.010G110700 PF08167 PTHR34105 0
1 Phvul.010G110700 Phvul.010G110700 PF08167 PTHR34105 0
1 Phvul.001G052300 Phvul.001G052300 0 PTHR35697,PTHR35697:SF10
1 Phvul.008G279750 Phvul.008G279750 PF03552 PTHR13301,PTHR13301:SF540
1 Phvul.009G100000 Phvul.009G100000 PF00240,PF13423PTHR24006 KOG1863
1 Phvul.009G100000 Phvul.009G100000 PF00240,PF13423PTHR24006 KOG1863
1 Phvul.009G100000 Phvul.009G100000 PF00240,PF13423PTHR24006 KOG1863
1 Phvul.009G100000 Phvul.009G100000 PF00240,PF13423PTHR24006 KOG1863
1 Phvul.001G073300 Phvul.001G073300 0 PTHR35697,PTHR35697:SF10
1 Phvul.010G152600 Phvul.010G152600 PF11145 PTHR33389,PTHR33389:SF40
2 Phvul.011G102400 Phvul.011G102400 0 0 0
3 Phvul.006G148800 Phvul.006G148800 0 0 0
3 Phvul.006G148800 Phvul.006G148800 0 0 0
1 Phvul.010G121200 Phvul.010G121200 PF03372 PTHR12121,PTHR12121:SF44KOG2338
1 Phvul.010G121200 Phvul.010G121200 PF03372 PTHR12121,PTHR12121:SF44KOG2338
1 Phvul.004G125900 Phvul.004G125900 PF00999 PTHR16254,PTHR16254:SF9KOG1650
1 Phvul.002G044500 Phvul.002G044500 PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF5810
1 Phvul.007G113300 Phvul.007G113300 PF08031,PF01565PTHR32448,PTHR32448:SF150
1 Phvul.006G021500 Phvul.006G021500 PF14577,PF14576PTHR33232,PTHR33232:SF50
1 Phvul.009G177300 Phvul.009G177300 PF00787,PF13901PTHR12326,PTHR12326:SF30
1 Phvul.007G147400 Phvul.007G147400 PF00005,PF00664PTHR24221,PTHR24221:SF1190
1 Phvul.003G178100 Phvul.003G178100 PF00226,PF01556PTHR24078,PTHR24078:SF188KOG0714
1 Phvul.005G154600 Phvul.005G154600 PF04266 PTHR34204,PTHR34204:SF20
1 Phvul.005G154600 Phvul.005G154600 PF04266 PTHR34204,PTHR34204:SF20
1 Phvul.001G106800 Phvul.001G106800 PF00249 PTHR10641,PTHR10641:SF473KOG0048
1 Phvul.007G261100 Phvul.007G261100 PF08327,PF09229PTHR13009,PTHR13009:SF8KOG2936
1 Phvul.007G261100 Phvul.007G261100 PF08327,PF09229PTHR13009,PTHR13009:SF8KOG2936
1 Phvul.011G187600 Phvul.011G187600 PF11605,PF04157PTHR13128,PTHR13128:SF12KOG2760
1 Phvul.005G154600 Phvul.005G154600 PF04266 PTHR34204,PTHR34204:SF20
1 Phvul.008G273100 Phvul.008G273100 PF00149 PTHR11668,PTHR11668:SF2780
1 Phvul.005G065300 Phvul.005G065300 PF11145 PTHR33389,PTHR33389:SF10
2 Phvul.006G206800 Phvul.006G206800 PF00806 PTHR12537,PTHR12537:SF640
1 Phvul.006G045600 Phvul.006G045600 PF00439 PTHR22881,PTHR22881:SF110
3 Phvul.008G216700 Phvul.008G216700 0 0 0
1 Phvul.011G111800 Phvul.011G111800 0 0 0
1 Phvul.010G144900 Phvul.010G144900 PF00349,PF03727PTHR19443,PTHR19443:SF260
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Do not distribute

1 Phvul.002G083800 Phvul.002G083800 PF00249 PTHR10641,PTHR10641:SF4730
1 Phvul.007G270500 Phvul.007G270500 PF00400,PF08606PTHR22840 0
1 Phvul.001G067500 Phvul.001G067500 0 PTHR34194,PTHR34194:SF30
1 Phvul.010G110700 Phvul.010G110700 PF08167 PTHR34105 0
1 Phvul.010G110700 Phvul.010G110700 PF08167 PTHR34105 0
1 Phvul.001G052300 Phvul.001G052300 0 PTHR35697,PTHR35697:SF10
1 Phvul.008G279750 Phvul.008G279750 PF03552 PTHR13301,PTHR13301:SF540
1 Phvul.009G100000 Phvul.009G100000 PF00240,PF13423PTHR24006 KOG1863
1 Phvul.009G100000 Phvul.009G100000 PF00240,PF13423PTHR24006 KOG1863
1 Phvul.009G100000 Phvul.009G100000 PF00240,PF13423PTHR24006 KOG1863
1 Phvul.009G100000 Phvul.009G100000 PF00240,PF13423PTHR24006 KOG1863
1 Phvul.001G073300 Phvul.001G073300 0 PTHR35697,PTHR35697:SF10
1 Phvul.010G152600 Phvul.010G152600 PF11145 PTHR33389,PTHR33389:SF40
2 Phvul.011G102400 Phvul.011G102400 0 0 0
3 Phvul.006G148800 Phvul.006G148800 0 0 0
3 Phvul.006G148800 Phvul.006G148800 0 0 0
1 Phvul.010G121200 Phvul.010G121200 PF03372 PTHR12121,PTHR12121:SF44KOG2338
1 Phvul.010G121200 Phvul.010G121200 PF03372 PTHR12121,PTHR12121:SF44KOG2338
1 Phvul.004G125900 Phvul.004G125900 PF00999 PTHR16254,PTHR16254:SF9KOG1650
1 Phvul.002G044500 Phvul.002G044500 PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF5810
1 Phvul.007G113300 Phvul.007G113300 PF08031,PF01565PTHR32448,PTHR32448:SF150
1 Phvul.006G021500 Phvul.006G021500 PF14577,PF14576PTHR33232,PTHR33232:SF50
1 Phvul.009G177300 Phvul.009G177300 PF00787,PF13901PTHR12326,PTHR12326:SF30
1 Phvul.007G147400 Phvul.007G147400 PF00005,PF00664PTHR24221,PTHR24221:SF1190
1 Phvul.003G178100 Phvul.003G178100 PF00226,PF01556PTHR24078,PTHR24078:SF188KOG0714
1 Phvul.005G154600 Phvul.005G154600 PF04266 PTHR34204,PTHR34204:SF20
1 Phvul.005G154600 Phvul.005G154600 PF04266 PTHR34204,PTHR34204:SF20
1 Phvul.001G106800 Phvul.001G106800 PF00249 PTHR10641,PTHR10641:SF473KOG0048
1 Phvul.007G261100 Phvul.007G261100 PF08327,PF09229PTHR13009,PTHR13009:SF8KOG2936
1 Phvul.007G261100 Phvul.007G261100 PF08327,PF09229PTHR13009,PTHR13009:SF8KOG2936
1 Phvul.011G187600 Phvul.011G187600 PF11605,PF04157PTHR13128,PTHR13128:SF12KOG2760
1 Phvul.005G154600 Phvul.005G154600 PF04266 PTHR34204,PTHR34204:SF20
1 Phvul.008G273100 Phvul.008G273100 PF00149 PTHR11668,PTHR11668:SF2780
1 Phvul.005G065300 Phvul.005G065300 PF11145 PTHR33389,PTHR33389:SF10
2 Phvul.006G206800 Phvul.006G206800 PF00806 PTHR12537,PTHR12537:SF640
1 Phvul.006G045600 Phvul.006G045600 PF00439 PTHR22881,PTHR22881:SF110
3 Phvul.008G216700 Phvul.008G216700 0 0 0
1 Phvul.011G111800 Phvul.011G111800 0 0 0
1 Phvul.010G144900 Phvul.010G144900 PF00349,PF03727PTHR19443,PTHR19443:SF260
1 Phvul.002G083800 Phvul.002G083800 PF00249 PTHR10641,PTHR10641:SF4730
1 Phvul.007G270500 Phvul.007G270500 PF00400,PF08606PTHR22840 0
1 Phvul.001G067500 Phvul.001G067500 0 PTHR34194,PTHR34194:SF30
1 Phvul.001G067500 Phvul.001G067500 0 PTHR34194,PTHR34194:SF30
6 Phvul.011G133575 Phvul.011G133575 0 0 0
6 Phvul.011G133575 Phvul.011G133575 0 0 0
6 Phvul.011G133575 Phvul.011G133575 0 0 0
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Do not distribute

6 Phvul.011G133575 Phvul.011G133575 0 0 0
6 Phvul.011G133575 Phvul.011G133575 0 0 0
6 Phvul.011G133575 Phvul.011G133575 0 0 0
1 Phvul.004G019300 Phvul.004G019300 PF14416,PF13839PTHR32285,PTHR32285:SF280
1 Phvul.004G019300 Phvul.004G019300 PF14416,PF13839PTHR32285,PTHR32285:SF280
4 Phvul.009G104850 Phvul.009G104850 0 0 0
4 Phvul.009G104850 Phvul.009G104850 0 0 0
4 Phvul.009G104850 Phvul.009G104850 0 0 0
1 Phvul.003G158800 Phvul.003G158800 PF00704 PTHR11177,PTHR11177:SF208KOG2806
1 Phvul.006G173500 Phvul.006G173500 PF00847 PTHR31194,PTHR31194:SF140
1 Phvul.002G183700 Phvul.002G183700 0 0 0
2 Phvul.011G102400 Phvul.011G102400 0 0 0
1 Phvul.007G027000 Phvul.007G027000 PF00847 PTHR31194,PTHR31194:SF140
1 Phvul.005G043000 Phvul.005G043000 PF06101 PTHR17204,PTHR17204:SF280
4 Phvul.006G148800 Phvul.006G148800 0 0 0
1 Phvul.011G069000 Phvul.011G069000 PF01535,PF13041PTHR24015,PTHR24015:SF2630
2 Phvul.006G206800 Phvul.006G206800 PF00806 PTHR12537,PTHR12537:SF640
1 Phvul.005G054600 Phvul.005G054600 PF01926,PF11987PTHR23115,PTHR23115:SF1380
1 Phvul.001G024200 Phvul.001G024200 PF00225 PTHR24115,PTHR24115:SF4630
1 Phvul.008G060700 Phvul.008G060700 PF01554 PTHR11206,PTHR11206:SF109KOG1347
1 Phvul.004G147900 Phvul.004G147900 PF14531 PTHR24361,PTHR24361:SF344KOG0581
1 Phvul.001G057200 Phvul.001G057200 PF01269 PTHR10335 KOG1596
1 Phvul.009G046200 Phvul.009G046200 PF07145,PF14259,PF00076PTHR24012 KOG0131
1 Phvul.011G133400 Phvul.011G133400 0 PTHR35420 0
1 Phvul.008G111100 Phvul.008G111100 PF13639 PTHR14155,PTHR14155:SF1350
1 Phvul.006G070000 Phvul.006G070000 PF13639 PTHR14155,PTHR14155:SF135KOG4172
1 Phvul.L001687 Phvul.L001687 PF02458 PTHR31642,PTHR31642:SF570
1 Phvul.008G033500 Phvul.008G033500 PF00076 PTHR24012 0
1 Phvul.008G036100 Phvul.008G036100 PF13445 PTHR13139,PTHR13139:SF470
1 Phvul.009G198900 Phvul.009G198900 PF05185 PTHR11006,PTHR11006:SF68KOG1499
1 Phvul.008G036100 Phvul.008G036100 PF13445 PTHR13139,PTHR13139:SF470
1 Phvul.006G037000 Phvul.006G037000 PF02458 PTHR31642,PTHR31642:SF570
1 Phvul.001G205600 Phvul.001G205600 PF13414,PF11998PTHR17130,PTHR17130:SF200
1 Phvul.011G159400 Phvul.011G159400 PF14259,PF00076PTHR24012,PTHR24012:SF490KOG4205
1 Phvul.004G061900 Phvul.004G061900 PF07690 PTHR23500,PTHR23500:SF118KOG0254
1 Phvul.006G048000 Phvul.006G048000 PF00026 PTHR13683,PTHR13683:SF246KOG1339
1 Phvul.009G007900 Phvul.009G007900 0 0 0
1 Phvul.005G067950 Phvul.005G067950 PF03634 PTHR31072,PTHR31072:SF30
6 Phvul.011G133575 Phvul.011G133575 0 0 0
6 Phvul.011G133575 Phvul.011G133575 0 0 0
6 Phvul.011G133575 Phvul.011G133575 0 0 0
6 Phvul.011G133575 Phvul.011G133575 0 0 0
6 Phvul.011G133575 Phvul.011G133575 0 0 0
6 Phvul.011G133575 Phvul.011G133575 0 0 0
1 Phvul.006G173500 Phvul.006G173500 PF00847 PTHR31194,PTHR31194:SF140
1 Phvul.002G183700 Phvul.002G183700 0 0 0

Page 3004 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.005G043000 Phvul.005G043000 PF06101 PTHR17204,PTHR17204:SF280
1 Phvul.004G019300 Phvul.004G019300 PF14416,PF13839PTHR32285,PTHR32285:SF280
1 Phvul.004G019300 Phvul.004G019300 PF14416,PF13839PTHR32285,PTHR32285:SF280
1 Phvul.011G069000 Phvul.011G069000 PF01535,PF13041PTHR24015,PTHR24015:SF2630
1 Phvul.002G231800 Phvul.002G231800 PF00011 PTHR11527,PTHR11527:SF158KOG0710
1 Phvul.L001687 Phvul.L001687 PF02458 PTHR31642,PTHR31642:SF570
2 Phvul.011G102400 Phvul.011G102400 0 0 0
1 Phvul.006G037000 Phvul.006G037000 PF02458 PTHR31642,PTHR31642:SF570
4 Phvul.009G104850 Phvul.009G104850 0 0 0
4 Phvul.009G104850 Phvul.009G104850 0 0 0
4 Phvul.009G104850 Phvul.009G104850 0 0 0
1 Phvul.003G158800 Phvul.003G158800 PF00704 PTHR11177,PTHR11177:SF208KOG2806
1 Phvul.001G057200 Phvul.001G057200 PF01269 PTHR10335 KOG1596
1 Phvul.004G057900 Phvul.004G057900 PF01535,PF13041PTHR24015,PTHR24015:SF3260
1 Phvul.007G027000 Phvul.007G027000 PF00847 PTHR31194,PTHR31194:SF140
1 Phvul.009G063500 Phvul.009G063500 PF01734 PTHR32176 KOG0513
1 Phvul.008G060700 Phvul.008G060700 PF01554 PTHR11206,PTHR11206:SF109KOG1347
1 Phvul.011G110000 Phvul.011G110000 PF02984,PF00134PTHR10177,PTHR10177:SF188KOG0656
1 Phvul.010G003800 Phvul.010G003800 PF00854 PTHR11654,PTHR11654:SF130KOG1237
1 Phvul.009G063500 Phvul.009G063500 PF01734 PTHR32176 KOG0513
2 Phvul.006G206800 Phvul.006G206800 PF00806 PTHR12537,PTHR12537:SF640
1 Phvul.005G054600 Phvul.005G054600 PF01926,PF11987PTHR23115,PTHR23115:SF1380
1 Phvul.001G024200 Phvul.001G024200 PF00225 PTHR24115,PTHR24115:SF4630
2 Phvul.006G098000 Phvul.006G098000 PF13302 PTHR13256,PTHR13256:SF350
2 Phvul.006G098000 Phvul.006G098000 PF13302 PTHR13256,PTHR13256:SF350
1 Phvul.008G033500 Phvul.008G033500 PF00076 PTHR24012 0
1 Phvul.011G028900 Phvul.011G028900 PF01966 PTHR33594,PTHR33594:SF10
1 Phvul.008G036100 Phvul.008G036100 PF13445 PTHR13139,PTHR13139:SF470
1 Phvul.008G036100 Phvul.008G036100 PF13445 PTHR13139,PTHR13139:SF470
1 Phvul.004G061900 Phvul.004G061900 PF07690 PTHR23500,PTHR23500:SF118KOG0254
1 Phvul.006G048000 Phvul.006G048000 PF00026 PTHR13683,PTHR13683:SF246KOG1339
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
6 Phvul.011G133575 Phvul.011G133575 0 0 0
6 Phvul.011G133575 Phvul.011G133575 0 0 0
6 Phvul.011G133575 Phvul.011G133575 0 0 0
6 Phvul.011G133575 Phvul.011G133575 0 0 0
6 Phvul.011G133575 Phvul.011G133575 0 0 0
6 Phvul.011G133575 Phvul.011G133575 0 0 0
1 Phvul.006G173500 Phvul.006G173500 PF00847 PTHR31194,PTHR31194:SF140
1 Phvul.002G183700 Phvul.002G183700 0 0 0
1 Phvul.005G043000 Phvul.005G043000 PF06101 PTHR17204,PTHR17204:SF280
1 Phvul.004G019300 Phvul.004G019300 PF14416,PF13839PTHR32285,PTHR32285:SF280
1 Phvul.004G019300 Phvul.004G019300 PF14416,PF13839PTHR32285,PTHR32285:SF280
1 Phvul.011G069000 Phvul.011G069000 PF01535,PF13041PTHR24015,PTHR24015:SF2630
1 Phvul.002G231800 Phvul.002G231800 PF00011 PTHR11527,PTHR11527:SF158KOG0710
1 Phvul.L001687 Phvul.L001687 PF02458 PTHR31642,PTHR31642:SF570
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Do not distribute

2 Phvul.011G102400 Phvul.011G102400 0 0 0
1 Phvul.006G037000 Phvul.006G037000 PF02458 PTHR31642,PTHR31642:SF570
4 Phvul.009G104850 Phvul.009G104850 0 0 0
4 Phvul.009G104850 Phvul.009G104850 0 0 0
4 Phvul.009G104850 Phvul.009G104850 0 0 0
1 Phvul.003G158800 Phvul.003G158800 PF00704 PTHR11177,PTHR11177:SF208KOG2806
1 Phvul.001G057200 Phvul.001G057200 PF01269 PTHR10335 KOG1596
1 Phvul.004G057900 Phvul.004G057900 PF01535,PF13041PTHR24015,PTHR24015:SF3260
1 Phvul.007G027000 Phvul.007G027000 PF00847 PTHR31194,PTHR31194:SF140
1 Phvul.009G063500 Phvul.009G063500 PF01734 PTHR32176 KOG0513
1 Phvul.008G060700 Phvul.008G060700 PF01554 PTHR11206,PTHR11206:SF109KOG1347
1 Phvul.011G110000 Phvul.011G110000 PF02984,PF00134PTHR10177,PTHR10177:SF188KOG0656
1 Phvul.010G003800 Phvul.010G003800 PF00854 PTHR11654,PTHR11654:SF130KOG1237
1 Phvul.009G063500 Phvul.009G063500 PF01734 PTHR32176 KOG0513
2 Phvul.006G206800 Phvul.006G206800 PF00806 PTHR12537,PTHR12537:SF640
1 Phvul.005G054600 Phvul.005G054600 PF01926,PF11987PTHR23115,PTHR23115:SF1380
1 Phvul.001G024200 Phvul.001G024200 PF00225 PTHR24115,PTHR24115:SF4630
2 Phvul.006G098000 Phvul.006G098000 PF13302 PTHR13256,PTHR13256:SF350
2 Phvul.006G098000 Phvul.006G098000 PF13302 PTHR13256,PTHR13256:SF350
1 Phvul.008G033500 Phvul.008G033500 PF00076 PTHR24012 0
1 Phvul.011G028900 Phvul.011G028900 PF01966 PTHR33594,PTHR33594:SF10
1 Phvul.008G036100 Phvul.008G036100 PF13445 PTHR13139,PTHR13139:SF470
1 Phvul.008G036100 Phvul.008G036100 PF13445 PTHR13139,PTHR13139:SF470
1 Phvul.004G061900 Phvul.004G061900 PF07690 PTHR23500,PTHR23500:SF118KOG0254
1 Phvul.006G048000 Phvul.006G048000 PF00026 PTHR13683,PTHR13683:SF246KOG1339
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
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KEGG KOG GO Best-hit-arabi-namearabi-symbol
3.1.27.1 K01166 GO:0033897,GO:0003723AT1G14220.1 0

0 0 0 AT2G18660.1 PNP-A
2.5.1.55 K01627 GO:0009058,GO:0008676,GO:0008152,GO:0005737AT1G79500.4 AtkdsA1
3.1.27.1 K01166 GO:0033897,GO:0003723AT1G14220.1 0

0 0 0 AT2G18660.1 PNP-A
3.1.27.1 K01166 GO:0033897,GO:0003723AT1G14220.1 0

0 0 0 AT2G18660.1 PNP-A
0 0 0 AT2G24100.1 0
0 0 GO:0016021,GO:0015693,GO:0015095AT1G34470.1 0
0 0 0 AT2G37570.1 SLT1
0 0 0 0 0
0 0 0 AT4G17430.1 0
0 0 GO:0006355,GO:0005634,GO:0003677,GO:0009725AT5G60450.1 ARF4
0 0 GO:0006355,GO:0005634,GO:0003677,GO:0009725AT5G60450.1 ARF4
0 0 0 AT5G07890.1 0
0 0 0 AT5G07890.1 0
0 0 0 AT5G07890.1 0

2.7.6.2 0 GO:0016787 AT5G19460.1 atnudt20,NUDT20
2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0
2.7.11.1 0 GO:0048544,GO:0006468,GO:0004672AT4G27290.1 0

0 0 0 AT2G35360.1 0
0 0 0 AT2G35360.1 0

1.3.1.78 K15227 GO:0055114,GO:0008977,GO:0006571,GO:0004665AT5G34930.1 0
0 0 0 AT2G24100.1 0
0 0 GO:0016021,GO:0015693,GO:0015095AT1G34470.1 0
0 0 0 AT2G37570.1 SLT1

2.7.6.2 0 GO:0016787 AT5G19460.1 atnudt20,NUDT20
0 0 0 0 0
0 0 0 AT5G07890.1 0
0 0 0 AT5G07890.1 0
0 0 0 AT5G07890.1 0
0 0 0 AT4G17430.1 0
0 0 GO:0006355,GO:0005634,GO:0003677,GO:0009725AT5G60450.1 ARF4
0 0 GO:0006355,GO:0005634,GO:0003677,GO:0009725AT5G60450.1 ARF4
0 0 0 AT2G24100.1 0
0 0 GO:0016021,GO:0015693,GO:0015095AT1G34470.1 0
0 0 0 AT2G37570.1 SLT1

2.7.6.2 0 GO:0016787 AT5G19460.1 atnudt20,NUDT20
0 0 0 0 0
0 0 0 AT5G07890.1 0
0 0 0 AT5G07890.1 0
0 0 0 AT5G07890.1 0
0 0 0 AT4G17430.1 0
0 0 GO:0006355,GO:0005634,GO:0003677,GO:0009725AT5G60450.1 ARF4
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0 0 GO:0006355,GO:0005634,GO:0003677,GO:0009725AT5G60450.1 ARF4
0 0 0 AT4G11440.1 0
0 0 0 AT4G11440.1 0
0 0 0 AT4G11440.1 0
0 0 0 AT1G64980.1 0
0 K03236 GO:0006413,GO:0003743,GO:0003723AT2G04520.1 0
0 0 0 0 0

2.7.1.68 0 GO:0046488,GO:0016307AT1G10900.1 0
2.7.1.68 0 GO:0046488,GO:0016307AT1G10900.1 0
2.7.1.68 0 GO:0046488,GO:0016307AT1G10900.1 0
2.7.1.68 0 GO:0046488,GO:0016307AT1G10900.1 0

0 K13993 0 AT1G07400.1 0
0 0 GO:0008270,GO:0031668,GO:0019789,GO:0016925,GO:0016049,GO:0005634AT5G60410.3 ATSIZ1,SIZ1
0 0 GO:0008270,GO:0031668,GO:0019789,GO:0016925,GO:0016049,GO:0005634AT5G60410.3 ATSIZ1,SIZ1
0 0 GO:0008270,GO:0031668,GO:0019789,GO:0016925,GO:0016049,GO:0005634AT5G60410.3 ATSIZ1,SIZ1
0 0 GO:0008270,GO:0031668,GO:0019789,GO:0016925,GO:0016049,GO:0005634AT5G60410.3 ATSIZ1,SIZ1

3.1.3.16 K18998 0 AT4G21670.1 ATCPL1,CPL1,FRY2
0 0 GO:0008270,GO:0031668,GO:0019789,GO:0016925,GO:0016049,GO:0005634AT5G60410.3 ATSIZ1,SIZ1
0 0 GO:0008270,GO:0031668,GO:0019789,GO:0016925,GO:0016049,GO:0005634AT5G60410.3 ATSIZ1,SIZ1
0 0 0 0 0
0 0 0 AT1G25370.1 0
0 0 0 AT2G34070.1 TBL37

2.7.1.68 K00889 GO:0046488,GO:0016307AT1G10900.1 0
3.6.4.13 K17675 GO:0016817 AT5G39840.1 0

0 0 0 0 0
0 0 0 0 0
0 K02901 GO:0006412,GO:0005840,GO:0005622,GO:0003735AT4G15000.1 0

1.10.3.2 K05909 GO:0055114,GO:0016491,GO:0005507AT5G48100.1 ATLAC15,LAC15,TT10
0 0 0 AT3G50700.1 AtIDD2,IDD2
0 0 GO:0008270,GO:0005515AT4G28370.1 0
0 0 GO:0008270,GO:0005515AT4G28370.1 0
0 0 0 AT4G11440.1 0
0 0 0 AT4G11440.1 0
0 0 0 AT4G11440.1 0
0 0 0 AT1G64980.1 0
0 0 0 0 0
0 K03236 GO:0006413,GO:0003743,GO:0003723AT2G04520.1 0

2.7.1.68 0 GO:0046488,GO:0016307AT1G10900.1 0
2.7.1.68 0 GO:0046488,GO:0016307AT1G10900.1 0
2.7.1.68 0 GO:0046488,GO:0016307AT1G10900.1 0
2.7.1.68 0 GO:0046488,GO:0016307AT1G10900.1 0

0 0 0 0 0
0 0 0 0 0
0 0 0 AT3G50700.1 AtIDD2,IDD2
0 0 0 AT4G11440.1 0
0 0 0 AT4G11440.1 0
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0 0 0 AT4G11440.1 0
0 0 0 AT1G64980.1 0
0 0 0 0 0
0 K03236 GO:0006413,GO:0003743,GO:0003723AT2G04520.1 0

2.7.1.68 0 GO:0046488,GO:0016307AT1G10900.1 0
2.7.1.68 0 GO:0046488,GO:0016307AT1G10900.1 0
2.7.1.68 0 GO:0046488,GO:0016307AT1G10900.1 0
2.7.1.68 0 GO:0046488,GO:0016307AT1G10900.1 0

0 0 0 0 0
0 0 0 0 0
0 0 0 AT3G50700.1 AtIDD2,IDD2
0 0 0 AT5G48920.1 TED7
0 0 0 AT1G30240.2 0
0 0 0 AT1G30240.2 0

3.4.19.12 K11858 GO:0005515 AT3G49600.1 ATUBP26,SUP32,UBP26
3.4.19.12 K11858 GO:0005515 AT3G49600.1 ATUBP26,SUP32,UBP26
3.4.19.12 K11858 GO:0005515 AT3G49600.1 ATUBP26,SUP32,UBP26
3.4.19.12 K11858 GO:0005515 AT3G49600.1 ATUBP26,SUP32,UBP26

0 0 0 AT1G43790.1 TED6
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT1G55850.1 ATCSLE1,CSLE1

0 0 0 AT1G52780.1 0
0 0 0 AT3G01680.1 0
0 0 GO:0035091 AT3G48195.1 0

3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 K09510 0 AT2G20560.1 0
0 0 0 0 0
0 K09422 0 AT5G17800.1 AtMYB56,MYB56
0 0 GO:0006950,GO:0051087,GO:0001671AT3G12050.1 0
0 0 GO:0006950,GO:0051087,GO:0001671AT3G12050.1 0
0 K12190 GO:0043130,GO:0032266AT5G04920.1 0
0 0 0 0 0
0 0 0 0 0
0 0 0 AT4G14820.1 0
0 0 GO:0055114,GO:0050660,GO:0016491AT5G44390.1 0
0 0 GO:0003723 AT1G78160.1 APUM7,PUM7

2.7.1.1 K00844 GO:0016773,GO:0005975,GO:0005524,GO:0046835,GO:0005536,GO:0004396,GO:0001678AT2G19860.1 ATHXK2,HXK2
0 K09422 0 AT1G69560.1 ATMYB105,LOF2,MYB105
0 0 0 AT4G01170.1 0
0 0 0 AT4G01170.1 0
0 0 0 AT4G01170.1 0
0 K11723 GO:0005515 AT5G55040.1 0
0 0 0 AT3G15810.1 0
0 0 GO:0055085,GO:0016021AT5G26340.1 ATSTP13,MSS1,STP13
0 0 GO:0055085,GO:0016021AT5G26340.1 ATSTP13,MSS1,STP13
0 0 0 AT2G43465.1 0
0 0 0 AT2G43465.1 0
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0 0 GO:0055085,GO:0016021AT5G26340.1 ATSTP13,MSS1,STP13
0 0 GO:0055085,GO:0016021AT5G26340.1 ATSTP13,MSS1,STP13
0 0 0 AT2G43465.1 0

3.1.3.16 K15423 GO:0016787 AT5G55260.1 PPX-2,PPX2
0 0 0 0 0
0 0 0 AT5G54130.2 0
0 0 0 AT5G54130.2 0
0 K10599 GO:0005515 AT2G33340.1 MAC3B
0 0 GO:0055085,GO:0016021,GO:0015299,GO:0006812AT5G51710.2 ATKEA5,KEA5
0 0 GO:0043531 AT3G14470.1 0
0 0 0 AT1G30240.2 0
0 0 0 AT1G30240.2 0
0 0 0 AT5G48920.1 TED7

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT1G55850.1 ATCSLE1,CSLE1
3.4.19.12 K11858 GO:0005515 AT3G49600.1 ATUBP26,SUP32,UBP26
3.4.19.12 K11858 GO:0005515 AT3G49600.1 ATUBP26,SUP32,UBP26
3.4.19.12 K11858 GO:0005515 AT3G49600.1 ATUBP26,SUP32,UBP26
3.4.19.12 K11858 GO:0005515 AT3G49600.1 ATUBP26,SUP32,UBP26

0 0 0 AT1G43790.1 TED6
0 0 0 AT1G52780.1 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 AT5G54130.2 0
0 0 0 AT5G54130.2 0
0 0 GO:0055085,GO:0016021,GO:0015299,GO:0006812AT5G51710.2 ATKEA5,KEA5
0 0 0 AT4G14820.1 0
0 0 GO:0055114,GO:0050660,GO:0016491AT5G44390.1 0
0 0 0 AT3G01680.1 0
0 0 GO:0035091 AT3G48195.1 0

3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 K09510 0 AT2G20560.1 0
0 0 0 AT2G43465.1 0
0 0 0 AT2G43465.1 0
0 K09422 0 AT5G17800.1 AtMYB56,MYB56
0 0 GO:0006950,GO:0051087,GO:0001671AT3G12050.1 0
0 0 GO:0006950,GO:0051087,GO:0001671AT3G12050.1 0
0 K12190 GO:0043130,GO:0032266AT5G04920.1 0
0 0 0 AT2G43465.1 0

3.1.3.16 K15423 GO:0016787 AT5G55260.1 PPX-2,PPX2
0 0 0 AT4G21700.1 0
0 0 GO:0003723 AT1G78160.1 APUM7,PUM7
0 K11723 GO:0005515 AT5G55040.1 0
0 0 0 0 0
0 0 0 AT4G28210.1 emb1923

2.7.1.1 K00844 GO:0016773,GO:0005975,GO:0005524,GO:0046835,GO:0005536,GO:0004396,GO:0001678AT2G19860.1 ATHXK2,HXK2
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0 K09422 0 AT1G69560.1 ATMYB105,LOF2,MYB105
0 K10599 GO:0005515 AT2G33340.1 MAC3B
0 0 0 AT4G01170.1 0
0 0 0 AT1G30240.2 0
0 0 0 AT1G30240.2 0
0 0 0 AT5G48920.1 TED7

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT1G55850.1 ATCSLE1,CSLE1
3.4.19.12 K11858 GO:0005515 AT3G49600.1 ATUBP26,SUP32,UBP26
3.4.19.12 K11858 GO:0005515 AT3G49600.1 ATUBP26,SUP32,UBP26
3.4.19.12 K11858 GO:0005515 AT3G49600.1 ATUBP26,SUP32,UBP26
3.4.19.12 K11858 GO:0005515 AT3G49600.1 ATUBP26,SUP32,UBP26

0 0 0 AT1G43790.1 TED6
0 0 0 AT1G52780.1 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 AT5G54130.2 0
0 0 0 AT5G54130.2 0
0 0 GO:0055085,GO:0016021,GO:0015299,GO:0006812AT5G51710.2 ATKEA5,KEA5
0 0 0 AT4G14820.1 0
0 0 GO:0055114,GO:0050660,GO:0016491AT5G44390.1 0
0 0 0 AT3G01680.1 0
0 0 GO:0035091 AT3G48195.1 0

3.6.3.44 K05658 GO:0016887,GO:0005524,GO:0055085,GO:0042626,GO:0016021,GO:0006810AT2G36910.1 ABCB1,ATPGP1,PGP1
0 K09510 0 AT2G20560.1 0
0 0 0 AT2G43465.1 0
0 0 0 AT2G43465.1 0
0 K09422 0 AT5G17800.1 AtMYB56,MYB56
0 0 GO:0006950,GO:0051087,GO:0001671AT3G12050.1 0
0 0 GO:0006950,GO:0051087,GO:0001671AT3G12050.1 0
0 K12190 GO:0043130,GO:0032266AT5G04920.1 0
0 0 0 AT2G43465.1 0

3.1.3.16 K15423 GO:0016787 AT5G55260.1 PPX-2,PPX2
0 0 0 AT4G21700.1 0
0 0 GO:0003723 AT1G78160.1 APUM7,PUM7
0 K11723 GO:0005515 AT5G55040.1 0
0 0 0 0 0
0 0 0 AT4G28210.1 emb1923

2.7.1.1 K00844 GO:0016773,GO:0005975,GO:0005524,GO:0046835,GO:0005536,GO:0004396,GO:0001678AT2G19860.1 ATHXK2,HXK2
0 K09422 0 AT1G69560.1 ATMYB105,LOF2,MYB105
0 K10599 GO:0005515 AT2G33340.1 MAC3B
0 0 0 AT4G01170.1 0
0 0 0 AT4G01170.1 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
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0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 AT3G28150.1 TBL22
0 0 0 AT3G28150.1 TBL22
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 K01183 GO:0005975,GO:0004553AT4G19810.1 0
0 0 GO:0006355,GO:0003700AT5G19790.1 RAP2.11
0 0 0 0 0
0 0 0 0 0
0 0 GO:0006355,GO:0003700AT3G25890.1 0
0 0 0 AT2G44260.2 0
0 0 0 0 0
0 0 0 AT1G02420.1 0
0 0 GO:0003723 AT1G78160.1 APUM7,PUM7

3.6.5.3 K02519 GO:0005525 AT1G17220.1 FUG1
3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.1 FRA1

0 K03327 GO:0055085,GO:0016020,GO:0015297,GO:0015238,GO:0006855AT4G00350.1 0
2.7.12.2 0 0 AT1G73500.1 ATMKK9,MKK9
3.6.4.13 K14563 GO:0008168,GO:0008033,GO:0006364,GO:0003723AT5G52470.1 ATFBR1,ATFIB1,FBR1,FIB1,SKIP7

0 0 GO:0003676 AT4G10610.1 ATRBP37,CID12,RBP37
0 0 0 0 0
0 0 GO:0008270,GO:0005515AT3G16720.1 ATL2,TL2
0 0 GO:0008270,GO:0005515AT5G58580.1 ATL63,TL63

2.3.1.133 0 GO:0016747 AT2G19070.1 SHT
0 K12741 GO:0003676 AT5G61030.1 GR-RBP3

2.7.11.1 0 0 AT3G29270.2 0
2.1.1.125 K11434 GO:0008168,GO:0006479AT1G04870.2 ATPRMT10,PRMT10
2.7.11.1 0 0 AT3G29270.2 0
2.3.1.133 K13065 GO:0016747 AT2G19070.1 SHT

0 0 0 AT1G02910.1 LPA1
0 K12741 GO:0003676 AT3G15010.2 0
0 0 GO:0055085,GO:0016021AT5G16150.3 GLT1,PGLCT

3.4.23.12 0 GO:0006508,GO:0004190AT5G10770.1 0
0 0 0 0 0
0 0 0 AT3G15030.2 MEE35,TCP4
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 GO:0006355,GO:0003700AT5G19790.1 RAP2.11
0 0 0 0 0
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0 0 0 AT2G44260.2 0
0 0 0 AT3G28150.1 TBL22
0 0 0 AT3G28150.1 TBL22
0 0 0 AT1G02420.1 0
0 K13993 0 AT1G07400.1 0

2.3.1.133 0 GO:0016747 AT2G19070.1 SHT
0 0 0 0 0

2.3.1.133 K13065 GO:0016747 AT2G19070.1 SHT
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 K01183 GO:0005975,GO:0004553AT4G19810.1 0

3.6.4.13 K14563 GO:0008168,GO:0008033,GO:0006364,GO:0003723AT5G52470.1 ATFBR1,ATFIB1,FBR1,FIB1,SKIP7
0 0 0 AT1G79490.1 EMB2217
0 0 GO:0006355,GO:0003700AT3G25890.1 0
0 0 GO:0006629 AT2G26560.1 PLA IIA,PLA2A,PLP2
0 K03327 GO:0055085,GO:0016020,GO:0015297,GO:0015238,GO:0006855AT4G00350.1 0
0 K18812 GO:0005634,GO:0051726AT4G03270.1 CYCD6;1
0 0 GO:0016020,GO:0006810,GO:0005215AT3G53960.1 0
0 0 GO:0006629 AT2G26560.1 PLA IIA,PLA2A,PLP2
0 0 GO:0003723 AT1G78160.1 APUM7,PUM7

3.6.5.3 K02519 GO:0005525 AT1G17220.1 FUG1
3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.1 FRA1
2.3.1.1 0 GO:0008080 AT3G22560.1 0
2.3.1.1 0 GO:0008080 AT3G22560.1 0

0 K12741 GO:0003676 AT5G61030.1 GR-RBP3
0 K06950 0 AT1G17330.1 0

2.7.11.1 0 0 AT3G29270.2 0
2.7.11.1 0 0 AT3G29270.2 0

0 0 GO:0055085,GO:0016021AT5G16150.3 GLT1,PGLCT
3.4.23.12 0 GO:0006508,GO:0004190AT5G10770.1 0

0 0 0 AT2G37570.1 SLT1
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 GO:0006355,GO:0003700AT5G19790.1 RAP2.11
0 0 0 0 0
0 0 0 AT2G44260.2 0
0 0 0 AT3G28150.1 TBL22
0 0 0 AT3G28150.1 TBL22
0 0 0 AT1G02420.1 0
0 K13993 0 AT1G07400.1 0

2.3.1.133 0 GO:0016747 AT2G19070.1 SHT
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0 0 0 0 0
2.3.1.133 K13065 GO:0016747 AT2G19070.1 SHT

0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 K01183 GO:0005975,GO:0004553AT4G19810.1 0

3.6.4.13 K14563 GO:0008168,GO:0008033,GO:0006364,GO:0003723AT5G52470.1 ATFBR1,ATFIB1,FBR1,FIB1,SKIP7
0 0 0 AT1G79490.1 EMB2217
0 0 GO:0006355,GO:0003700AT3G25890.1 0
0 0 GO:0006629 AT2G26560.1 PLA IIA,PLA2A,PLP2
0 K03327 GO:0055085,GO:0016020,GO:0015297,GO:0015238,GO:0006855AT4G00350.1 0
0 K18812 GO:0005634,GO:0051726AT4G03270.1 CYCD6;1
0 0 GO:0016020,GO:0006810,GO:0005215AT3G53960.1 0
0 0 GO:0006629 AT2G26560.1 PLA IIA,PLA2A,PLP2
0 0 GO:0003723 AT1G78160.1 APUM7,PUM7

3.6.5.3 K02519 GO:0005525 AT1G17220.1 FUG1
3.6.4.4 K10395 GO:0008017,GO:0007018,GO:0005524,GO:0003777,GO:0005871AT5G47820.1 FRA1
2.3.1.1 0 GO:0008080 AT3G22560.1 0
2.3.1.1 0 GO:0008080 AT3G22560.1 0

0 K12741 GO:0003676 AT5G61030.1 GR-RBP3
0 K06950 0 AT1G17330.1 0

2.7.11.1 0 0 AT3G29270.2 0
2.7.11.1 0 0 AT3G29270.2 0

0 0 GO:0055085,GO:0016021AT5G16150.3 GLT1,PGLCT
3.4.23.12 0 GO:0006508,GO:0004190AT5G10770.1 0

0 0 0 AT2G37570.1 SLT1
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arabi-defline ID Annot_deflineIDENTIFIER
Ribonuclease T2 family protein Phvul.004G064100PTHR11240:SF16 - RIBONUCLEASE 2 (1 of 5)Phvul.004G064100
plant natriuretic peptide A Phvul.009G096000PTHR22595//PTHR22595:SF47 - CHITINASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G096000
Aldolase-type TIM barrel family protein Phvul.008G0490002.5.1.55 - 3-deoxy-8-phosphooctulonate synthase / Phospho-2-keto-3-deoxyoctonate aldolase (1 of 1)Phvul.008G049000
Ribonuclease T2 family protein Phvul.004G064100PTHR11240:SF16 - RIBONUCLEASE 2 (1 of 5)Phvul.004G064100
plant natriuretic peptide A Phvul.009G096000PTHR22595//PTHR22595:SF47 - CHITINASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G096000
Ribonuclease T2 family protein Phvul.004G064100PTHR11240:SF16 - RIBONUCLEASE 2 (1 of 5)Phvul.004G064100
plant natriuretic peptide A Phvul.009G096000PTHR22595//PTHR22595:SF47 - CHITINASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.009G096000

0 0 0 Phvul.009G196100
Protein of unknown function (DUF803) Phvul.008G199900KOG2922 - Uncharacterized conserved protein (1 of 11)Phvul.008G199900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000

0 0 0 Phvul.009G104850
O-fucosyltransferase family protein Phvul.004G038100PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.004G038100
auxin response factor 4 Phvul.011G073600PTHR31384:SF20 - AUXIN RESPONSE FACTOR 4 (1 of 2)Phvul.011G073600
auxin response factor 4 Phvul.011G073600PTHR31384:SF20 - AUXIN RESPONSE FACTOR 4 (1 of 2)Phvul.011G073600
myosin heavy chain-related 0 0 Phvul.L001604
myosin heavy chain-related 0 0 Phvul.L001604
myosin heavy chain-related 0 0 Phvul.L001604
nudix hydrolase homolog 20 Phvul.004G1607002.7.6.2 - Thiamine diphosphokinase / Thiamine pyrophosphokinase (1 of 2)Phvul.004G160700
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)Phvul.011G152300
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)Phvul.011G152300
S-locus lectin protein kinase family protein Phvul.011G152300PTHR27002:SF129 - INACTIVE G-TYPE LECTIN S-RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE SRK-RELATED (1 of 7)Phvul.011G152300
ubiquitin family protein Phvul.003G229300PTHR13527:SF0 - SAYSVFN DOMAIN-CONTAINING PROTEIN 1 (1 of 1)Phvul.003G229300
ubiquitin family protein Phvul.003G229300PTHR13527:SF0 - SAYSVFN DOMAIN-CONTAINING PROTEIN 1 (1 of 1)Phvul.003G229300
arogenate dehydrogenase Phvul.003G1782001.3.1.78 - Arogenate dehydrogenase (NADP(+)) / TyrAAT2 (1 of 2)Phvul.003G178200

0 0 0 Phvul.009G196100
Protein of unknown function (DUF803) Phvul.008G199900KOG2922 - Uncharacterized conserved protein (1 of 11)Phvul.008G199900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
nudix hydrolase homolog 20 Phvul.004G1607002.7.6.2 - Thiamine diphosphokinase / Thiamine pyrophosphokinase (1 of 2)Phvul.004G160700

0 0 0 Phvul.009G104850
myosin heavy chain-related 0 0 Phvul.L001604
myosin heavy chain-related 0 0 Phvul.L001604
myosin heavy chain-related 0 0 Phvul.L001604
O-fucosyltransferase family protein Phvul.004G038100PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.004G038100
auxin response factor 4 Phvul.011G073600PTHR31384:SF20 - AUXIN RESPONSE FACTOR 4 (1 of 2)Phvul.011G073600
auxin response factor 4 Phvul.011G073600PTHR31384:SF20 - AUXIN RESPONSE FACTOR 4 (1 of 2)Phvul.011G073600

0 0 0 Phvul.009G196100
Protein of unknown function (DUF803) Phvul.008G199900KOG2922 - Uncharacterized conserved protein (1 of 11)Phvul.008G199900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
nudix hydrolase homolog 20 Phvul.004G1607002.7.6.2 - Thiamine diphosphokinase / Thiamine pyrophosphokinase (1 of 2)Phvul.004G160700

0 0 0 Phvul.009G104850
myosin heavy chain-related 0 0 Phvul.L001604
myosin heavy chain-related 0 0 Phvul.L001604
myosin heavy chain-related 0 0 Phvul.L001604
O-fucosyltransferase family protein Phvul.004G038100PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.004G038100
auxin response factor 4 Phvul.011G073600PTHR31384:SF20 - AUXIN RESPONSE FACTOR 4 (1 of 2)Phvul.011G073600
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auxin response factor 4 Phvul.011G073600PTHR31384:SF20 - AUXIN RESPONSE FACTOR 4 (1 of 2)Phvul.011G073600
Mitochondrial substrate carrier family protein Phvul.002G289600PTHR24089:SF164 - MITOCHONDRIAL SUBSTRATE CARRIER FAMILY PROTEIN (1 of 1)Phvul.002G289600
Mitochondrial substrate carrier family protein Phvul.002G289600PTHR24089:SF164 - MITOCHONDRIAL SUBSTRATE CARRIER FAMILY PROTEIN (1 of 1)Phvul.002G289600
Mitochondrial substrate carrier family protein Phvul.002G289600PTHR24089:SF164 - MITOCHONDRIAL SUBSTRATE CARRIER FAMILY PROTEIN (1 of 1)Phvul.002G289600
Nucleotide-diphospho-sugar transferases superfamily protein0 0 Phvul.002G041900
Nucleic acid-binding, OB-fold-like protein Phvul.010G108300K03236 - translation initiation factor 1A (EIF1A)  (1 of 2)Phvul.010G108300

0 0 0 Phvul.006G148800
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.006G214700PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.006G214700
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.006G214700PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.006G214700
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.006G214700PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.006G214700
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.006G214700PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.006G214700
HSP20-like chaperones superfamily protein Phvul.002G231800PTHR11527:SF158 - 17.6 KDA CLASS I HEAT SHOCK PROTEIN 1-RELATED (1 of 11)Phvul.002G231800
DNA-binding protein with MIZ/SP-RING zinc finger, PHD-finger and SAP domainPhvul.005G137000PTHR10782:SF34 - E3 SUMO-PROTEIN LIGASE SIZ1 (1 of 2)Phvul.005G137000
DNA-binding protein with MIZ/SP-RING zinc finger, PHD-finger and SAP domainPhvul.005G137000PTHR10782:SF34 - E3 SUMO-PROTEIN LIGASE SIZ1 (1 of 2)Phvul.005G137000
DNA-binding protein with MIZ/SP-RING zinc finger, PHD-finger and SAP domainPhvul.005G137000PTHR10782:SF34 - E3 SUMO-PROTEIN LIGASE SIZ1 (1 of 2)Phvul.005G137000
DNA-binding protein with MIZ/SP-RING zinc finger, PHD-finger and SAP domainPhvul.005G137000PTHR10782:SF34 - E3 SUMO-PROTEIN LIGASE SIZ1 (1 of 2)Phvul.005G137000
C-terminal domain phosphatase-like 1 Phvul.002G226900PTHR23081:SF7 - RNA POLYMERASE II C-TERMINAL DOMAIN PHOSPHATASE-LIKE 1 (1 of 1)Phvul.002G226900
DNA-binding protein with MIZ/SP-RING zinc finger, PHD-finger and SAP domainPhvul.005G137000PTHR10782:SF34 - E3 SUMO-PROTEIN LIGASE SIZ1 (1 of 2)Phvul.005G137000
DNA-binding protein with MIZ/SP-RING zinc finger, PHD-finger and SAP domainPhvul.005G137000PTHR10782:SF34 - E3 SUMO-PROTEIN LIGASE SIZ1 (1 of 2)Phvul.005G137000

0 0 0 Phvul.007G222000
Protein of unknown function (DUF1639) Phvul.007G029200PF07797 - Protein of unknown function (DUF1639) (DUF1639)  (1 of 8)Phvul.007G029200
TRICHOME BIREFRINGENCE-LIKE 37 Phvul.003G058400PTHR32285:SF15 - PROTEIN TRICHOME BIREFRINGENCE-LIKE 37-RELATED (1 of 2)Phvul.003G058400
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.002G250000PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.002G250000
ATP-dependent RNA helicase, mitochondrial, putativePhvul.004G028100PTHR12131:SF1 - ATP-DEPENDENT RNA HELICASE SUPV3L1, MITOCHONDRIAL (1 of 1)Phvul.004G028100

0 0 0 Phvul.008G216700
0 0 0 Phvul.008G216700

Ribosomal L27e protein family Phvul.002G190100K02901 - large subunit ribosomal protein L27e (RP-L27e, RPL27)  (1 of 2)Phvul.002G190100
Laccase/Diphenol oxidase family protein Phvul.004G087000PTHR11709:SF94 - LACCASE-15 (1 of 3)Phvul.004G087000
indeterminate(ID)-domain 2 Phvul.001G036500PTHR10593:SF38 - C2H2-LIKE ZINC FINGER PROTEIN-RELATED (1 of 2)Phvul.001G036500
RING/U-box superfamily protein Phvul.005G102100PTHR22763:SF71 - PROTEIN Y105C5B.11, ISOFORM B (1 of 2)Phvul.005G102100
RING/U-box superfamily protein Phvul.005G102100PTHR22763:SF71 - PROTEIN Y105C5B.11, ISOFORM B (1 of 2)Phvul.005G102100
Mitochondrial substrate carrier family protein Phvul.002G289600PTHR24089:SF164 - MITOCHONDRIAL SUBSTRATE CARRIER FAMILY PROTEIN (1 of 1)Phvul.002G289600
Mitochondrial substrate carrier family protein Phvul.002G289600PTHR24089:SF164 - MITOCHONDRIAL SUBSTRATE CARRIER FAMILY PROTEIN (1 of 1)Phvul.002G289600
Mitochondrial substrate carrier family protein Phvul.002G289600PTHR24089:SF164 - MITOCHONDRIAL SUBSTRATE CARRIER FAMILY PROTEIN (1 of 1)Phvul.002G289600
Nucleotide-diphospho-sugar transferases superfamily protein0 0 Phvul.002G041900

0 0 0 Phvul.006G148800
Nucleic acid-binding, OB-fold-like protein Phvul.010G108300K03236 - translation initiation factor 1A (EIF1A)  (1 of 2)Phvul.010G108300
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.006G214700PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.006G214700
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.006G214700PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.006G214700
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.006G214700PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.006G214700
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.006G214700PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.006G214700

0 0 0 Phvul.008G216700
0 0 0 Phvul.008G216700

indeterminate(ID)-domain 2 Phvul.001G036500PTHR10593:SF38 - C2H2-LIKE ZINC FINGER PROTEIN-RELATED (1 of 2)Phvul.001G036500
Mitochondrial substrate carrier family protein Phvul.002G289600PTHR24089:SF164 - MITOCHONDRIAL SUBSTRATE CARRIER FAMILY PROTEIN (1 of 1)Phvul.002G289600
Mitochondrial substrate carrier family protein Phvul.002G289600PTHR24089:SF164 - MITOCHONDRIAL SUBSTRATE CARRIER FAMILY PROTEIN (1 of 1)Phvul.002G289600
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Mitochondrial substrate carrier family protein Phvul.002G289600PTHR24089:SF164 - MITOCHONDRIAL SUBSTRATE CARRIER FAMILY PROTEIN (1 of 1)Phvul.002G289600
Nucleotide-diphospho-sugar transferases superfamily protein0 0 Phvul.002G041900

0 0 0 Phvul.006G148800
Nucleic acid-binding, OB-fold-like protein Phvul.010G108300K03236 - translation initiation factor 1A (EIF1A)  (1 of 2)Phvul.010G108300
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.006G214700PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.006G214700
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.006G214700PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.006G214700
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.006G214700PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.006G214700
Phosphatidylinositol-4-phosphate 5-kinase family proteinPhvul.006G214700PTHR23086:SF25 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 7-RELATED (1 of 2)Phvul.006G214700

0 0 0 Phvul.008G216700
0 0 0 Phvul.008G216700

indeterminate(ID)-domain 2 Phvul.001G036500PTHR10593:SF38 - C2H2-LIKE ZINC FINGER PROTEIN-RELATED (1 of 2)Phvul.001G036500
tracheary element differentiation-related 7 0 0 Phvul.001G052300

0 Phvul.010G110700PF08167 - rRNA processing/ribosome biogenesis (RIX1)  (1 of 1)Phvul.010G110700
0 Phvul.010G110700PF08167 - rRNA processing/ribosome biogenesis (RIX1)  (1 of 1)Phvul.010G110700

ubiquitin-specific protease 26 Phvul.009G100000K11858 - ubiquitin carboxyl-terminal hydrolase 48 [EC:3.4.19.12] (USP48)  (1 of 2)Phvul.009G100000
ubiquitin-specific protease 26 Phvul.009G100000K11858 - ubiquitin carboxyl-terminal hydrolase 48 [EC:3.4.19.12] (USP48)  (1 of 2)Phvul.009G100000
ubiquitin-specific protease 26 Phvul.009G100000K11858 - ubiquitin carboxyl-terminal hydrolase 48 [EC:3.4.19.12] (USP48)  (1 of 2)Phvul.009G100000
ubiquitin-specific protease 26 Phvul.009G100000K11858 - ubiquitin carboxyl-terminal hydrolase 48 [EC:3.4.19.12] (USP48)  (1 of 2)Phvul.009G100000
tracheary element differentiation-related 6 0 0 Phvul.001G073300
cellulose synthase like E1 Phvul.008G279750PTHR13301//PTHR13301:SF54 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G279750
Protein of unknown function (DUF2921) Phvul.010G152600PF11145 - Protein of unknown function (DUF2921) (DUF2921)  (1 of 6)Phvul.010G152600

0 Phvul.006G021500PF14577 - Sieve element occlusion C-terminus (SEO_C)  (1 of 14)Phvul.006G021500
Phox (PX) domain-containing protein Phvul.009G177300PTHR12326 - PLECKSTRIN HOMOLOGY DOMAIN CONTAINING PROTEIN (1 of 1)Phvul.009G177300
ATP binding cassette subfamily B1 Phvul.007G147400PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.007G147400
DNAJ heat shock family protein Phvul.003G178100PTHR24078:SF188 - DNAJ HEAT SHOCK PROTEIN (1 of 4)Phvul.003G178100

0 0 0 Phvul.011G102400
myb domain protein 56 Phvul.001G106800PTHR10641:SF473 - MYB TRANSCRIPTION FACTOR (1 of 5)Phvul.001G106800
Aha1 domain-containing protein Phvul.007G261100PTHR13009 - HEAT SHOCK PROTEIN 90  HSP90  CO-CHAPERONE AHA-1 (1 of 2)Phvul.007G261100
Aha1 domain-containing protein Phvul.007G261100PTHR13009 - HEAT SHOCK PROTEIN 90  HSP90  CO-CHAPERONE AHA-1 (1 of 2)Phvul.007G261100
EAP30/Vps36 family protein Phvul.011G187600K12190 - ESCRT-II complex subunit VPS36 (VPS36, EAP45)  (1 of 1)Phvul.011G187600

0 0 0 Phvul.006G148800
0 0 0 Phvul.006G148800

Pentatricopeptide repeat (PPR) superfamily proteinPhvul.002G044500PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.002G044500
FAD-binding Berberine family protein Phvul.007G113300PF01565//PF08031 - FAD binding domain (FAD_binding_4)  // Berberine and berberine like (BBE)  (1 of 36)Phvul.007G113300
pumilio 7 Phvul.006G206800PTHR12537:SF64 - PUMILIO HOMOLOG 11-RELATED (1 of 4)Phvul.006G206800
hexokinase 2 Phvul.010G144900PTHR19443//PTHR19443:SF26 - HEXOKINASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.010G144900
myb domain protein 105 Phvul.002G083800PTHR10641:SF473 - MYB TRANSCRIPTION FACTOR (1 of 5)Phvul.002G083800

0 Phvul.001G067500PTHR34194:SF3 - F14J8.16 PROTEIN-RELATED (1 of 1)Phvul.001G067500
0 Phvul.001G067500PTHR34194:SF3 - F14J8.16 PROTEIN-RELATED (1 of 1)Phvul.001G067500
0 Phvul.001G067500PTHR34194:SF3 - F14J8.16 PROTEIN-RELATED (1 of 1)Phvul.001G067500

DNA-binding bromodomain-containing protein Phvul.006G045600PTHR22881:SF11 - PROTEIN SWSN-9, ISOFORM A (1 of 2)Phvul.006G045600
Protein of unknown function (DUF567) Phvul.010G156000PTHR31087:SF2 - PROTEIN LURP-ONE-RELATED 12-RELATED (1 of 2)Phvul.010G156000
Major facilitator superfamily protein Phvul.007G055500PTHR23500:SF70 - SUGAR TRANSPORT PROTEIN 13 (1 of 4)Phvul.007G055500
Major facilitator superfamily protein Phvul.007G055500PTHR23500:SF70 - SUGAR TRANSPORT PROTEIN 13 (1 of 4)Phvul.007G055500
RNA-binding ASCH domain protein Phvul.005G154600PTHR34204:SF2 - RNA-BINDING ASCH DOMAIN PROTEIN (1 of 1)Phvul.005G154600
RNA-binding ASCH domain protein Phvul.005G154600PTHR34204:SF2 - RNA-BINDING ASCH DOMAIN PROTEIN (1 of 1)Phvul.005G154600
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Major facilitator superfamily protein Phvul.007G055200PTHR23500:SF70 - SUGAR TRANSPORT PROTEIN 13 (1 of 4)Phvul.007G055200
Major facilitator superfamily protein Phvul.007G055200PTHR23500:SF70 - SUGAR TRANSPORT PROTEIN 13 (1 of 4)Phvul.007G055200
RNA-binding ASCH domain protein Phvul.005G154600PTHR34204:SF2 - RNA-BINDING ASCH DOMAIN PROTEIN (1 of 1)Phvul.005G154600
protein phosphatase X 2 Phvul.008G273100K15423 - serine/threonine-protein phosphatase 4 catalytic subunit (PPP4C)  (1 of 1)Phvul.008G273100

0 0 0 Phvul.008G216700
Calcium-binding endonuclease/exonuclease/phosphatase familyPhvul.010G121200PTHR12121//PTHR12121:SF44 - CARBON CATABOLITE REPRESSOR PROTEIN 4 // SUBFAMILY NOT NAMED (1 of 4)Phvul.010G121200
Calcium-binding endonuclease/exonuclease/phosphatase familyPhvul.010G121200PTHR12121//PTHR12121:SF44 - CARBON CATABOLITE REPRESSOR PROTEIN 4 // SUBFAMILY NOT NAMED (1 of 4)Phvul.010G121200
MOS4-associated  complex 3B Phvul.007G270500K10599 - pre-mRNA-processing factor 19 (PRPF19, PRP19)  (1 of 1)Phvul.007G270500
K+ efflux antiporter 5 Phvul.004G125900PTHR16254:SF9 - K(+) EFFLUX ANTIPORTER 5 (1 of 1)Phvul.004G125900
NB-ARC domain-containing disease resistance proteinPhvul.005G027200PTHR23155//PTHR23155:SF505 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 23)Phvul.005G027200

0 Phvul.010G110700PF08167 - rRNA processing/ribosome biogenesis (RIX1)  (1 of 1)Phvul.010G110700
0 Phvul.010G110700PF08167 - rRNA processing/ribosome biogenesis (RIX1)  (1 of 1)Phvul.010G110700

tracheary element differentiation-related 7 0 0 Phvul.001G052300
cellulose synthase like E1 Phvul.008G279750PTHR13301//PTHR13301:SF54 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G279750
ubiquitin-specific protease 26 Phvul.009G100000K11858 - ubiquitin carboxyl-terminal hydrolase 48 [EC:3.4.19.12] (USP48)  (1 of 2)Phvul.009G100000
ubiquitin-specific protease 26 Phvul.009G100000K11858 - ubiquitin carboxyl-terminal hydrolase 48 [EC:3.4.19.12] (USP48)  (1 of 2)Phvul.009G100000
ubiquitin-specific protease 26 Phvul.009G100000K11858 - ubiquitin carboxyl-terminal hydrolase 48 [EC:3.4.19.12] (USP48)  (1 of 2)Phvul.009G100000
ubiquitin-specific protease 26 Phvul.009G100000K11858 - ubiquitin carboxyl-terminal hydrolase 48 [EC:3.4.19.12] (USP48)  (1 of 2)Phvul.009G100000
tracheary element differentiation-related 6 0 0 Phvul.001G073300
Protein of unknown function (DUF2921) Phvul.010G152600PF11145 - Protein of unknown function (DUF2921) (DUF2921)  (1 of 6)Phvul.010G152600

0 0 0 Phvul.011G102400
0 0 0 Phvul.006G148800
0 0 0 Phvul.006G148800

Calcium-binding endonuclease/exonuclease/phosphatase familyPhvul.010G121200PTHR12121//PTHR12121:SF44 - CARBON CATABOLITE REPRESSOR PROTEIN 4 // SUBFAMILY NOT NAMED (1 of 4)Phvul.010G121200
Calcium-binding endonuclease/exonuclease/phosphatase familyPhvul.010G121200PTHR12121//PTHR12121:SF44 - CARBON CATABOLITE REPRESSOR PROTEIN 4 // SUBFAMILY NOT NAMED (1 of 4)Phvul.010G121200
K+ efflux antiporter 5 Phvul.004G125900PTHR16254:SF9 - K(+) EFFLUX ANTIPORTER 5 (1 of 1)Phvul.004G125900
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.002G044500PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.002G044500
FAD-binding Berberine family protein Phvul.007G113300PF01565//PF08031 - FAD binding domain (FAD_binding_4)  // Berberine and berberine like (BBE)  (1 of 36)Phvul.007G113300

0 Phvul.006G021500PF14577 - Sieve element occlusion C-terminus (SEO_C)  (1 of 14)Phvul.006G021500
Phox (PX) domain-containing protein Phvul.009G177300PTHR12326 - PLECKSTRIN HOMOLOGY DOMAIN CONTAINING PROTEIN (1 of 1)Phvul.009G177300
ATP binding cassette subfamily B1 Phvul.007G147400PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.007G147400
DNAJ heat shock family protein Phvul.003G178100PTHR24078:SF188 - DNAJ HEAT SHOCK PROTEIN (1 of 4)Phvul.003G178100
RNA-binding ASCH domain protein Phvul.005G154600PTHR34204:SF2 - RNA-BINDING ASCH DOMAIN PROTEIN (1 of 1)Phvul.005G154600
RNA-binding ASCH domain protein Phvul.005G154600PTHR34204:SF2 - RNA-BINDING ASCH DOMAIN PROTEIN (1 of 1)Phvul.005G154600
myb domain protein 56 Phvul.001G106800PTHR10641:SF473 - MYB TRANSCRIPTION FACTOR (1 of 5)Phvul.001G106800
Aha1 domain-containing protein Phvul.007G261100PTHR13009 - HEAT SHOCK PROTEIN 90  HSP90  CO-CHAPERONE AHA-1 (1 of 2)Phvul.007G261100
Aha1 domain-containing protein Phvul.007G261100PTHR13009 - HEAT SHOCK PROTEIN 90  HSP90  CO-CHAPERONE AHA-1 (1 of 2)Phvul.007G261100
EAP30/Vps36 family protein Phvul.011G187600K12190 - ESCRT-II complex subunit VPS36 (VPS36, EAP45)  (1 of 1)Phvul.011G187600
RNA-binding ASCH domain protein Phvul.005G154600PTHR34204:SF2 - RNA-BINDING ASCH DOMAIN PROTEIN (1 of 1)Phvul.005G154600
protein phosphatase X 2 Phvul.008G273100K15423 - serine/threonine-protein phosphatase 4 catalytic subunit (PPP4C)  (1 of 1)Phvul.008G273100
Protein of unknown function (DUF2921) Phvul.005G065300PF11145 - Protein of unknown function (DUF2921) (DUF2921)  (1 of 6)Phvul.005G065300
pumilio 7 Phvul.006G206800PTHR12537:SF64 - PUMILIO HOMOLOG 11-RELATED (1 of 4)Phvul.006G206800
DNA-binding bromodomain-containing protein Phvul.006G045600PTHR22881:SF11 - PROTEIN SWSN-9, ISOFORM A (1 of 2)Phvul.006G045600

0 0 0 Phvul.008G216700
embryo defective 1923 0 0 Phvul.011G111800
hexokinase 2 Phvul.010G144900PTHR19443//PTHR19443:SF26 - HEXOKINASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.010G144900
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myb domain protein 105 Phvul.002G083800PTHR10641:SF473 - MYB TRANSCRIPTION FACTOR (1 of 5)Phvul.002G083800
MOS4-associated  complex 3B Phvul.007G270500K10599 - pre-mRNA-processing factor 19 (PRPF19, PRP19)  (1 of 1)Phvul.007G270500

0 Phvul.001G067500PTHR34194:SF3 - F14J8.16 PROTEIN-RELATED (1 of 1)Phvul.001G067500
0 Phvul.010G110700PF08167 - rRNA processing/ribosome biogenesis (RIX1)  (1 of 1)Phvul.010G110700
0 Phvul.010G110700PF08167 - rRNA processing/ribosome biogenesis (RIX1)  (1 of 1)Phvul.010G110700

tracheary element differentiation-related 7 0 0 Phvul.001G052300
cellulose synthase like E1 Phvul.008G279750PTHR13301//PTHR13301:SF54 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 6)Phvul.008G279750
ubiquitin-specific protease 26 Phvul.009G100000K11858 - ubiquitin carboxyl-terminal hydrolase 48 [EC:3.4.19.12] (USP48)  (1 of 2)Phvul.009G100000
ubiquitin-specific protease 26 Phvul.009G100000K11858 - ubiquitin carboxyl-terminal hydrolase 48 [EC:3.4.19.12] (USP48)  (1 of 2)Phvul.009G100000
ubiquitin-specific protease 26 Phvul.009G100000K11858 - ubiquitin carboxyl-terminal hydrolase 48 [EC:3.4.19.12] (USP48)  (1 of 2)Phvul.009G100000
ubiquitin-specific protease 26 Phvul.009G100000K11858 - ubiquitin carboxyl-terminal hydrolase 48 [EC:3.4.19.12] (USP48)  (1 of 2)Phvul.009G100000
tracheary element differentiation-related 6 0 0 Phvul.001G073300
Protein of unknown function (DUF2921) Phvul.010G152600PF11145 - Protein of unknown function (DUF2921) (DUF2921)  (1 of 6)Phvul.010G152600

0 0 0 Phvul.011G102400
0 0 0 Phvul.006G148800
0 0 0 Phvul.006G148800

Calcium-binding endonuclease/exonuclease/phosphatase familyPhvul.010G121200PTHR12121//PTHR12121:SF44 - CARBON CATABOLITE REPRESSOR PROTEIN 4 // SUBFAMILY NOT NAMED (1 of 4)Phvul.010G121200
Calcium-binding endonuclease/exonuclease/phosphatase familyPhvul.010G121200PTHR12121//PTHR12121:SF44 - CARBON CATABOLITE REPRESSOR PROTEIN 4 // SUBFAMILY NOT NAMED (1 of 4)Phvul.010G121200
K+ efflux antiporter 5 Phvul.004G125900PTHR16254:SF9 - K(+) EFFLUX ANTIPORTER 5 (1 of 1)Phvul.004G125900
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.002G044500PF01535//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 79)Phvul.002G044500
FAD-binding Berberine family protein Phvul.007G113300PF01565//PF08031 - FAD binding domain (FAD_binding_4)  // Berberine and berberine like (BBE)  (1 of 36)Phvul.007G113300

0 Phvul.006G021500PF14577 - Sieve element occlusion C-terminus (SEO_C)  (1 of 14)Phvul.006G021500
Phox (PX) domain-containing protein Phvul.009G177300PTHR12326 - PLECKSTRIN HOMOLOGY DOMAIN CONTAINING PROTEIN (1 of 1)Phvul.009G177300
ATP binding cassette subfamily B1 Phvul.007G147400PTHR24221:SF119 - ABC TRANSPORTER B FAMILY MEMBER 1 (1 of 2)Phvul.007G147400
DNAJ heat shock family protein Phvul.003G178100PTHR24078:SF188 - DNAJ HEAT SHOCK PROTEIN (1 of 4)Phvul.003G178100
RNA-binding ASCH domain protein Phvul.005G154600PTHR34204:SF2 - RNA-BINDING ASCH DOMAIN PROTEIN (1 of 1)Phvul.005G154600
RNA-binding ASCH domain protein Phvul.005G154600PTHR34204:SF2 - RNA-BINDING ASCH DOMAIN PROTEIN (1 of 1)Phvul.005G154600
myb domain protein 56 Phvul.001G106800PTHR10641:SF473 - MYB TRANSCRIPTION FACTOR (1 of 5)Phvul.001G106800
Aha1 domain-containing protein Phvul.007G261100PTHR13009 - HEAT SHOCK PROTEIN 90  HSP90  CO-CHAPERONE AHA-1 (1 of 2)Phvul.007G261100
Aha1 domain-containing protein Phvul.007G261100PTHR13009 - HEAT SHOCK PROTEIN 90  HSP90  CO-CHAPERONE AHA-1 (1 of 2)Phvul.007G261100
EAP30/Vps36 family protein Phvul.011G187600K12190 - ESCRT-II complex subunit VPS36 (VPS36, EAP45)  (1 of 1)Phvul.011G187600
RNA-binding ASCH domain protein Phvul.005G154600PTHR34204:SF2 - RNA-BINDING ASCH DOMAIN PROTEIN (1 of 1)Phvul.005G154600
protein phosphatase X 2 Phvul.008G273100K15423 - serine/threonine-protein phosphatase 4 catalytic subunit (PPP4C)  (1 of 1)Phvul.008G273100
Protein of unknown function (DUF2921) Phvul.005G065300PF11145 - Protein of unknown function (DUF2921) (DUF2921)  (1 of 6)Phvul.005G065300
pumilio 7 Phvul.006G206800PTHR12537:SF64 - PUMILIO HOMOLOG 11-RELATED (1 of 4)Phvul.006G206800
DNA-binding bromodomain-containing protein Phvul.006G045600PTHR22881:SF11 - PROTEIN SWSN-9, ISOFORM A (1 of 2)Phvul.006G045600

0 0 0 Phvul.008G216700
embryo defective 1923 0 0 Phvul.011G111800
hexokinase 2 Phvul.010G144900PTHR19443//PTHR19443:SF26 - HEXOKINASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.010G144900
myb domain protein 105 Phvul.002G083800PTHR10641:SF473 - MYB TRANSCRIPTION FACTOR (1 of 5)Phvul.002G083800
MOS4-associated  complex 3B Phvul.007G270500K10599 - pre-mRNA-processing factor 19 (PRPF19, PRP19)  (1 of 1)Phvul.007G270500

0 Phvul.001G067500PTHR34194:SF3 - F14J8.16 PROTEIN-RELATED (1 of 1)Phvul.001G067500
0 Phvul.001G067500PTHR34194:SF3 - F14J8.16 PROTEIN-RELATED (1 of 1)Phvul.001G067500
0 0 0 Phvul.011G133575
0 0 0 Phvul.011G133575
0 0 0 Phvul.011G133575
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0 0 0 Phvul.011G133575
0 0 0 Phvul.011G133575
0 0 0 Phvul.011G133575

TRICHOME BIREFRINGENCE-LIKE 22 Phvul.004G019300PTHR32285:SF28 - PROTEIN ALTERED XYLOGLUCAN 4-LIKE (1 of 1)Phvul.004G019300
TRICHOME BIREFRINGENCE-LIKE 22 Phvul.004G019300PTHR32285:SF28 - PROTEIN ALTERED XYLOGLUCAN 4-LIKE (1 of 1)Phvul.004G019300

0 0 0 Phvul.009G104850
0 0 0 Phvul.009G104850
0 0 0 Phvul.009G104850

Glycosyl hydrolase family protein with chitinase insertion domainPhvul.003G158800PTHR11177//PTHR11177:SF208 - CHITINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G158800
related to AP2 11 Phvul.006G173500PTHR31194//PTHR31194:SF14 - SHN  SHINE , DNA BINDING / TRANSCRIPTION FACTOR // SUBFAMILY NOT NAMED (1 of 8)Phvul.006G173500

0 0 0 Phvul.002G183700
0 0 0 Phvul.011G102400

Integrase-type DNA-binding superfamily proteinPhvul.007G027000PTHR31194//PTHR31194:SF14 - SHN  SHINE , DNA BINDING / TRANSCRIPTION FACTOR // SUBFAMILY NOT NAMED (1 of 8)Phvul.007G027000
Plant protein of unknown function (DUF946) Phvul.005G043000PTHR17204:SF28 - F1C9.34 PROTEIN-RELATED (1 of 4)Phvul.005G043000

0 0 0 Phvul.006G148800
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.011G069000PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.011G069000
pumilio 7 Phvul.006G206800PTHR12537:SF64 - PUMILIO HOMOLOG 11-RELATED (1 of 4)Phvul.006G206800
Translation initiation factor 2, small GTP-binding proteinPhvul.005G054600PTHR23115:SF138 - TRANSLATION INITIATION FACTOR IF-2, CHLOROPLASTIC (1 of 1)Phvul.005G054600
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.001G024200K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.001G024200
MATE efflux family protein Phvul.008G060700PTHR11206:SF109 - MATE EFFLUX FAMILY PROTEIN (1 of 2)Phvul.008G060700
MAP kinase kinase 9 Phvul.004G147900PTHR24361:SF344 - MITOGEN-ACTIVATED PROTEIN KINASE KINASE 7-RELATED (1 of 2)Phvul.004G147900
fibrillarin 1 Phvul.001G057200K14563 - rRNA 2'-O-methyltransferase fibrillarin (NOP1, FBL)  (1 of 2)Phvul.001G057200
CTC-interacting domain 12 Phvul.009G046200PF00076//PF07145//PF14259 - RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) (RRM_1)  // Ataxin-2 C-terminal region (PAM2)  // RNA recognition motif (a.k.a. RRM, RBD, or RNP domain) (RRM_6)  (1 of 2)Phvul.009G046200

0 0 0 Phvul.011G133400
TOXICOS EN LEVADURA 2 Phvul.008G111100PTHR14155:SF135 - RING-H2 FINGER PROTEIN ATL63 (1 of 3)Phvul.008G111100
TOXICOS EN LEVADURA 63 Phvul.006G070000PTHR14155:SF135 - RING-H2 FINGER PROTEIN ATL63 (1 of 3)Phvul.006G070000
spermidine hydroxycinnamoyl transferase Phvul.L001687PTHR31642:SF57 - SPERMIDINE HYDROXYCINNAMOYL TRANSFERASE (1 of 9)Phvul.L001687
glycine-rich RNA-binding protein 3 Phvul.008G033500K12741 - heterogeneous nuclear ribonucleoprotein A1/A3 (HNRNPA1_3)  (1 of 12)Phvul.008G033500
RING/U-box superfamily protein Phvul.008G036100PTHR13139 - RING FINGER AND CCCH-TYPE ZINC FINGER DOMAIN-CONTAINING PROTEIN (1 of 3)Phvul.008G036100
protein arginine methyltransferase 10 Phvul.009G198900PTHR11006:SF68 - PROTEIN ARGININE N-METHYLTRANSFERASE PRMT10 (1 of 1)Phvul.009G198900
RING/U-box superfamily protein Phvul.008G036100PTHR13139 - RING FINGER AND CCCH-TYPE ZINC FINGER DOMAIN-CONTAINING PROTEIN (1 of 3)Phvul.008G036100
spermidine hydroxycinnamoyl transferase Phvul.006G037000K13065 - shikimate O-hydroxycinnamoyltransferase (E2.3.1.133, HCT)  (1 of 15)Phvul.006G037000
tetratricopeptide repeat (TPR)-containing proteinPhvul.001G205600PTHR17130:SF20 - PROTEIN LOW PSII ACCUMULATION 1, CHLOROPLASTIC (1 of 1)Phvul.001G205600
RNA-binding (RRM/RBD/RNP motifs) family proteinPhvul.011G159400PTHR24012:SF490 - UBP1-ASSOCIATED PROTEIN 2C (1 of 5)Phvul.011G159400
plastidic GLC translocator Phvul.004G061900PTHR23500:SF118 - PLASTIDIC GLUCOSE TRANSPORTER 4 (1 of 3)Phvul.004G061900
Eukaryotic aspartyl protease family protein Phvul.006G048000PTHR13683:SF246 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.006G048000

0 0 0 Phvul.009G007900
TCP family transcription factor 4 Phvul.005G067950PTHR31072:SF3 - TRANSCRIPTION FACTOR TCP10-RELATED (1 of 3)Phvul.005G067950

0 0 0 Phvul.011G133575
0 0 0 Phvul.011G133575
0 0 0 Phvul.011G133575
0 0 0 Phvul.011G133575
0 0 0 Phvul.011G133575
0 0 0 Phvul.011G133575

related to AP2 11 Phvul.006G173500PTHR31194//PTHR31194:SF14 - SHN  SHINE , DNA BINDING / TRANSCRIPTION FACTOR // SUBFAMILY NOT NAMED (1 of 8)Phvul.006G173500
0 0 0 Phvul.002G183700
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Plant protein of unknown function (DUF946) Phvul.005G043000PTHR17204:SF28 - F1C9.34 PROTEIN-RELATED (1 of 4)Phvul.005G043000
TRICHOME BIREFRINGENCE-LIKE 22 Phvul.004G019300PTHR32285:SF28 - PROTEIN ALTERED XYLOGLUCAN 4-LIKE (1 of 1)Phvul.004G019300
TRICHOME BIREFRINGENCE-LIKE 22 Phvul.004G019300PTHR32285:SF28 - PROTEIN ALTERED XYLOGLUCAN 4-LIKE (1 of 1)Phvul.004G019300
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.011G069000PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.011G069000
HSP20-like chaperones superfamily protein Phvul.002G231800PTHR11527:SF158 - 17.6 KDA CLASS I HEAT SHOCK PROTEIN 1-RELATED (1 of 11)Phvul.002G231800
spermidine hydroxycinnamoyl transferase Phvul.L001687PTHR31642:SF57 - SPERMIDINE HYDROXYCINNAMOYL TRANSFERASE (1 of 9)Phvul.L001687

0 0 0 Phvul.011G102400
spermidine hydroxycinnamoyl transferase Phvul.006G037000K13065 - shikimate O-hydroxycinnamoyltransferase (E2.3.1.133, HCT)  (1 of 15)Phvul.006G037000

0 0 0 Phvul.009G104850
0 0 0 Phvul.009G104850
0 0 0 Phvul.009G104850

Glycosyl hydrolase family protein with chitinase insertion domainPhvul.003G158800PTHR11177//PTHR11177:SF208 - CHITINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G158800
fibrillarin 1 Phvul.001G057200K14563 - rRNA 2'-O-methyltransferase fibrillarin (NOP1, FBL)  (1 of 2)Phvul.001G057200
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.004G057900PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.004G057900
Integrase-type DNA-binding superfamily proteinPhvul.007G027000PTHR31194//PTHR31194:SF14 - SHN  SHINE , DNA BINDING / TRANSCRIPTION FACTOR // SUBFAMILY NOT NAMED (1 of 8)Phvul.007G027000
phospholipase A 2A Phvul.009G063500KOG0513 - Ca2+-independent phospholipase A2 (1 of 16)Phvul.009G063500
MATE efflux family protein Phvul.008G060700PTHR11206:SF109 - MATE EFFLUX FAMILY PROTEIN (1 of 2)Phvul.008G060700
Cyclin D6;1 Phvul.011G110000K18812 - cyclin D6, plant (CYCD6)  (1 of 2)Phvul.011G110000
Major facilitator superfamily protein Phvul.010G003800PTHR11654//PTHR11654:SF130 - OLIGOPEPTIDE TRANSPORTER-RELATED // SUBFAMILY NOT NAMED (1 of 5)Phvul.010G003800
phospholipase A 2A Phvul.009G063500KOG0513 - Ca2+-independent phospholipase A2 (1 of 16)Phvul.009G063500
pumilio 7 Phvul.006G206800PTHR12537:SF64 - PUMILIO HOMOLOG 11-RELATED (1 of 4)Phvul.006G206800
Translation initiation factor 2, small GTP-binding proteinPhvul.005G054600PTHR23115:SF138 - TRANSLATION INITIATION FACTOR IF-2, CHLOROPLASTIC (1 of 1)Phvul.005G054600
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.001G024200K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.001G024200
Acyl-CoA N-acyltransferases (NAT) superfamily proteinPhvul.006G098000PTHR13256:SF35 - ALANINE ACETYL TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.006G098000
Acyl-CoA N-acyltransferases (NAT) superfamily proteinPhvul.006G098000PTHR13256:SF35 - ALANINE ACETYL TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.006G098000
glycine-rich RNA-binding protein 3 Phvul.008G033500K12741 - heterogeneous nuclear ribonucleoprotein A1/A3 (HNRNPA1_3)  (1 of 12)Phvul.008G033500
Metal-dependent phosphohydrolase Phvul.011G028900K06950 - uncharacterized protein (K06950)  (1 of 1)Phvul.011G028900
RING/U-box superfamily protein Phvul.008G036100PTHR13139 - RING FINGER AND CCCH-TYPE ZINC FINGER DOMAIN-CONTAINING PROTEIN (1 of 3)Phvul.008G036100
RING/U-box superfamily protein Phvul.008G036100PTHR13139 - RING FINGER AND CCCH-TYPE ZINC FINGER DOMAIN-CONTAINING PROTEIN (1 of 3)Phvul.008G036100
plastidic GLC translocator Phvul.004G061900PTHR23500:SF118 - PLASTIDIC GLUCOSE TRANSPORTER 4 (1 of 3)Phvul.004G061900
Eukaryotic aspartyl protease family protein Phvul.006G048000PTHR13683:SF246 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.006G048000
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900

0 0 0 Phvul.011G133575
0 0 0 Phvul.011G133575
0 0 0 Phvul.011G133575
0 0 0 Phvul.011G133575
0 0 0 Phvul.011G133575
0 0 0 Phvul.011G133575

related to AP2 11 Phvul.006G173500PTHR31194//PTHR31194:SF14 - SHN  SHINE , DNA BINDING / TRANSCRIPTION FACTOR // SUBFAMILY NOT NAMED (1 of 8)Phvul.006G173500
0 0 0 Phvul.002G183700

Plant protein of unknown function (DUF946) Phvul.005G043000PTHR17204:SF28 - F1C9.34 PROTEIN-RELATED (1 of 4)Phvul.005G043000
TRICHOME BIREFRINGENCE-LIKE 22 Phvul.004G019300PTHR32285:SF28 - PROTEIN ALTERED XYLOGLUCAN 4-LIKE (1 of 1)Phvul.004G019300
TRICHOME BIREFRINGENCE-LIKE 22 Phvul.004G019300PTHR32285:SF28 - PROTEIN ALTERED XYLOGLUCAN 4-LIKE (1 of 1)Phvul.004G019300
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.011G069000PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.011G069000
HSP20-like chaperones superfamily protein Phvul.002G231800PTHR11527:SF158 - 17.6 KDA CLASS I HEAT SHOCK PROTEIN 1-RELATED (1 of 11)Phvul.002G231800
spermidine hydroxycinnamoyl transferase Phvul.L001687PTHR31642:SF57 - SPERMIDINE HYDROXYCINNAMOYL TRANSFERASE (1 of 9)Phvul.L001687
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0 0 0 Phvul.011G102400
spermidine hydroxycinnamoyl transferase Phvul.006G037000K13065 - shikimate O-hydroxycinnamoyltransferase (E2.3.1.133, HCT)  (1 of 15)Phvul.006G037000

0 0 0 Phvul.009G104850
0 0 0 Phvul.009G104850
0 0 0 Phvul.009G104850

Glycosyl hydrolase family protein with chitinase insertion domainPhvul.003G158800PTHR11177//PTHR11177:SF208 - CHITINASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G158800
fibrillarin 1 Phvul.001G057200K14563 - rRNA 2'-O-methyltransferase fibrillarin (NOP1, FBL)  (1 of 2)Phvul.001G057200
Pentatricopeptide repeat (PPR) superfamily proteinPhvul.004G057900PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.004G057900
Integrase-type DNA-binding superfamily proteinPhvul.007G027000PTHR31194//PTHR31194:SF14 - SHN  SHINE , DNA BINDING / TRANSCRIPTION FACTOR // SUBFAMILY NOT NAMED (1 of 8)Phvul.007G027000
phospholipase A 2A Phvul.009G063500KOG0513 - Ca2+-independent phospholipase A2 (1 of 16)Phvul.009G063500
MATE efflux family protein Phvul.008G060700PTHR11206:SF109 - MATE EFFLUX FAMILY PROTEIN (1 of 2)Phvul.008G060700
Cyclin D6;1 Phvul.011G110000K18812 - cyclin D6, plant (CYCD6)  (1 of 2)Phvul.011G110000
Major facilitator superfamily protein Phvul.010G003800PTHR11654//PTHR11654:SF130 - OLIGOPEPTIDE TRANSPORTER-RELATED // SUBFAMILY NOT NAMED (1 of 5)Phvul.010G003800
phospholipase A 2A Phvul.009G063500KOG0513 - Ca2+-independent phospholipase A2 (1 of 16)Phvul.009G063500
pumilio 7 Phvul.006G206800PTHR12537:SF64 - PUMILIO HOMOLOG 11-RELATED (1 of 4)Phvul.006G206800
Translation initiation factor 2, small GTP-binding proteinPhvul.005G054600PTHR23115:SF138 - TRANSLATION INITIATION FACTOR IF-2, CHLOROPLASTIC (1 of 1)Phvul.005G054600
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.001G024200K10395 - kinesin family member 4/21/27 (KIF4_21_27)  (1 of 5)Phvul.001G024200
Acyl-CoA N-acyltransferases (NAT) superfamily proteinPhvul.006G098000PTHR13256:SF35 - ALANINE ACETYL TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.006G098000
Acyl-CoA N-acyltransferases (NAT) superfamily proteinPhvul.006G098000PTHR13256:SF35 - ALANINE ACETYL TRANSFERASE-LIKE PROTEIN (1 of 1)Phvul.006G098000
glycine-rich RNA-binding protein 3 Phvul.008G033500K12741 - heterogeneous nuclear ribonucleoprotein A1/A3 (HNRNPA1_3)  (1 of 12)Phvul.008G033500
Metal-dependent phosphohydrolase Phvul.011G028900K06950 - uncharacterized protein (K06950)  (1 of 1)Phvul.011G028900
RING/U-box superfamily protein Phvul.008G036100PTHR13139 - RING FINGER AND CCCH-TYPE ZINC FINGER DOMAIN-CONTAINING PROTEIN (1 of 3)Phvul.008G036100
RING/U-box superfamily protein Phvul.008G036100PTHR13139 - RING FINGER AND CCCH-TYPE ZINC FINGER DOMAIN-CONTAINING PROTEIN (1 of 3)Phvul.008G036100
plastidic GLC translocator Phvul.004G061900PTHR23500:SF118 - PLASTIDIC GLUCOSE TRANSPORTER 4 (1 of 3)Phvul.004G061900
Eukaryotic aspartyl protease family protein Phvul.006G048000PTHR13683:SF246 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 2)Phvul.006G048000
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
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NAME DESCRIPTION
not assigned.annotated (original description: pacid=37161909 transcript=Phvul.004G064100.1 locus=Phvul.004G064100 ID=Phvul.004G064100.1.v2.1 annot-version=v2.1) & Ribonuclease 2 OS=Arabidopsis thaliana (sp|p42814|rns2_arath : 111.0)
not assigned.not annotated no hits & (original description: pacid=37150946 transcript=Phvul.009G096000.1 locus=Phvul.009G096000 ID=Phvul.009G096000.1.v2.1 annot-version=v2.1)
Cell wall organisation.pectin.rhamnogalacturonan II.biosynthesis.2-keto-3-deoxymanno-octulosonic acid (KDO) biosynthesis.KDO-8-phosphate synthaseKDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161909 transcript=Phvul.004G064100.1 locus=Phvul.004G064100 ID=Phvul.004G064100.1.v2.1 annot-version=v2.1) & Ribonuclease 2 OS=Arabidopsis thaliana (sp|p42814|rns2_arath : 111.0)
not assigned.not annotated no hits & (original description: pacid=37150946 transcript=Phvul.009G096000.1 locus=Phvul.009G096000 ID=Phvul.009G096000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37161909 transcript=Phvul.004G064100.1 locus=Phvul.004G064100 ID=Phvul.004G064100.1.v2.1 annot-version=v2.1) & Ribonuclease 2 OS=Arabidopsis thaliana (sp|p42814|rns2_arath : 111.0)
not assigned.not annotated no hits & (original description: pacid=37150946 transcript=Phvul.009G096000.1 locus=Phvul.009G096000 ID=Phvul.009G096000.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37148987 transcript=Phvul.009G196100.1 locus=Phvul.009G196100 ID=Phvul.009G196100.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37159372 transcript=Phvul.008G199900.1 locus=Phvul.008G199900 ID=Phvul.008G199900.1.v2.1 annot-version=v2.1) & Probable magnesium transporter NIPA3 OS=Arabidopsis thaliana (sp|q9lnk7|nipa3_arath : 384.0)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37163516 transcript=Phvul.004G038100.1 locus=Phvul.004G038100 ID=Phvul.004G038100.1.v2.1 annot-version=v2.1) & O-fucosyltransferase 30 OS=Arabidopsis thaliana (sp|q1jpm5|oft30_arath : 545.0)
RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37155087 transcript=Phvul.011G073600.2 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37155087 transcript=Phvul.011G073600.2 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37162066 transcript=Phvul.004G160700.1 locus=Phvul.004G160700 ID=Phvul.004G160700.1.v2.1 annot-version=v2.1) & Nudix hydrolase 20, chloroplastic OS=Arabidopsis thaliana (sp|q8vxz0|nud20_arath : 429.0)
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147055 transcript=Phvul.003G229300.2 locus=Phvul.003G229300 ID=Phvul.003G229300.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37147055 transcript=Phvul.003G229300.2 locus=Phvul.003G229300 ID=Phvul.003G229300.2.v2.1 annot-version=v2.1)
Amino acid metabolism.biosynthesis.shikimate family.phenylalanine and tyrosine.arogenate dehydrogenase (ADH)arogenate dehydrogenase (ADH) (original description: pacid=37145367 transcript=Phvul.003G178200.1 locus=Phvul.003G178200 ID=Phvul.003G178200.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37148987 transcript=Phvul.009G196100.1 locus=Phvul.009G196100 ID=Phvul.009G196100.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37159372 transcript=Phvul.008G199900.1 locus=Phvul.008G199900 ID=Phvul.008G199900.1.v2.1 annot-version=v2.1) & Probable magnesium transporter NIPA3 OS=Arabidopsis thaliana (sp|q9lnk7|nipa3_arath : 384.0)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37162066 transcript=Phvul.004G160700.1 locus=Phvul.004G160700 ID=Phvul.004G160700.1.v2.1 annot-version=v2.1) & Nudix hydrolase 20, chloroplastic OS=Arabidopsis thaliana (sp|q8vxz0|nud20_arath : 429.0)
not assigned.not annotated no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37163516 transcript=Phvul.004G038100.1 locus=Phvul.004G038100 ID=Phvul.004G038100.1.v2.1 annot-version=v2.1) & O-fucosyltransferase 30 OS=Arabidopsis thaliana (sp|q1jpm5|oft30_arath : 545.0)
RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37155087 transcript=Phvul.011G073600.2 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37155087 transcript=Phvul.011G073600.2 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37148987 transcript=Phvul.009G196100.1 locus=Phvul.009G196100 ID=Phvul.009G196100.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37159372 transcript=Phvul.008G199900.1 locus=Phvul.008G199900 ID=Phvul.008G199900.1.v2.1 annot-version=v2.1) & Probable magnesium transporter NIPA3 OS=Arabidopsis thaliana (sp|q9lnk7|nipa3_arath : 384.0)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37162066 transcript=Phvul.004G160700.1 locus=Phvul.004G160700 ID=Phvul.004G160700.1.v2.1 annot-version=v2.1) & Nudix hydrolase 20, chloroplastic OS=Arabidopsis thaliana (sp|q8vxz0|nud20_arath : 429.0)
not assigned.not annotated no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37163516 transcript=Phvul.004G038100.1 locus=Phvul.004G038100 ID=Phvul.004G038100.1.v2.1 annot-version=v2.1) & O-fucosyltransferase 30 OS=Arabidopsis thaliana (sp|q1jpm5|oft30_arath : 545.0)
RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37155087 transcript=Phvul.011G073600.2 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1) &
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RNA biosynthesis.transcriptional regulation.B3  transcription factor superfamily.transcription factor (ARF)transcription factor (ARF) (original description: pacid=37155087 transcript=Phvul.011G073600.2 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174808 transcript=Phvul.002G041900.1 locus=Phvul.002G041900 ID=Phvul.002G041900.1.v2.1 annot-version=v2.1) & Protein CDI OS=Arabidopsis thaliana (sp|q9xip8|cdi_arath : 441.0)
Protein biosynthesis.translation initiation.Pre-Initiation Complex (PIC) module.eIF1 PIC assembly factor activity.assembly factor (eIF1A)assembly factor (eIF1A) of eIF1 (original description: pacid=37144013 transcript=Phvul.010G108300.1 locus=Phvul.010G108300 ID=Phvul.010G108300.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
Protein homeostasis.protein quality control.smallHsp holdase chaperone activities.class-C-I proteinclass-C-I small heat-shock-responsive protein (original description: pacid=37177788 transcript=Phvul.002G231800.1 locus=Phvul.002G231800 ID=Phvul.002G231800.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (SIZ1)SUMO E3 ligase (SIZ1) (original description: pacid=37153775 transcript=Phvul.005G137000.6 locus=Phvul.005G137000 ID=Phvul.005G137000.6.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (SIZ1)SUMO E3 ligase (SIZ1) (original description: pacid=37153775 transcript=Phvul.005G137000.6 locus=Phvul.005G137000 ID=Phvul.005G137000.6.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (SIZ1)SUMO E3 ligase (SIZ1) (original description: pacid=37153775 transcript=Phvul.005G137000.6 locus=Phvul.005G137000 ID=Phvul.005G137000.6.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (SIZ1)SUMO E3 ligase (SIZ1) (original description: pacid=37153775 transcript=Phvul.005G137000.6 locus=Phvul.005G137000 ID=Phvul.005G137000.6.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.aspartate-based protein phosphatase superfamily.FCP phosphatase families.subcluster H/CPL1-2 phosphataseCPL phosphatase (original description: pacid=37178354 transcript=Phvul.002G226900.1 locus=Phvul.002G226900 ID=Phvul.002G226900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (SIZ1)SUMO E3 ligase (SIZ1) (original description: pacid=37153775 transcript=Phvul.005G137000.6 locus=Phvul.005G137000 ID=Phvul.005G137000.6.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.SUMO conjugation (sumoylation).SUMO E3 ligase activities.E3 ligase (SIZ1)SUMO E3 ligase (SIZ1) (original description: pacid=37153775 transcript=Phvul.005G137000.6 locus=Phvul.005G137000 ID=Phvul.005G137000.6.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164826 transcript=Phvul.007G222000.1 locus=Phvul.007G222000 ID=Phvul.007G222000.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37165981 transcript=Phvul.007G029200.1 locus=Phvul.007G029200 ID=Phvul.007G029200.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37146336 transcript=Phvul.003G058400.1 locus=Phvul.003G058400 ID=Phvul.003G058400.1.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 37 OS=Arabidopsis thaliana (sp|o22960|tbl37_arath : 515.0)
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37163186 transcript=Phvul.004G028100.1 locus=Phvul.004G028100 ID=Phvul.004G028100.1.v2.1 annot-version=v2.1) & DExH-box ATP-dependent RNA helicase DExH18, mitochondrial OS=Arabidopsis thaliana (sp|f4kfv7|suv3l_arath : 1000.0)
not assigned.not annotated no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
Protein biosynthesis.ribosome biogenesis.large ribosomal subunit (LSU).LSU proteome.component RPL27component RPL27 of LSU proteome component (original description: pacid=37177303 transcript=Phvul.002G190100.1 locus=Phvul.002G190100 ID=Phvul.002G190100.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donorLaccase-15 OS=Arabidopsis thaliana (sp|q84j37|lac15_arath : 554.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 222.3) (original description: pacid=37161921 transcript=Phvul.004G087000.1 locus=Phvul.004G087000 ID=Phvul.004G087000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37170711 transcript=Phvul.001G036500.1 locus=Phvul.001G036500 ID=Phvul.001G036500.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153077 transcript=Phvul.005G102100.2 locus=Phvul.005G102100 ID=Phvul.005G102100.2.v2.1 annot-version=v2.1) & no description available(sp|q5pp23|fly1_arath : 853.0)
not assigned.annotated (original description: pacid=37153077 transcript=Phvul.005G102100.2 locus=Phvul.005G102100 ID=Phvul.005G102100.2.v2.1 annot-version=v2.1) & no description available(sp|q5pp23|fly1_arath : 853.0)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174808 transcript=Phvul.002G041900.1 locus=Phvul.002G041900 ID=Phvul.002G041900.1.v2.1 annot-version=v2.1) & Protein CDI OS=Arabidopsis thaliana (sp|q9xip8|cdi_arath : 441.0)
not assigned.not annotated no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
Protein biosynthesis.translation initiation.Pre-Initiation Complex (PIC) module.eIF1 PIC assembly factor activity.assembly factor (eIF1A)assembly factor (eIF1A) of eIF1 (original description: pacid=37144013 transcript=Phvul.010G108300.1 locus=Phvul.010G108300 ID=Phvul.010G108300.1.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37170711 transcript=Phvul.001G036500.1 locus=Phvul.001G036500 ID=Phvul.001G036500.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
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Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174808 transcript=Phvul.002G041900.1 locus=Phvul.002G041900 ID=Phvul.002G041900.1.v2.1 annot-version=v2.1) & Protein CDI OS=Arabidopsis thaliana (sp|q9xip8|cdi_arath : 441.0)
not assigned.not annotated no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
Protein biosynthesis.translation initiation.Pre-Initiation Complex (PIC) module.eIF1 PIC assembly factor activity.assembly factor (eIF1A)assembly factor (eIF1A) of eIF1 (original description: pacid=37144013 transcript=Phvul.010G108300.1 locus=Phvul.010G108300 ID=Phvul.010G108300.1.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (C2H2-ZF)C2H2 zinc finger transcription factor (original description: pacid=37170711 transcript=Phvul.001G036500.1 locus=Phvul.001G036500 ID=Phvul.001G036500.1.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).secondary cell wall CSC.regulatory protein (TED)TED-type cellulose synthase CSC-interactive protein (original description: pacid=37171276 transcript=Phvul.001G052300.1 locus=Phvul.001G052300 ID=Phvul.001G052300.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142568 transcript=Phvul.010G110700.2 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142568 transcript=Phvul.010G110700.2 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1)
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP26)deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP26)deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP26)deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP26)deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).secondary cell wall CSC.regulatory protein (TED)TED-type cellulose synthase CSC-interactive protein (original description: pacid=37167914 transcript=Phvul.001G073300.1 locus=Phvul.001G073300 ID=Phvul.001G073300.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)
not assigned.not annotated no hits & (original description: pacid=37143128 transcript=Phvul.010G152600.2 locus=Phvul.010G152600 ID=Phvul.010G152600.2.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37172660 transcript=Phvul.006G021500.1 locus=Phvul.006G021500 ID=Phvul.006G021500.1.v2.1 annot-version=v2.1) & Protein SIEVE ELEMENT OCCLUSION B OS=Arabidopsis thaliana (sp|q9ss87|seob_arath : 193.0)
not assigned.not annotated no hits & (original description: pacid=37150183 transcript=Phvul.009G177300.1 locus=Phvul.009G177300 ID=Phvul.009G177300.1.v2.1 annot-version=v2.1)
Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37164519 transcript=Phvul.007G147400.1 locus=Phvul.007G147400 ID=Phvul.007G147400.1.v2.1 annot-version=v2.1) &
Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.co-chaperone (Hsp40)co-chaperone (Hsp40) (original description: pacid=37145763 transcript=Phvul.003G178100.1 locus=Phvul.003G178100 ID=Phvul.003G178100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37154896 transcript=Phvul.011G102400.1 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB)transcription factor (MYB) (original description: pacid=37169002 transcript=Phvul.001G106800.2 locus=Phvul.001G106800 ID=Phvul.001G106800.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37165440 transcript=Phvul.007G261100.2 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37165440 transcript=Phvul.007G261100.2 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1)
Vesicle trafficking.endomembrane trafficking.ESCRT (Endosomal Sorting Complex Required for Transport) complexes.ESCRT-II complex.component VPS36component VPS36 of ESCRT-II complex (original description: pacid=37155231 transcript=Phvul.011G187600.1 locus=Phvul.011G187600 ID=Phvul.011G187600.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37176369 transcript=Phvul.002G044500.1 locus=Phvul.002G044500 ID=Phvul.002G044500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g14820 OS=Arabidopsis thaliana (sp|o23337|pp311_arath : 842.0)
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 747.9) & Reticuline oxidase OS=Papaver somniferum (sp|p93479|reto_papso : 452.0) (original description: pacid=37165503 transcript=Phvul.007G113300.1 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)
Carbohydrate metabolism.sucrose metabolism.degradation.hexokinasehexokinase (original description: pacid=37142381 transcript=Phvul.010G144900.1 locus=Phvul.010G144900 ID=Phvul.010G144900.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB)transcription factor (MYB) (original description: pacid=37177338 transcript=Phvul.002G083800.1 locus=Phvul.002G083800 ID=Phvul.002G083800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170216 transcript=Phvul.001G067500.3 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170216 transcript=Phvul.001G067500.3 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170216 transcript=Phvul.001G067500.3 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37171775 transcript=Phvul.006G045600.1 locus=Phvul.006G045600 ID=Phvul.006G045600.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37143985 transcript=Phvul.010G156000.1 locus=Phvul.010G156000 ID=Phvul.010G156000.1.v2.1 annot-version=v2.1) & Protein LURP-one-related 12 OS=Arabidopsis thaliana (sp|q9lvz8|lor12_arath : 212.0)
Solute transport.carrier-mediated transport.MFS superfamily.SP family.monosaccharide transporter (STP)monosaccharide transporter (STP) (original description: pacid=37167067 transcript=Phvul.007G055500.1 locus=Phvul.007G055500 ID=Phvul.007G055500.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.monosaccharide transporter (STP)monosaccharide transporter (STP) (original description: pacid=37167067 transcript=Phvul.007G055500.1 locus=Phvul.007G055500 ID=Phvul.007G055500.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
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Solute transport.carrier-mediated transport.MFS superfamily.SP family.monosaccharide transporter (STP)monosaccharide transporter (STP) (original description: pacid=37166808 transcript=Phvul.007G055200.1 locus=Phvul.007G055200 ID=Phvul.007G055200.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.monosaccharide transporter (STP)monosaccharide transporter (STP) (original description: pacid=37166808 transcript=Phvul.007G055200.1 locus=Phvul.007G055200 ID=Phvul.007G055200.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PP4-class phosphatase complex.catalytic component PP4ccatalytic component PP4c of PP4 phosphatase complex (original description: pacid=37160063 transcript=Phvul.008G273100.1 locus=Phvul.008G273100 ID=Phvul.008G273100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
not assigned.annotated (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).core components.component MAC3component MAC3 of non-snRNP MOS4-associated complex (original description: pacid=37164150 transcript=Phvul.007G270500.1 locus=Phvul.007G270500 ID=Phvul.007G270500.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37162662 transcript=Phvul.004G125900.1 locus=Phvul.004G125900 ID=Phvul.004G125900.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37152789 transcript=Phvul.005G027200.1 locus=Phvul.005G027200 ID=Phvul.005G027200.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 363.0)
not assigned.not annotated no hits & (original description: pacid=37142568 transcript=Phvul.010G110700.2 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142568 transcript=Phvul.010G110700.2 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1)
Cell wall organisation.cellulose.cellulose synthase complex (CSC).secondary cell wall CSC.regulatory protein (TED)TED-type cellulose synthase CSC-interactive protein (original description: pacid=37171276 transcript=Phvul.001G052300.1 locus=Phvul.001G052300 ID=Phvul.001G052300.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP26)deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP26)deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP26)deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP26)deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).secondary cell wall CSC.regulatory protein (TED)TED-type cellulose synthase CSC-interactive protein (original description: pacid=37167914 transcript=Phvul.001G073300.1 locus=Phvul.001G073300 ID=Phvul.001G073300.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37143128 transcript=Phvul.010G152600.2 locus=Phvul.010G152600 ID=Phvul.010G152600.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154896 transcript=Phvul.011G102400.1 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
not assigned.annotated (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37162662 transcript=Phvul.004G125900.1 locus=Phvul.004G125900 ID=Phvul.004G125900.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37176369 transcript=Phvul.002G044500.1 locus=Phvul.002G044500 ID=Phvul.002G044500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g14820 OS=Arabidopsis thaliana (sp|o23337|pp311_arath : 842.0)
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 747.9) & Reticuline oxidase OS=Papaver somniferum (sp|p93479|reto_papso : 452.0) (original description: pacid=37165503 transcript=Phvul.007G113300.1 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37172660 transcript=Phvul.006G021500.1 locus=Phvul.006G021500 ID=Phvul.006G021500.1.v2.1 annot-version=v2.1) & Protein SIEVE ELEMENT OCCLUSION B OS=Arabidopsis thaliana (sp|q9ss87|seob_arath : 193.0)
not assigned.not annotated no hits & (original description: pacid=37150183 transcript=Phvul.009G177300.1 locus=Phvul.009G177300 ID=Phvul.009G177300.1.v2.1 annot-version=v2.1)
Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37164519 transcript=Phvul.007G147400.1 locus=Phvul.007G147400 ID=Phvul.007G147400.1.v2.1 annot-version=v2.1) &
Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.co-chaperone (Hsp40)co-chaperone (Hsp40) (original description: pacid=37145763 transcript=Phvul.003G178100.1 locus=Phvul.003G178100 ID=Phvul.003G178100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB)transcription factor (MYB) (original description: pacid=37169002 transcript=Phvul.001G106800.2 locus=Phvul.001G106800 ID=Phvul.001G106800.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37165440 transcript=Phvul.007G261100.2 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37165440 transcript=Phvul.007G261100.2 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1)
Vesicle trafficking.endomembrane trafficking.ESCRT (Endosomal Sorting Complex Required for Transport) complexes.ESCRT-II complex.component VPS36component VPS36 of ESCRT-II complex (original description: pacid=37155231 transcript=Phvul.011G187600.1 locus=Phvul.011G187600 ID=Phvul.011G187600.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PP4-class phosphatase complex.catalytic component PP4ccatalytic component PP4c of PP4 phosphatase complex (original description: pacid=37160063 transcript=Phvul.008G273100.1 locus=Phvul.008G273100 ID=Phvul.008G273100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37152330 transcript=Phvul.005G065300.1 locus=Phvul.005G065300 ID=Phvul.005G065300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)
not assigned.not annotated no hits & (original description: pacid=37171775 transcript=Phvul.006G045600.1 locus=Phvul.006G045600 ID=Phvul.006G045600.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157005 transcript=Phvul.011G111800.1 locus=Phvul.011G111800 ID=Phvul.011G111800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.sucrose metabolism.degradation.hexokinasehexokinase (original description: pacid=37142381 transcript=Phvul.010G144900.1 locus=Phvul.010G144900 ID=Phvul.010G144900.1.v2.1 annot-version=v2.1) &
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Do not distribute

RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB)transcription factor (MYB) (original description: pacid=37177338 transcript=Phvul.002G083800.1 locus=Phvul.002G083800 ID=Phvul.002G083800.1.v2.1 annot-version=v2.1) &
RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).core components.component MAC3component MAC3 of non-snRNP MOS4-associated complex (original description: pacid=37164150 transcript=Phvul.007G270500.1 locus=Phvul.007G270500 ID=Phvul.007G270500.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170216 transcript=Phvul.001G067500.3 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142568 transcript=Phvul.010G110700.2 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142568 transcript=Phvul.010G110700.2 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1)
Cell wall organisation.cellulose.cellulose synthase complex (CSC).secondary cell wall CSC.regulatory protein (TED)TED-type cellulose synthase CSC-interactive protein (original description: pacid=37171276 transcript=Phvul.001G052300.1 locus=Phvul.001G052300 ID=Phvul.001G052300.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP26)deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP26)deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP26)deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein deconjugation.ubiquitin deconjugation.UBP deubiquitinase activities.deubiquitinase (UBP26)deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).secondary cell wall CSC.regulatory protein (TED)TED-type cellulose synthase CSC-interactive protein (original description: pacid=37167914 transcript=Phvul.001G073300.1 locus=Phvul.001G073300 ID=Phvul.001G073300.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37143128 transcript=Phvul.010G152600.2 locus=Phvul.010G152600 ID=Phvul.010G152600.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154896 transcript=Phvul.011G102400.1 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
not assigned.annotated (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
Solute transport.carrier-mediated transport.CPA superfamily.CPA-2 family.proton:potassium cation antiporter (KEA)proton:potassium cation antiporter (KEA) (original description: pacid=37162662 transcript=Phvul.004G125900.1 locus=Phvul.004G125900 ID=Phvul.004G125900.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37176369 transcript=Phvul.002G044500.1 locus=Phvul.002G044500 ID=Phvul.002G044500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g14820 OS=Arabidopsis thaliana (sp|o23337|pp311_arath : 842.0)
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donorEnzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 747.9) & Reticuline oxidase OS=Papaver somniferum (sp|p93479|reto_papso : 452.0) (original description: pacid=37165503 transcript=Phvul.007G113300.1 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37172660 transcript=Phvul.006G021500.1 locus=Phvul.006G021500 ID=Phvul.006G021500.1.v2.1 annot-version=v2.1) & Protein SIEVE ELEMENT OCCLUSION B OS=Arabidopsis thaliana (sp|q9ss87|seob_arath : 193.0)
not assigned.not annotated no hits & (original description: pacid=37150183 transcript=Phvul.009G177300.1 locus=Phvul.009G177300 ID=Phvul.009G177300.1.v2.1 annot-version=v2.1)
Solute transport.primary active transport.ABC superfamily.ABC1 family.subfamily ABCB transportersubfamily ABCB transporter (original description: pacid=37164519 transcript=Phvul.007G147400.1 locus=Phvul.007G147400 ID=Phvul.007G147400.1.v2.1 annot-version=v2.1) &
Protein homeostasis.protein quality control.cytosolic  Hsp70 chaperone system.co-chaperone (Hsp40)co-chaperone (Hsp40) (original description: pacid=37145763 transcript=Phvul.003G178100.1 locus=Phvul.003G178100 ID=Phvul.003G178100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB)transcription factor (MYB) (original description: pacid=37169002 transcript=Phvul.001G106800.2 locus=Phvul.001G106800 ID=Phvul.001G106800.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37165440 transcript=Phvul.007G261100.2 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37165440 transcript=Phvul.007G261100.2 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1)
Vesicle trafficking.endomembrane trafficking.ESCRT (Endosomal Sorting Complex Required for Transport) complexes.ESCRT-II complex.component VPS36component VPS36 of ESCRT-II complex (original description: pacid=37155231 transcript=Phvul.011G187600.1 locus=Phvul.011G187600 ID=Phvul.011G187600.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
Protein modification.phosphorylation.serine/threonine protein phosphatase superfamily.PPP Fe-Zn-dependent phosphatase families.PP4-class phosphatase complex.catalytic component PP4ccatalytic component PP4c of PP4 phosphatase complex (original description: pacid=37160063 transcript=Phvul.008G273100.1 locus=Phvul.008G273100 ID=Phvul.008G273100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37152330 transcript=Phvul.005G065300.1 locus=Phvul.005G065300 ID=Phvul.005G065300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)
not assigned.not annotated no hits & (original description: pacid=37171775 transcript=Phvul.006G045600.1 locus=Phvul.006G045600 ID=Phvul.006G045600.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157005 transcript=Phvul.011G111800.1 locus=Phvul.011G111800 ID=Phvul.011G111800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.sucrose metabolism.degradation.hexokinasehexokinase (original description: pacid=37142381 transcript=Phvul.010G144900.1 locus=Phvul.010G144900 ID=Phvul.010G144900.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (MYB)transcription factor (MYB) (original description: pacid=37177338 transcript=Phvul.002G083800.1 locus=Phvul.002G083800 ID=Phvul.002G083800.1.v2.1 annot-version=v2.1) &
RNA processing.pre-mRNA splicing.spliceosome-associated non-snRNP MOS4-associated complex (MAC).core components.component MAC3component MAC3 of non-snRNP MOS4-associated complex (original description: pacid=37164150 transcript=Phvul.007G270500.1 locus=Phvul.007G270500 ID=Phvul.007G270500.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170216 transcript=Phvul.001G067500.3 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170216 transcript=Phvul.001G067500.3 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
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Do not distribute

not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
not assigned.annotated (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
not assigned.not annotated no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseno description available(sp|a0a072ur65|cht5b_medtr : 395.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 132.1) (original description: pacid=37146097 transcript=Phvul.003G158800.1 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (ERN1)transcription factor (ERN1) (original description: pacid=37171836 transcript=Phvul.006G173500.1 locus=Phvul.006G173500 ID=Phvul.006G173500.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37177963 transcript=Phvul.002G183700.1 locus=Phvul.002G183700 ID=Phvul.002G183700.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154896 transcript=Phvul.011G102400.1 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (ERF)transcription factor (ERF) (original description: pacid=37164213 transcript=Phvul.007G027000.1 locus=Phvul.007G027000 ID=Phvul.007G027000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37153363 transcript=Phvul.005G043000.2 locus=Phvul.005G043000 ID=Phvul.005G043000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37155075 transcript=Phvul.011G069000.1 locus=Phvul.011G069000 ID=Phvul.011G069000.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g02420 OS=Arabidopsis thaliana (sp|q9fz19|ppr5_arath : 632.0)
not assigned.annotated (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)
Protein biosynthesis.organelle machinery.translation initiation.initiation factor (IF-2)IF-2 translation initiation factor (original description: pacid=37154471 transcript=Phvul.005G054600.1 locus=Phvul.005G054600 ID=Phvul.005G054600.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37168025 transcript=Phvul.001G024200.1 locus=Phvul.001G024200 ID=Phvul.001G024200.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MOP superfamily.MATE family.metabolite transporter (DTX)metabolite transporter (DTX) (original description: pacid=37157842 transcript=Phvul.008G060700.1 locus=Phvul.008G060700 ID=Phvul.008G060700.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.STE protein kinase superfamily.protein kinase (MAPKK)protein kinase (MAPKK) (original description: pacid=37161740 transcript=Phvul.004G147900.1 locus=Phvul.004G147900 ID=Phvul.004G147900.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.C/D small nucleolar ribonucleoprotein (snoRNP) rRNA methylation complex.methyltransferase component Nop1/fibrillarinmethyltransferase component Nop1/fibrillarin of snoRNP rRNA methylation complex (original description: pacid=37170855 transcript=Phvul.001G057200.1 locus=Phvul.001G057200 ID=Phvul.001G057200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37150174 transcript=Phvul.009G046200.1 locus=Phvul.009G046200 ID=Phvul.009G046200.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein-interacting protein 12 OS=Arabidopsis thaliana (sp|q9s7n9|cid12_arath : 405.0)
not assigned.not annotated no hits & (original description: pacid=37157319 transcript=Phvul.011G133400.1 locus=Phvul.011G133400 ID=Phvul.011G133400.1.v2.1 annot-version=v2.1)
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-H2-class E3 ligaseRING-H2-class E3 ligase (original description: pacid=37158322 transcript=Phvul.008G111100.1 locus=Phvul.008G111100 ID=Phvul.008G111100.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-H2-class E3 ligaseRING-H2-class E3 ligase (original description: pacid=37173182 transcript=Phvul.006G070000.2 locus=Phvul.006G070000 ID=Phvul.006G070000.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.3 acyltransferaseEnzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 24.7) (original description: pacid=37171282 transcript=Phvul.L001687.1 locus=Phvul.L001687 ID=Phvul.L001687.1.v2.1 annot-version=v2.1) &
RNA processing.organelle machinery.RNA editing.RNA editing factor (ORRM-type)RNA editing factor (ORRM) (original description: pacid=37160922 transcript=Phvul.008G033500.1 locus=Phvul.008G033500 ID=Phvul.008G033500.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-HC-class E3 ligaseRING-HC-class E3 ligase (original description: pacid=37160948 transcript=Phvul.008G036100.2 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151221 transcript=Phvul.009G198900.1 locus=Phvul.009G198900 ID=Phvul.009G198900.1.v2.1 annot-version=v2.1) & Protein arginine N-methyltransferase PRMT10 OS=Arabidopsis thaliana (sp|q9mat5|anm10_arath : 573.0)
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-HC-class E3 ligaseRING-HC-class E3 ligase (original description: pacid=37160948 transcript=Phvul.008G036100.2 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.3 acyltransferaseSpermidine hydroxycinnamoyl transferase OS=Arabidopsis thaliana (sp|o64470|sht_arath : 311.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.0) (original description: pacid=37174189 transcript=Phvul.006G037000.1 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.photosystem II.assembly and maintenance.assembly factor (LPA1)LPA1 protein involved in PS-II assembly (original description: pacid=37169924 transcript=Phvul.001G205600.1 locus=Phvul.001G205600 ID=Phvul.001G205600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156262 transcript=Phvul.011G159400.1 locus=Phvul.011G159400 ID=Phvul.011G159400.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2C OS=Arabidopsis thaliana (sp|q9lka4|uba2c_arath : 315.0)
Solute transport.carrier-mediated transport.MFS superfamily.SP family.hexose transporter (SGB/GlcT)hexose transporter (SGB/GlcT) (original description: pacid=37162603 transcript=Phvul.004G061900.1 locus=Phvul.004G061900 ID=Phvul.004G061900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37173754 transcript=Phvul.006G048000.1 locus=Phvul.006G048000 ID=Phvul.006G048000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37150915 transcript=Phvul.009G007900.1 locus=Phvul.009G007900 ID=Phvul.009G007900.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37152688 transcript=Phvul.005G067950.1 locus=Phvul.005G067950 ID=Phvul.005G067950.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (ERN1)transcription factor (ERN1) (original description: pacid=37171836 transcript=Phvul.006G173500.1 locus=Phvul.006G173500 ID=Phvul.006G173500.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37177963 transcript=Phvul.002G183700.1 locus=Phvul.002G183700 ID=Phvul.002G183700.1.v2.1 annot-version=v2.1)
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not assigned.not annotated no hits & (original description: pacid=37153363 transcript=Phvul.005G043000.2 locus=Phvul.005G043000 ID=Phvul.005G043000.2.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
not assigned.annotated (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
not assigned.annotated (original description: pacid=37155075 transcript=Phvul.011G069000.1 locus=Phvul.011G069000 ID=Phvul.011G069000.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g02420 OS=Arabidopsis thaliana (sp|q9fz19|ppr5_arath : 632.0)
Protein homeostasis.protein quality control.smallHsp holdase chaperone activities.class-C-I proteinclass-C-I small heat-shock-responsive protein (original description: pacid=37177788 transcript=Phvul.002G231800.1 locus=Phvul.002G231800 ID=Phvul.002G231800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.3 acyltransferaseEnzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 24.7) (original description: pacid=37171282 transcript=Phvul.L001687.1 locus=Phvul.L001687 ID=Phvul.L001687.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37154896 transcript=Phvul.011G102400.1 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.3 acyltransferaseSpermidine hydroxycinnamoyl transferase OS=Arabidopsis thaliana (sp|o64470|sht_arath : 311.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.0) (original description: pacid=37174189 transcript=Phvul.006G037000.1 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseno description available(sp|a0a072ur65|cht5b_medtr : 395.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 132.1) (original description: pacid=37146097 transcript=Phvul.003G158800.1 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.C/D small nucleolar ribonucleoprotein (snoRNP) rRNA methylation complex.methyltransferase component Nop1/fibrillarinmethyltransferase component Nop1/fibrillarin of snoRNP rRNA methylation complex (original description: pacid=37170855 transcript=Phvul.001G057200.1 locus=Phvul.001G057200 ID=Phvul.001G057200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162384 transcript=Phvul.004G057900.1 locus=Phvul.004G057900 ID=Phvul.004G057900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79490, mitochondrial OS=Arabidopsis thaliana (sp|q9sak0|pp132_arath : 1241.0)
RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (ERF)transcription factor (ERF) (original description: pacid=37164213 transcript=Phvul.007G027000.1 locus=Phvul.007G027000 ID=Phvul.007G027000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.phospholipase activities.phospholipase A2 activities.phospholipase A2 (pPLA2-II)phospholipase A2 (pPLA2-II) (original description: pacid=37149281 transcript=Phvul.009G063500.2 locus=Phvul.009G063500 ID=Phvul.009G063500.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MOP superfamily.MATE family.metabolite transporter (DTX)metabolite transporter (DTX) (original description: pacid=37157842 transcript=Phvul.008G060700.1 locus=Phvul.008G060700 ID=Phvul.008G060700.1.v2.1 annot-version=v2.1) &
Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCD)cyclin (CYCD) (original description: pacid=37157024 transcript=Phvul.011G110000.1 locus=Phvul.011G110000 ID=Phvul.011G110000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)anion transporter (NRT1/PTR) (original description: pacid=37143370 transcript=Phvul.010G003800.1 locus=Phvul.010G003800 ID=Phvul.010G003800.1.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.phospholipase activities.phospholipase A2 activities.phospholipase A2 (pPLA2-II)phospholipase A2 (pPLA2-II) (original description: pacid=37149281 transcript=Phvul.009G063500.2 locus=Phvul.009G063500 ID=Phvul.009G063500.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)
Protein biosynthesis.organelle machinery.translation initiation.initiation factor (IF-2)IF-2 translation initiation factor (original description: pacid=37154471 transcript=Phvul.005G054600.1 locus=Phvul.005G054600 ID=Phvul.005G054600.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37168025 transcript=Phvul.001G024200.1 locus=Phvul.001G024200 ID=Phvul.001G024200.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37171812 transcript=Phvul.006G098000.1 locus=Phvul.006G098000 ID=Phvul.006G098000.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37171812 transcript=Phvul.006G098000.1 locus=Phvul.006G098000 ID=Phvul.006G098000.1.v2.1 annot-version=v2.1)
RNA processing.organelle machinery.RNA editing.RNA editing factor (ORRM-type)RNA editing factor (ORRM) (original description: pacid=37160922 transcript=Phvul.008G033500.1 locus=Phvul.008G033500 ID=Phvul.008G033500.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155232 transcript=Phvul.011G028900.1 locus=Phvul.011G028900 ID=Phvul.011G028900.1.v2.1 annot-version=v2.1)
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-HC-class E3 ligaseRING-HC-class E3 ligase (original description: pacid=37160948 transcript=Phvul.008G036100.2 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-HC-class E3 ligaseRING-HC-class E3 ligase (original description: pacid=37160948 transcript=Phvul.008G036100.2 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.hexose transporter (SGB/GlcT)hexose transporter (SGB/GlcT) (original description: pacid=37162603 transcript=Phvul.004G061900.1 locus=Phvul.004G061900 ID=Phvul.004G061900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37173754 transcript=Phvul.006G048000.1 locus=Phvul.006G048000 ID=Phvul.006G048000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (ERN1)transcription factor (ERN1) (original description: pacid=37171836 transcript=Phvul.006G173500.1 locus=Phvul.006G173500 ID=Phvul.006G173500.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37177963 transcript=Phvul.002G183700.1 locus=Phvul.002G183700 ID=Phvul.002G183700.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37153363 transcript=Phvul.005G043000.2 locus=Phvul.005G043000 ID=Phvul.005G043000.2.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
not assigned.annotated (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
not assigned.annotated (original description: pacid=37155075 transcript=Phvul.011G069000.1 locus=Phvul.011G069000 ID=Phvul.011G069000.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g02420 OS=Arabidopsis thaliana (sp|q9fz19|ppr5_arath : 632.0)
Protein homeostasis.protein quality control.smallHsp holdase chaperone activities.class-C-I proteinclass-C-I small heat-shock-responsive protein (original description: pacid=37177788 transcript=Phvul.002G231800.1 locus=Phvul.002G231800 ID=Phvul.002G231800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.3 acyltransferaseEnzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 24.7) (original description: pacid=37171282 transcript=Phvul.L001687.1 locus=Phvul.L001687 ID=Phvul.L001687.1.v2.1 annot-version=v2.1) &

Page 3029 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

not assigned.not annotated no hits & (original description: pacid=37154896 transcript=Phvul.011G102400.1 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.3 acyltransferaseSpermidine hydroxycinnamoyl transferase OS=Arabidopsis thaliana (sp|o64470|sht_arath : 311.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.0) (original description: pacid=37174189 transcript=Phvul.006G037000.1 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylaseno description available(sp|a0a072ur65|cht5b_medtr : 395.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 132.1) (original description: pacid=37146097 transcript=Phvul.003G158800.1 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.rRNA biosynthesis.post-transcriptional rRNA modification.methylation.C/D small nucleolar ribonucleoprotein (snoRNP) rRNA methylation complex.methyltransferase component Nop1/fibrillarinmethyltransferase component Nop1/fibrillarin of snoRNP rRNA methylation complex (original description: pacid=37170855 transcript=Phvul.001G057200.1 locus=Phvul.001G057200 ID=Phvul.001G057200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162384 transcript=Phvul.004G057900.1 locus=Phvul.004G057900 ID=Phvul.004G057900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79490, mitochondrial OS=Arabidopsis thaliana (sp|q9sak0|pp132_arath : 1241.0)
RNA biosynthesis.transcriptional regulation.AP2/ERF  transcription factor superfamily.transcription factor (ERF)transcription factor (ERF) (original description: pacid=37164213 transcript=Phvul.007G027000.1 locus=Phvul.007G027000 ID=Phvul.007G027000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.phospholipase activities.phospholipase A2 activities.phospholipase A2 (pPLA2-II)phospholipase A2 (pPLA2-II) (original description: pacid=37149281 transcript=Phvul.009G063500.2 locus=Phvul.009G063500 ID=Phvul.009G063500.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MOP superfamily.MATE family.metabolite transporter (DTX)metabolite transporter (DTX) (original description: pacid=37157842 transcript=Phvul.008G060700.1 locus=Phvul.008G060700 ID=Phvul.008G060700.1.v2.1 annot-version=v2.1) &
Cell cycle organisation.cell cycle control.cyclin-dependent regulation.cyclin activities.cyclin (CYCD)cyclin (CYCD) (original description: pacid=37157024 transcript=Phvul.011G110000.1 locus=Phvul.011G110000 ID=Phvul.011G110000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.anion transporter (NRT1/PTR)anion transporter (NRT1/PTR) (original description: pacid=37143370 transcript=Phvul.010G003800.1 locus=Phvul.010G003800 ID=Phvul.010G003800.1.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.phospholipase activities.phospholipase A2 activities.phospholipase A2 (pPLA2-II)phospholipase A2 (pPLA2-II) (original description: pacid=37149281 transcript=Phvul.009G063500.2 locus=Phvul.009G063500 ID=Phvul.009G063500.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)
Protein biosynthesis.organelle machinery.translation initiation.initiation factor (IF-2)IF-2 translation initiation factor (original description: pacid=37154471 transcript=Phvul.005G054600.1 locus=Phvul.005G054600 ID=Phvul.005G054600.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.Kinesin microtubule-based motor protein activities.motor protein (Kinesin-4)motor protein (Kinesin-4) (original description: pacid=37168025 transcript=Phvul.001G024200.1 locus=Phvul.001G024200 ID=Phvul.001G024200.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37171812 transcript=Phvul.006G098000.1 locus=Phvul.006G098000 ID=Phvul.006G098000.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37171812 transcript=Phvul.006G098000.1 locus=Phvul.006G098000 ID=Phvul.006G098000.1.v2.1 annot-version=v2.1)
RNA processing.organelle machinery.RNA editing.RNA editing factor (ORRM-type)RNA editing factor (ORRM) (original description: pacid=37160922 transcript=Phvul.008G033500.1 locus=Phvul.008G033500 ID=Phvul.008G033500.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155232 transcript=Phvul.011G028900.1 locus=Phvul.011G028900 ID=Phvul.011G028900.1.v2.1 annot-version=v2.1)
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-HC-class E3 ligaseRING-HC-class E3 ligase (original description: pacid=37160948 transcript=Phvul.008G036100.2 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.RING-domain E3 ligase activities.RING-HC-class E3 ligaseRING-HC-class E3 ligase (original description: pacid=37160948 transcript=Phvul.008G036100.2 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.hexose transporter (SGB/GlcT)hexose transporter (SGB/GlcT) (original description: pacid=37162603 transcript=Phvul.004G061900.1 locus=Phvul.004G061900 ID=Phvul.004G061900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37173754 transcript=Phvul.006G048000.1 locus=Phvul.006G048000 ID=Phvul.006G048000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
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 (original description: pacid=37161909 transcript=Phvul.004G064100.1 locus=Phvul.004G064100 ID=Phvul.004G064100.1.v2.1 annot-version=v2.1) & Ribonuclease 2 OS=Arabidopsis thaliana (sp|p42814|rns2_arath : 111.0)
 no hits & (original description: pacid=37150946 transcript=Phvul.009G096000.1 locus=Phvul.009G096000 ID=Phvul.009G096000.1.v2.1 annot-version=v2.1)
KDO-8-phosphate synthase (original description: pacid=37161420 transcript=Phvul.008G049000.1 locus=Phvul.008G049000 ID=Phvul.008G049000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161909 transcript=Phvul.004G064100.1 locus=Phvul.004G064100 ID=Phvul.004G064100.1.v2.1 annot-version=v2.1) & Ribonuclease 2 OS=Arabidopsis thaliana (sp|p42814|rns2_arath : 111.0)
 no hits & (original description: pacid=37150946 transcript=Phvul.009G096000.1 locus=Phvul.009G096000 ID=Phvul.009G096000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37161909 transcript=Phvul.004G064100.1 locus=Phvul.004G064100 ID=Phvul.004G064100.1.v2.1 annot-version=v2.1) & Ribonuclease 2 OS=Arabidopsis thaliana (sp|p42814|rns2_arath : 111.0)
 no hits & (original description: pacid=37150946 transcript=Phvul.009G096000.1 locus=Phvul.009G096000 ID=Phvul.009G096000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37148987 transcript=Phvul.009G196100.1 locus=Phvul.009G196100 ID=Phvul.009G196100.1.v2.1 annot-version=v2.1)
 (original description: pacid=37159372 transcript=Phvul.008G199900.1 locus=Phvul.008G199900 ID=Phvul.008G199900.1.v2.1 annot-version=v2.1) & Probable magnesium transporter NIPA3 OS=Arabidopsis thaliana (sp|q9lnk7|nipa3_arath : 384.0)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
 (original description: pacid=37163516 transcript=Phvul.004G038100.1 locus=Phvul.004G038100 ID=Phvul.004G038100.1.v2.1 annot-version=v2.1) & O-fucosyltransferase 30 OS=Arabidopsis thaliana (sp|q1jpm5|oft30_arath : 545.0)
transcription factor (ARF) (original description: pacid=37155087 transcript=Phvul.011G073600.2 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37155087 transcript=Phvul.011G073600.2 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
 (original description: pacid=37162066 transcript=Phvul.004G160700.1 locus=Phvul.004G160700 ID=Phvul.004G160700.1.v2.1 annot-version=v2.1) & Nudix hydrolase 20, chloroplastic OS=Arabidopsis thaliana (sp|q8vxz0|nud20_arath : 429.0)
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37155634 transcript=Phvul.011G152300.3 locus=Phvul.011G152300 ID=Phvul.011G152300.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147055 transcript=Phvul.003G229300.2 locus=Phvul.003G229300 ID=Phvul.003G229300.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37147055 transcript=Phvul.003G229300.2 locus=Phvul.003G229300 ID=Phvul.003G229300.2.v2.1 annot-version=v2.1)
arogenate dehydrogenase (ADH) (original description: pacid=37145367 transcript=Phvul.003G178200.1 locus=Phvul.003G178200 ID=Phvul.003G178200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37148987 transcript=Phvul.009G196100.1 locus=Phvul.009G196100 ID=Phvul.009G196100.1.v2.1 annot-version=v2.1)
 (original description: pacid=37159372 transcript=Phvul.008G199900.1 locus=Phvul.008G199900 ID=Phvul.008G199900.1.v2.1 annot-version=v2.1) & Probable magnesium transporter NIPA3 OS=Arabidopsis thaliana (sp|q9lnk7|nipa3_arath : 384.0)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37162066 transcript=Phvul.004G160700.1 locus=Phvul.004G160700 ID=Phvul.004G160700.1.v2.1 annot-version=v2.1) & Nudix hydrolase 20, chloroplastic OS=Arabidopsis thaliana (sp|q8vxz0|nud20_arath : 429.0)
 no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
 (original description: pacid=37163516 transcript=Phvul.004G038100.1 locus=Phvul.004G038100 ID=Phvul.004G038100.1.v2.1 annot-version=v2.1) & O-fucosyltransferase 30 OS=Arabidopsis thaliana (sp|q1jpm5|oft30_arath : 545.0)
transcription factor (ARF) (original description: pacid=37155087 transcript=Phvul.011G073600.2 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1) &
transcription factor (ARF) (original description: pacid=37155087 transcript=Phvul.011G073600.2 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37148987 transcript=Phvul.009G196100.1 locus=Phvul.009G196100 ID=Phvul.009G196100.1.v2.1 annot-version=v2.1)
 (original description: pacid=37159372 transcript=Phvul.008G199900.1 locus=Phvul.008G199900 ID=Phvul.008G199900.1.v2.1 annot-version=v2.1) & Probable magnesium transporter NIPA3 OS=Arabidopsis thaliana (sp|q9lnk7|nipa3_arath : 384.0)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37162066 transcript=Phvul.004G160700.1 locus=Phvul.004G160700 ID=Phvul.004G160700.1.v2.1 annot-version=v2.1) & Nudix hydrolase 20, chloroplastic OS=Arabidopsis thaliana (sp|q8vxz0|nud20_arath : 429.0)
 no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157501 transcript=Phvul.L001604.5 locus=Phvul.L001604 ID=Phvul.L001604.5.v2.1 annot-version=v2.1)
 (original description: pacid=37163516 transcript=Phvul.004G038100.1 locus=Phvul.004G038100 ID=Phvul.004G038100.1.v2.1 annot-version=v2.1) & O-fucosyltransferase 30 OS=Arabidopsis thaliana (sp|q1jpm5|oft30_arath : 545.0)
transcription factor (ARF) (original description: pacid=37155087 transcript=Phvul.011G073600.2 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1) &
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transcription factor (ARF) (original description: pacid=37155087 transcript=Phvul.011G073600.2 locus=Phvul.011G073600 ID=Phvul.011G073600.2.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37174808 transcript=Phvul.002G041900.1 locus=Phvul.002G041900 ID=Phvul.002G041900.1.v2.1 annot-version=v2.1) & Protein CDI OS=Arabidopsis thaliana (sp|q9xip8|cdi_arath : 441.0)
assembly factor (eIF1A) of eIF1 (original description: pacid=37144013 transcript=Phvul.010G108300.1 locus=Phvul.010G108300 ID=Phvul.010G108300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
class-C-I small heat-shock-responsive protein (original description: pacid=37177788 transcript=Phvul.002G231800.1 locus=Phvul.002G231800 ID=Phvul.002G231800.1.v2.1 annot-version=v2.1) &
SUMO E3 ligase (SIZ1) (original description: pacid=37153775 transcript=Phvul.005G137000.6 locus=Phvul.005G137000 ID=Phvul.005G137000.6.v2.1 annot-version=v2.1) &
SUMO E3 ligase (SIZ1) (original description: pacid=37153775 transcript=Phvul.005G137000.6 locus=Phvul.005G137000 ID=Phvul.005G137000.6.v2.1 annot-version=v2.1) &
SUMO E3 ligase (SIZ1) (original description: pacid=37153775 transcript=Phvul.005G137000.6 locus=Phvul.005G137000 ID=Phvul.005G137000.6.v2.1 annot-version=v2.1) &
SUMO E3 ligase (SIZ1) (original description: pacid=37153775 transcript=Phvul.005G137000.6 locus=Phvul.005G137000 ID=Phvul.005G137000.6.v2.1 annot-version=v2.1) &
CPL phosphatase (original description: pacid=37178354 transcript=Phvul.002G226900.1 locus=Phvul.002G226900 ID=Phvul.002G226900.1.v2.1 annot-version=v2.1) &
SUMO E3 ligase (SIZ1) (original description: pacid=37153775 transcript=Phvul.005G137000.6 locus=Phvul.005G137000 ID=Phvul.005G137000.6.v2.1 annot-version=v2.1) &
SUMO E3 ligase (SIZ1) (original description: pacid=37153775 transcript=Phvul.005G137000.6 locus=Phvul.005G137000 ID=Phvul.005G137000.6.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164826 transcript=Phvul.007G222000.1 locus=Phvul.007G222000 ID=Phvul.007G222000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165981 transcript=Phvul.007G029200.1 locus=Phvul.007G029200 ID=Phvul.007G029200.1.v2.1 annot-version=v2.1)
 (original description: pacid=37146336 transcript=Phvul.003G058400.1 locus=Phvul.003G058400 ID=Phvul.003G058400.1.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 37 OS=Arabidopsis thaliana (sp|o22960|tbl37_arath : 515.0)
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37163186 transcript=Phvul.004G028100.1 locus=Phvul.004G028100 ID=Phvul.004G028100.1.v2.1 annot-version=v2.1) & DExH-box ATP-dependent RNA helicase DExH18, mitochondrial OS=Arabidopsis thaliana (sp|f4kfv7|suv3l_arath : 1000.0)
 no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
component RPL27 of LSU proteome component (original description: pacid=37177303 transcript=Phvul.002G190100.1 locus=Phvul.002G190100 ID=Phvul.002G190100.1.v2.1 annot-version=v2.1) &
Laccase-15 OS=Arabidopsis thaliana (sp|q84j37|lac15_arath : 554.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 222.3) (original description: pacid=37161921 transcript=Phvul.004G087000.1 locus=Phvul.004G087000 ID=Phvul.004G087000.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37170711 transcript=Phvul.001G036500.1 locus=Phvul.001G036500 ID=Phvul.001G036500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153077 transcript=Phvul.005G102100.2 locus=Phvul.005G102100 ID=Phvul.005G102100.2.v2.1 annot-version=v2.1) & no description available(sp|q5pp23|fly1_arath : 853.0)
 (original description: pacid=37153077 transcript=Phvul.005G102100.2 locus=Phvul.005G102100 ID=Phvul.005G102100.2.v2.1 annot-version=v2.1) & no description available(sp|q5pp23|fly1_arath : 853.0)
solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37174808 transcript=Phvul.002G041900.1 locus=Phvul.002G041900 ID=Phvul.002G041900.1.v2.1 annot-version=v2.1) & Protein CDI OS=Arabidopsis thaliana (sp|q9xip8|cdi_arath : 441.0)
 no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
assembly factor (eIF1A) of eIF1 (original description: pacid=37144013 transcript=Phvul.010G108300.1 locus=Phvul.010G108300 ID=Phvul.010G108300.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
C2H2 zinc finger transcription factor (original description: pacid=37170711 transcript=Phvul.001G036500.1 locus=Phvul.001G036500 ID=Phvul.001G036500.1.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
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solute transporter (MTCC) (original description: pacid=37178109 transcript=Phvul.002G289600.3 locus=Phvul.002G289600 ID=Phvul.002G289600.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37174808 transcript=Phvul.002G041900.1 locus=Phvul.002G041900 ID=Phvul.002G041900.1.v2.1 annot-version=v2.1) & Protein CDI OS=Arabidopsis thaliana (sp|q9xip8|cdi_arath : 441.0)
 no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
assembly factor (eIF1A) of eIF1 (original description: pacid=37144013 transcript=Phvul.010G108300.1 locus=Phvul.010G108300 ID=Phvul.010G108300.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
C2H2 zinc finger transcription factor (original description: pacid=37170711 transcript=Phvul.001G036500.1 locus=Phvul.001G036500 ID=Phvul.001G036500.1.v2.1 annot-version=v2.1) &
TED-type cellulose synthase CSC-interactive protein (original description: pacid=37171276 transcript=Phvul.001G052300.1 locus=Phvul.001G052300 ID=Phvul.001G052300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142568 transcript=Phvul.010G110700.2 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142568 transcript=Phvul.010G110700.2 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1)
deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
TED-type cellulose synthase CSC-interactive protein (original description: pacid=37167914 transcript=Phvul.001G073300.1 locus=Phvul.001G073300 ID=Phvul.001G073300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)
 no hits & (original description: pacid=37143128 transcript=Phvul.010G152600.2 locus=Phvul.010G152600 ID=Phvul.010G152600.2.v2.1 annot-version=v2.1)
 (original description: pacid=37172660 transcript=Phvul.006G021500.1 locus=Phvul.006G021500 ID=Phvul.006G021500.1.v2.1 annot-version=v2.1) & Protein SIEVE ELEMENT OCCLUSION B OS=Arabidopsis thaliana (sp|q9ss87|seob_arath : 193.0)
 no hits & (original description: pacid=37150183 transcript=Phvul.009G177300.1 locus=Phvul.009G177300 ID=Phvul.009G177300.1.v2.1 annot-version=v2.1)
subfamily ABCB transporter (original description: pacid=37164519 transcript=Phvul.007G147400.1 locus=Phvul.007G147400 ID=Phvul.007G147400.1.v2.1 annot-version=v2.1) &
co-chaperone (Hsp40) (original description: pacid=37145763 transcript=Phvul.003G178100.1 locus=Phvul.003G178100 ID=Phvul.003G178100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154896 transcript=Phvul.011G102400.1 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1)
transcription factor (MYB) (original description: pacid=37169002 transcript=Phvul.001G106800.2 locus=Phvul.001G106800 ID=Phvul.001G106800.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37165440 transcript=Phvul.007G261100.2 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165440 transcript=Phvul.007G261100.2 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1)
component VPS36 of ESCRT-II complex (original description: pacid=37155231 transcript=Phvul.011G187600.1 locus=Phvul.011G187600 ID=Phvul.011G187600.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37176369 transcript=Phvul.002G044500.1 locus=Phvul.002G044500 ID=Phvul.002G044500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g14820 OS=Arabidopsis thaliana (sp|o23337|pp311_arath : 842.0)
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 747.9) & Reticuline oxidase OS=Papaver somniferum (sp|p93479|reto_papso : 452.0) (original description: pacid=37165503 transcript=Phvul.007G113300.1 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)
hexokinase (original description: pacid=37142381 transcript=Phvul.010G144900.1 locus=Phvul.010G144900 ID=Phvul.010G144900.1.v2.1 annot-version=v2.1) &
transcription factor (MYB) (original description: pacid=37177338 transcript=Phvul.002G083800.1 locus=Phvul.002G083800 ID=Phvul.002G083800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170216 transcript=Phvul.001G067500.3 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170216 transcript=Phvul.001G067500.3 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170216 transcript=Phvul.001G067500.3 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171775 transcript=Phvul.006G045600.1 locus=Phvul.006G045600 ID=Phvul.006G045600.1.v2.1 annot-version=v2.1)
 (original description: pacid=37143985 transcript=Phvul.010G156000.1 locus=Phvul.010G156000 ID=Phvul.010G156000.1.v2.1 annot-version=v2.1) & Protein LURP-one-related 12 OS=Arabidopsis thaliana (sp|q9lvz8|lor12_arath : 212.0)
monosaccharide transporter (STP) (original description: pacid=37167067 transcript=Phvul.007G055500.1 locus=Phvul.007G055500 ID=Phvul.007G055500.1.v2.1 annot-version=v2.1) &
monosaccharide transporter (STP) (original description: pacid=37167067 transcript=Phvul.007G055500.1 locus=Phvul.007G055500 ID=Phvul.007G055500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
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monosaccharide transporter (STP) (original description: pacid=37166808 transcript=Phvul.007G055200.1 locus=Phvul.007G055200 ID=Phvul.007G055200.1.v2.1 annot-version=v2.1) &
monosaccharide transporter (STP) (original description: pacid=37166808 transcript=Phvul.007G055200.1 locus=Phvul.007G055200 ID=Phvul.007G055200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
catalytic component PP4c of PP4 phosphatase complex (original description: pacid=37160063 transcript=Phvul.008G273100.1 locus=Phvul.008G273100 ID=Phvul.008G273100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
 (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
 (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
component MAC3 of non-snRNP MOS4-associated complex (original description: pacid=37164150 transcript=Phvul.007G270500.1 locus=Phvul.007G270500 ID=Phvul.007G270500.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37162662 transcript=Phvul.004G125900.1 locus=Phvul.004G125900 ID=Phvul.004G125900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37152789 transcript=Phvul.005G027200.1 locus=Phvul.005G027200 ID=Phvul.005G027200.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 363.0)
 no hits & (original description: pacid=37142568 transcript=Phvul.010G110700.2 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142568 transcript=Phvul.010G110700.2 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1)
TED-type cellulose synthase CSC-interactive protein (original description: pacid=37171276 transcript=Phvul.001G052300.1 locus=Phvul.001G052300 ID=Phvul.001G052300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)
deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
TED-type cellulose synthase CSC-interactive protein (original description: pacid=37167914 transcript=Phvul.001G073300.1 locus=Phvul.001G073300 ID=Phvul.001G073300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37143128 transcript=Phvul.010G152600.2 locus=Phvul.010G152600 ID=Phvul.010G152600.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154896 transcript=Phvul.011G102400.1 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
 (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
proton:potassium cation antiporter (KEA) (original description: pacid=37162662 transcript=Phvul.004G125900.1 locus=Phvul.004G125900 ID=Phvul.004G125900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176369 transcript=Phvul.002G044500.1 locus=Phvul.002G044500 ID=Phvul.002G044500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g14820 OS=Arabidopsis thaliana (sp|o23337|pp311_arath : 842.0)
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 747.9) & Reticuline oxidase OS=Papaver somniferum (sp|p93479|reto_papso : 452.0) (original description: pacid=37165503 transcript=Phvul.007G113300.1 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172660 transcript=Phvul.006G021500.1 locus=Phvul.006G021500 ID=Phvul.006G021500.1.v2.1 annot-version=v2.1) & Protein SIEVE ELEMENT OCCLUSION B OS=Arabidopsis thaliana (sp|q9ss87|seob_arath : 193.0)
 no hits & (original description: pacid=37150183 transcript=Phvul.009G177300.1 locus=Phvul.009G177300 ID=Phvul.009G177300.1.v2.1 annot-version=v2.1)
subfamily ABCB transporter (original description: pacid=37164519 transcript=Phvul.007G147400.1 locus=Phvul.007G147400 ID=Phvul.007G147400.1.v2.1 annot-version=v2.1) &
co-chaperone (Hsp40) (original description: pacid=37145763 transcript=Phvul.003G178100.1 locus=Phvul.003G178100 ID=Phvul.003G178100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
transcription factor (MYB) (original description: pacid=37169002 transcript=Phvul.001G106800.2 locus=Phvul.001G106800 ID=Phvul.001G106800.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37165440 transcript=Phvul.007G261100.2 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165440 transcript=Phvul.007G261100.2 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1)
component VPS36 of ESCRT-II complex (original description: pacid=37155231 transcript=Phvul.011G187600.1 locus=Phvul.011G187600 ID=Phvul.011G187600.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
catalytic component PP4c of PP4 phosphatase complex (original description: pacid=37160063 transcript=Phvul.008G273100.1 locus=Phvul.008G273100 ID=Phvul.008G273100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37152330 transcript=Phvul.005G065300.1 locus=Phvul.005G065300 ID=Phvul.005G065300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)
 no hits & (original description: pacid=37171775 transcript=Phvul.006G045600.1 locus=Phvul.006G045600 ID=Phvul.006G045600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157005 transcript=Phvul.011G111800.1 locus=Phvul.011G111800 ID=Phvul.011G111800.1.v2.1 annot-version=v2.1)
hexokinase (original description: pacid=37142381 transcript=Phvul.010G144900.1 locus=Phvul.010G144900 ID=Phvul.010G144900.1.v2.1 annot-version=v2.1) &
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transcription factor (MYB) (original description: pacid=37177338 transcript=Phvul.002G083800.1 locus=Phvul.002G083800 ID=Phvul.002G083800.1.v2.1 annot-version=v2.1) &
component MAC3 of non-snRNP MOS4-associated complex (original description: pacid=37164150 transcript=Phvul.007G270500.1 locus=Phvul.007G270500 ID=Phvul.007G270500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170216 transcript=Phvul.001G067500.3 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142568 transcript=Phvul.010G110700.2 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142568 transcript=Phvul.010G110700.2 locus=Phvul.010G110700 ID=Phvul.010G110700.2.v2.1 annot-version=v2.1)
TED-type cellulose synthase CSC-interactive protein (original description: pacid=37171276 transcript=Phvul.001G052300.1 locus=Phvul.001G052300 ID=Phvul.001G052300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)
deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
deubiquitinase (UBP26) (original description: pacid=37150180 transcript=Phvul.009G100000.5 locus=Phvul.009G100000 ID=Phvul.009G100000.5.v2.1 annot-version=v2.1) &
TED-type cellulose synthase CSC-interactive protein (original description: pacid=37167914 transcript=Phvul.001G073300.1 locus=Phvul.001G073300 ID=Phvul.001G073300.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37143128 transcript=Phvul.010G152600.2 locus=Phvul.010G152600 ID=Phvul.010G152600.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154896 transcript=Phvul.011G102400.1 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
 (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
proton:potassium cation antiporter (KEA) (original description: pacid=37162662 transcript=Phvul.004G125900.1 locus=Phvul.004G125900 ID=Phvul.004G125900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176369 transcript=Phvul.002G044500.1 locus=Phvul.002G044500 ID=Phvul.002G044500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g14820 OS=Arabidopsis thaliana (sp|o23337|pp311_arath : 842.0)
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 747.9) & Reticuline oxidase OS=Papaver somniferum (sp|p93479|reto_papso : 452.0) (original description: pacid=37165503 transcript=Phvul.007G113300.1 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172660 transcript=Phvul.006G021500.1 locus=Phvul.006G021500 ID=Phvul.006G021500.1.v2.1 annot-version=v2.1) & Protein SIEVE ELEMENT OCCLUSION B OS=Arabidopsis thaliana (sp|q9ss87|seob_arath : 193.0)
 no hits & (original description: pacid=37150183 transcript=Phvul.009G177300.1 locus=Phvul.009G177300 ID=Phvul.009G177300.1.v2.1 annot-version=v2.1)
subfamily ABCB transporter (original description: pacid=37164519 transcript=Phvul.007G147400.1 locus=Phvul.007G147400 ID=Phvul.007G147400.1.v2.1 annot-version=v2.1) &
co-chaperone (Hsp40) (original description: pacid=37145763 transcript=Phvul.003G178100.1 locus=Phvul.003G178100 ID=Phvul.003G178100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
transcription factor (MYB) (original description: pacid=37169002 transcript=Phvul.001G106800.2 locus=Phvul.001G106800 ID=Phvul.001G106800.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37165440 transcript=Phvul.007G261100.2 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37165440 transcript=Phvul.007G261100.2 locus=Phvul.007G261100 ID=Phvul.007G261100.2.v2.1 annot-version=v2.1)
component VPS36 of ESCRT-II complex (original description: pacid=37155231 transcript=Phvul.011G187600.1 locus=Phvul.011G187600 ID=Phvul.011G187600.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154072 transcript=Phvul.005G154600.3 locus=Phvul.005G154600 ID=Phvul.005G154600.3.v2.1 annot-version=v2.1)
catalytic component PP4c of PP4 phosphatase complex (original description: pacid=37160063 transcript=Phvul.008G273100.1 locus=Phvul.008G273100 ID=Phvul.008G273100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37152330 transcript=Phvul.005G065300.1 locus=Phvul.005G065300 ID=Phvul.005G065300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)
 no hits & (original description: pacid=37171775 transcript=Phvul.006G045600.1 locus=Phvul.006G045600 ID=Phvul.006G045600.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37159849 transcript=Phvul.008G216700.1 locus=Phvul.008G216700 ID=Phvul.008G216700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157005 transcript=Phvul.011G111800.1 locus=Phvul.011G111800 ID=Phvul.011G111800.1.v2.1 annot-version=v2.1)
hexokinase (original description: pacid=37142381 transcript=Phvul.010G144900.1 locus=Phvul.010G144900 ID=Phvul.010G144900.1.v2.1 annot-version=v2.1) &
transcription factor (MYB) (original description: pacid=37177338 transcript=Phvul.002G083800.1 locus=Phvul.002G083800 ID=Phvul.002G083800.1.v2.1 annot-version=v2.1) &
component MAC3 of non-snRNP MOS4-associated complex (original description: pacid=37164150 transcript=Phvul.007G270500.1 locus=Phvul.007G270500 ID=Phvul.007G270500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170216 transcript=Phvul.001G067500.3 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170216 transcript=Phvul.001G067500.3 locus=Phvul.001G067500 ID=Phvul.001G067500.3.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
 (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
 no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
no description available(sp|a0a072ur65|cht5b_medtr : 395.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 132.1) (original description: pacid=37146097 transcript=Phvul.003G158800.1 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1) &
transcription factor (ERN1) (original description: pacid=37171836 transcript=Phvul.006G173500.1 locus=Phvul.006G173500 ID=Phvul.006G173500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37177963 transcript=Phvul.002G183700.1 locus=Phvul.002G183700 ID=Phvul.002G183700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154896 transcript=Phvul.011G102400.1 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1)
transcription factor (ERF) (original description: pacid=37164213 transcript=Phvul.007G027000.1 locus=Phvul.007G027000 ID=Phvul.007G027000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37153363 transcript=Phvul.005G043000.2 locus=Phvul.005G043000 ID=Phvul.005G043000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37172393 transcript=Phvul.006G148800.1 locus=Phvul.006G148800 ID=Phvul.006G148800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37155075 transcript=Phvul.011G069000.1 locus=Phvul.011G069000 ID=Phvul.011G069000.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g02420 OS=Arabidopsis thaliana (sp|q9fz19|ppr5_arath : 632.0)
 (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)
IF-2 translation initiation factor (original description: pacid=37154471 transcript=Phvul.005G054600.1 locus=Phvul.005G054600 ID=Phvul.005G054600.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37168025 transcript=Phvul.001G024200.1 locus=Phvul.001G024200 ID=Phvul.001G024200.1.v2.1 annot-version=v2.1) &
metabolite transporter (DTX) (original description: pacid=37157842 transcript=Phvul.008G060700.1 locus=Phvul.008G060700 ID=Phvul.008G060700.1.v2.1 annot-version=v2.1) &
protein kinase (MAPKK) (original description: pacid=37161740 transcript=Phvul.004G147900.1 locus=Phvul.004G147900 ID=Phvul.004G147900.1.v2.1 annot-version=v2.1) &
methyltransferase component Nop1/fibrillarin of snoRNP rRNA methylation complex (original description: pacid=37170855 transcript=Phvul.001G057200.1 locus=Phvul.001G057200 ID=Phvul.001G057200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37150174 transcript=Phvul.009G046200.1 locus=Phvul.009G046200 ID=Phvul.009G046200.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein-interacting protein 12 OS=Arabidopsis thaliana (sp|q9s7n9|cid12_arath : 405.0)
 no hits & (original description: pacid=37157319 transcript=Phvul.011G133400.1 locus=Phvul.011G133400 ID=Phvul.011G133400.1.v2.1 annot-version=v2.1)
RING-H2-class E3 ligase (original description: pacid=37158322 transcript=Phvul.008G111100.1 locus=Phvul.008G111100 ID=Phvul.008G111100.1.v2.1 annot-version=v2.1) &
RING-H2-class E3 ligase (original description: pacid=37173182 transcript=Phvul.006G070000.2 locus=Phvul.006G070000 ID=Phvul.006G070000.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 24.7) (original description: pacid=37171282 transcript=Phvul.L001687.1 locus=Phvul.L001687 ID=Phvul.L001687.1.v2.1 annot-version=v2.1) &
RNA editing factor (ORRM) (original description: pacid=37160922 transcript=Phvul.008G033500.1 locus=Phvul.008G033500 ID=Phvul.008G033500.1.v2.1 annot-version=v2.1) &
RING-HC-class E3 ligase (original description: pacid=37160948 transcript=Phvul.008G036100.2 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37151221 transcript=Phvul.009G198900.1 locus=Phvul.009G198900 ID=Phvul.009G198900.1.v2.1 annot-version=v2.1) & Protein arginine N-methyltransferase PRMT10 OS=Arabidopsis thaliana (sp|q9mat5|anm10_arath : 573.0)
RING-HC-class E3 ligase (original description: pacid=37160948 transcript=Phvul.008G036100.2 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1) &
Spermidine hydroxycinnamoyl transferase OS=Arabidopsis thaliana (sp|o64470|sht_arath : 311.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.0) (original description: pacid=37174189 transcript=Phvul.006G037000.1 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1) &
LPA1 protein involved in PS-II assembly (original description: pacid=37169924 transcript=Phvul.001G205600.1 locus=Phvul.001G205600 ID=Phvul.001G205600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156262 transcript=Phvul.011G159400.1 locus=Phvul.011G159400 ID=Phvul.011G159400.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2C OS=Arabidopsis thaliana (sp|q9lka4|uba2c_arath : 315.0)
hexose transporter (SGB/GlcT) (original description: pacid=37162603 transcript=Phvul.004G061900.1 locus=Phvul.004G061900 ID=Phvul.004G061900.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37173754 transcript=Phvul.006G048000.1 locus=Phvul.006G048000 ID=Phvul.006G048000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37150915 transcript=Phvul.009G007900.1 locus=Phvul.009G007900 ID=Phvul.009G007900.1.v2.1 annot-version=v2.1)
transcription factor (TCP) (original description: pacid=37152688 transcript=Phvul.005G067950.1 locus=Phvul.005G067950 ID=Phvul.005G067950.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
transcription factor (ERN1) (original description: pacid=37171836 transcript=Phvul.006G173500.1 locus=Phvul.006G173500 ID=Phvul.006G173500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37177963 transcript=Phvul.002G183700.1 locus=Phvul.002G183700 ID=Phvul.002G183700.1.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37153363 transcript=Phvul.005G043000.2 locus=Phvul.005G043000 ID=Phvul.005G043000.2.v2.1 annot-version=v2.1)
 (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
 (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
 (original description: pacid=37155075 transcript=Phvul.011G069000.1 locus=Phvul.011G069000 ID=Phvul.011G069000.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g02420 OS=Arabidopsis thaliana (sp|q9fz19|ppr5_arath : 632.0)
class-C-I small heat-shock-responsive protein (original description: pacid=37177788 transcript=Phvul.002G231800.1 locus=Phvul.002G231800 ID=Phvul.002G231800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 24.7) (original description: pacid=37171282 transcript=Phvul.L001687.1 locus=Phvul.L001687 ID=Phvul.L001687.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37154896 transcript=Phvul.011G102400.1 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1)
Spermidine hydroxycinnamoyl transferase OS=Arabidopsis thaliana (sp|o64470|sht_arath : 311.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.0) (original description: pacid=37174189 transcript=Phvul.006G037000.1 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
no description available(sp|a0a072ur65|cht5b_medtr : 395.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 132.1) (original description: pacid=37146097 transcript=Phvul.003G158800.1 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1) &
methyltransferase component Nop1/fibrillarin of snoRNP rRNA methylation complex (original description: pacid=37170855 transcript=Phvul.001G057200.1 locus=Phvul.001G057200 ID=Phvul.001G057200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162384 transcript=Phvul.004G057900.1 locus=Phvul.004G057900 ID=Phvul.004G057900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79490, mitochondrial OS=Arabidopsis thaliana (sp|q9sak0|pp132_arath : 1241.0)
transcription factor (ERF) (original description: pacid=37164213 transcript=Phvul.007G027000.1 locus=Phvul.007G027000 ID=Phvul.007G027000.1.v2.1 annot-version=v2.1) &
phospholipase A2 (pPLA2-II) (original description: pacid=37149281 transcript=Phvul.009G063500.2 locus=Phvul.009G063500 ID=Phvul.009G063500.2.v2.1 annot-version=v2.1) &
metabolite transporter (DTX) (original description: pacid=37157842 transcript=Phvul.008G060700.1 locus=Phvul.008G060700 ID=Phvul.008G060700.1.v2.1 annot-version=v2.1) &
cyclin (CYCD) (original description: pacid=37157024 transcript=Phvul.011G110000.1 locus=Phvul.011G110000 ID=Phvul.011G110000.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37143370 transcript=Phvul.010G003800.1 locus=Phvul.010G003800 ID=Phvul.010G003800.1.v2.1 annot-version=v2.1) &
phospholipase A2 (pPLA2-II) (original description: pacid=37149281 transcript=Phvul.009G063500.2 locus=Phvul.009G063500 ID=Phvul.009G063500.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)
IF-2 translation initiation factor (original description: pacid=37154471 transcript=Phvul.005G054600.1 locus=Phvul.005G054600 ID=Phvul.005G054600.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37168025 transcript=Phvul.001G024200.1 locus=Phvul.001G024200 ID=Phvul.001G024200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37171812 transcript=Phvul.006G098000.1 locus=Phvul.006G098000 ID=Phvul.006G098000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171812 transcript=Phvul.006G098000.1 locus=Phvul.006G098000 ID=Phvul.006G098000.1.v2.1 annot-version=v2.1)
RNA editing factor (ORRM) (original description: pacid=37160922 transcript=Phvul.008G033500.1 locus=Phvul.008G033500 ID=Phvul.008G033500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155232 transcript=Phvul.011G028900.1 locus=Phvul.011G028900 ID=Phvul.011G028900.1.v2.1 annot-version=v2.1)
RING-HC-class E3 ligase (original description: pacid=37160948 transcript=Phvul.008G036100.2 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1) &
RING-HC-class E3 ligase (original description: pacid=37160948 transcript=Phvul.008G036100.2 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1) &
hexose transporter (SGB/GlcT) (original description: pacid=37162603 transcript=Phvul.004G061900.1 locus=Phvul.004G061900 ID=Phvul.004G061900.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37173754 transcript=Phvul.006G048000.1 locus=Phvul.006G048000 ID=Phvul.006G048000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37154875 transcript=Phvul.011G133575.1 locus=Phvul.011G133575 ID=Phvul.011G133575.1.v2.1 annot-version=v2.1)
transcription factor (ERN1) (original description: pacid=37171836 transcript=Phvul.006G173500.1 locus=Phvul.006G173500 ID=Phvul.006G173500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37177963 transcript=Phvul.002G183700.1 locus=Phvul.002G183700 ID=Phvul.002G183700.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37153363 transcript=Phvul.005G043000.2 locus=Phvul.005G043000 ID=Phvul.005G043000.2.v2.1 annot-version=v2.1)
 (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
 (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
 (original description: pacid=37155075 transcript=Phvul.011G069000.1 locus=Phvul.011G069000 ID=Phvul.011G069000.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g02420 OS=Arabidopsis thaliana (sp|q9fz19|ppr5_arath : 632.0)
class-C-I small heat-shock-responsive protein (original description: pacid=37177788 transcript=Phvul.002G231800.1 locus=Phvul.002G231800 ID=Phvul.002G231800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 24.7) (original description: pacid=37171282 transcript=Phvul.L001687.1 locus=Phvul.L001687 ID=Phvul.L001687.1.v2.1 annot-version=v2.1) &
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Do not distribute

 no hits & (original description: pacid=37154896 transcript=Phvul.011G102400.1 locus=Phvul.011G102400 ID=Phvul.011G102400.1.v2.1 annot-version=v2.1)
Spermidine hydroxycinnamoyl transferase OS=Arabidopsis thaliana (sp|o64470|sht_arath : 311.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.0) (original description: pacid=37174189 transcript=Phvul.006G037000.1 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37151350 transcript=Phvul.009G104850.1 locus=Phvul.009G104850 ID=Phvul.009G104850.1.v2.1 annot-version=v2.1)
no description available(sp|a0a072ur65|cht5b_medtr : 395.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 132.1) (original description: pacid=37146097 transcript=Phvul.003G158800.1 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1) &
methyltransferase component Nop1/fibrillarin of snoRNP rRNA methylation complex (original description: pacid=37170855 transcript=Phvul.001G057200.1 locus=Phvul.001G057200 ID=Phvul.001G057200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162384 transcript=Phvul.004G057900.1 locus=Phvul.004G057900 ID=Phvul.004G057900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79490, mitochondrial OS=Arabidopsis thaliana (sp|q9sak0|pp132_arath : 1241.0)
transcription factor (ERF) (original description: pacid=37164213 transcript=Phvul.007G027000.1 locus=Phvul.007G027000 ID=Phvul.007G027000.1.v2.1 annot-version=v2.1) &
phospholipase A2 (pPLA2-II) (original description: pacid=37149281 transcript=Phvul.009G063500.2 locus=Phvul.009G063500 ID=Phvul.009G063500.2.v2.1 annot-version=v2.1) &
metabolite transporter (DTX) (original description: pacid=37157842 transcript=Phvul.008G060700.1 locus=Phvul.008G060700 ID=Phvul.008G060700.1.v2.1 annot-version=v2.1) &
cyclin (CYCD) (original description: pacid=37157024 transcript=Phvul.011G110000.1 locus=Phvul.011G110000 ID=Phvul.011G110000.1.v2.1 annot-version=v2.1) &
anion transporter (NRT1/PTR) (original description: pacid=37143370 transcript=Phvul.010G003800.1 locus=Phvul.010G003800 ID=Phvul.010G003800.1.v2.1 annot-version=v2.1) &
phospholipase A2 (pPLA2-II) (original description: pacid=37149281 transcript=Phvul.009G063500.2 locus=Phvul.009G063500 ID=Phvul.009G063500.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)
IF-2 translation initiation factor (original description: pacid=37154471 transcript=Phvul.005G054600.1 locus=Phvul.005G054600 ID=Phvul.005G054600.1.v2.1 annot-version=v2.1) &
motor protein (Kinesin-4) (original description: pacid=37168025 transcript=Phvul.001G024200.1 locus=Phvul.001G024200 ID=Phvul.001G024200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37171812 transcript=Phvul.006G098000.1 locus=Phvul.006G098000 ID=Phvul.006G098000.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37171812 transcript=Phvul.006G098000.1 locus=Phvul.006G098000 ID=Phvul.006G098000.1.v2.1 annot-version=v2.1)
RNA editing factor (ORRM) (original description: pacid=37160922 transcript=Phvul.008G033500.1 locus=Phvul.008G033500 ID=Phvul.008G033500.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155232 transcript=Phvul.011G028900.1 locus=Phvul.011G028900 ID=Phvul.011G028900.1.v2.1 annot-version=v2.1)
RING-HC-class E3 ligase (original description: pacid=37160948 transcript=Phvul.008G036100.2 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1) &
RING-HC-class E3 ligase (original description: pacid=37160948 transcript=Phvul.008G036100.2 locus=Phvul.008G036100 ID=Phvul.008G036100.2.v2.1 annot-version=v2.1) &
hexose transporter (SGB/GlcT) (original description: pacid=37162603 transcript=Phvul.004G061900.1 locus=Phvul.004G061900 ID=Phvul.004G061900.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37173754 transcript=Phvul.006G048000.1 locus=Phvul.006G048000 ID=Phvul.006G048000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
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Do not distribute

 (original description: pacid=37161909 transcript=Phvul.004G064100.1 locus=Phvul.004G064100 ID=Phvul.004G064100.1.v2.1 annot-version=v2.1) & Ribonuclease 2 OS=Arabidopsis thaliana (sp|p42814|rns2_arath : 111.0)

 (original description: pacid=37161909 transcript=Phvul.004G064100.1 locus=Phvul.004G064100 ID=Phvul.004G064100.1.v2.1 annot-version=v2.1) & Ribonuclease 2 OS=Arabidopsis thaliana (sp|p42814|rns2_arath : 111.0)

 (original description: pacid=37161909 transcript=Phvul.004G064100.1 locus=Phvul.004G064100 ID=Phvul.004G064100.1.v2.1 annot-version=v2.1) & Ribonuclease 2 OS=Arabidopsis thaliana (sp|p42814|rns2_arath : 111.0)

 (original description: pacid=37159372 transcript=Phvul.008G199900.1 locus=Phvul.008G199900 ID=Phvul.008G199900.1.v2.1 annot-version=v2.1) & Probable magnesium transporter NIPA3 OS=Arabidopsis thaliana (sp|q9lnk7|nipa3_arath : 384.0)

 (original description: pacid=37163516 transcript=Phvul.004G038100.1 locus=Phvul.004G038100 ID=Phvul.004G038100.1.v2.1 annot-version=v2.1) & O-fucosyltransferase 30 OS=Arabidopsis thaliana (sp|q1jpm5|oft30_arath : 545.0)

 (original description: pacid=37162066 transcript=Phvul.004G160700.1 locus=Phvul.004G160700 ID=Phvul.004G160700.1.v2.1 annot-version=v2.1) & Nudix hydrolase 20, chloroplastic OS=Arabidopsis thaliana (sp|q8vxz0|nud20_arath : 429.0)

 (original description: pacid=37159372 transcript=Phvul.008G199900.1 locus=Phvul.008G199900 ID=Phvul.008G199900.1.v2.1 annot-version=v2.1) & Probable magnesium transporter NIPA3 OS=Arabidopsis thaliana (sp|q9lnk7|nipa3_arath : 384.0)

 (original description: pacid=37162066 transcript=Phvul.004G160700.1 locus=Phvul.004G160700 ID=Phvul.004G160700.1.v2.1 annot-version=v2.1) & Nudix hydrolase 20, chloroplastic OS=Arabidopsis thaliana (sp|q8vxz0|nud20_arath : 429.0)

 (original description: pacid=37163516 transcript=Phvul.004G038100.1 locus=Phvul.004G038100 ID=Phvul.004G038100.1.v2.1 annot-version=v2.1) & O-fucosyltransferase 30 OS=Arabidopsis thaliana (sp|q1jpm5|oft30_arath : 545.0)

 (original description: pacid=37159372 transcript=Phvul.008G199900.1 locus=Phvul.008G199900 ID=Phvul.008G199900.1.v2.1 annot-version=v2.1) & Probable magnesium transporter NIPA3 OS=Arabidopsis thaliana (sp|q9lnk7|nipa3_arath : 384.0)

 (original description: pacid=37162066 transcript=Phvul.004G160700.1 locus=Phvul.004G160700 ID=Phvul.004G160700.1.v2.1 annot-version=v2.1) & Nudix hydrolase 20, chloroplastic OS=Arabidopsis thaliana (sp|q8vxz0|nud20_arath : 429.0)

 (original description: pacid=37163516 transcript=Phvul.004G038100.1 locus=Phvul.004G038100 ID=Phvul.004G038100.1.v2.1 annot-version=v2.1) & O-fucosyltransferase 30 OS=Arabidopsis thaliana (sp|q1jpm5|oft30_arath : 545.0)
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 (original description: pacid=37174808 transcript=Phvul.002G041900.1 locus=Phvul.002G041900 ID=Phvul.002G041900.1.v2.1 annot-version=v2.1) & Protein CDI OS=Arabidopsis thaliana (sp|q9xip8|cdi_arath : 441.0)

phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
class-C-I small heat-shock-responsive protein (original description: pacid=37177788 transcript=Phvul.002G231800.1 locus=Phvul.002G231800 ID=Phvul.002G231800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37146336 transcript=Phvul.003G058400.1 locus=Phvul.003G058400 ID=Phvul.003G058400.1.v2.1 annot-version=v2.1) & Protein trichome birefringence-like 37 OS=Arabidopsis thaliana (sp|o22960|tbl37_arath : 515.0)
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37174602 transcript=Phvul.002G250000.1 locus=Phvul.002G250000 ID=Phvul.002G250000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37163186 transcript=Phvul.004G028100.1 locus=Phvul.004G028100 ID=Phvul.004G028100.1.v2.1 annot-version=v2.1) & DExH-box ATP-dependent RNA helicase DExH18, mitochondrial OS=Arabidopsis thaliana (sp|f4kfv7|suv3l_arath : 1000.0)

component RPL27 of LSU proteome component (original description: pacid=37177303 transcript=Phvul.002G190100.1 locus=Phvul.002G190100 ID=Phvul.002G190100.1.v2.1 annot-version=v2.1) &
Laccase-15 OS=Arabidopsis thaliana (sp|q84j37|lac15_arath : 554.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 222.3) (original description: pacid=37161921 transcript=Phvul.004G087000.1 locus=Phvul.004G087000 ID=Phvul.004G087000.1.v2.1 annot-version=v2.1) &
C2H2 zinc finger transcription factor (original description: pacid=37170711 transcript=Phvul.001G036500.1 locus=Phvul.001G036500 ID=Phvul.001G036500.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153077 transcript=Phvul.005G102100.2 locus=Phvul.005G102100 ID=Phvul.005G102100.2.v2.1 annot-version=v2.1) & no description available(sp|q5pp23|fly1_arath : 853.0)
 (original description: pacid=37153077 transcript=Phvul.005G102100.2 locus=Phvul.005G102100 ID=Phvul.005G102100.2.v2.1 annot-version=v2.1) & no description available(sp|q5pp23|fly1_arath : 853.0)

 (original description: pacid=37174808 transcript=Phvul.002G041900.1 locus=Phvul.002G041900 ID=Phvul.002G041900.1.v2.1 annot-version=v2.1) & Protein CDI OS=Arabidopsis thaliana (sp|q9xip8|cdi_arath : 441.0)

phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &

C2H2 zinc finger transcription factor (original description: pacid=37170711 transcript=Phvul.001G036500.1 locus=Phvul.001G036500 ID=Phvul.001G036500.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37174808 transcript=Phvul.002G041900.1 locus=Phvul.002G041900 ID=Phvul.002G041900.1.v2.1 annot-version=v2.1) & Protein CDI OS=Arabidopsis thaliana (sp|q9xip8|cdi_arath : 441.0)

phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37172657 transcript=Phvul.006G214700.4 locus=Phvul.006G214700 ID=Phvul.006G214700.4.v2.1 annot-version=v2.1) &

C2H2 zinc finger transcription factor (original description: pacid=37170711 transcript=Phvul.001G036500.1 locus=Phvul.001G036500 ID=Phvul.001G036500.1.v2.1 annot-version=v2.1) &
TED-type cellulose synthase CSC-interactive protein (original description: pacid=37171276 transcript=Phvul.001G052300.1 locus=Phvul.001G052300 ID=Phvul.001G052300.1.v2.1 annot-version=v2.1) &

TED-type cellulose synthase CSC-interactive protein (original description: pacid=37167914 transcript=Phvul.001G073300.1 locus=Phvul.001G073300 ID=Phvul.001G073300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)

 (original description: pacid=37172660 transcript=Phvul.006G021500.1 locus=Phvul.006G021500 ID=Phvul.006G021500.1.v2.1 annot-version=v2.1) & Protein SIEVE ELEMENT OCCLUSION B OS=Arabidopsis thaliana (sp|q9ss87|seob_arath : 193.0)

component VPS36 of ESCRT-II complex (original description: pacid=37155231 transcript=Phvul.011G187600.1 locus=Phvul.011G187600 ID=Phvul.011G187600.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37176369 transcript=Phvul.002G044500.1 locus=Phvul.002G044500 ID=Phvul.002G044500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g14820 OS=Arabidopsis thaliana (sp|o23337|pp311_arath : 842.0)
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 747.9) & Reticuline oxidase OS=Papaver somniferum (sp|p93479|reto_papso : 452.0) (original description: pacid=37165503 transcript=Phvul.007G113300.1 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)

 (original description: pacid=37143985 transcript=Phvul.010G156000.1 locus=Phvul.010G156000 ID=Phvul.010G156000.1.v2.1 annot-version=v2.1) & Protein LURP-one-related 12 OS=Arabidopsis thaliana (sp|q9lvz8|lor12_arath : 212.0)
monosaccharide transporter (STP) (original description: pacid=37167067 transcript=Phvul.007G055500.1 locus=Phvul.007G055500 ID=Phvul.007G055500.1.v2.1 annot-version=v2.1) &
monosaccharide transporter (STP) (original description: pacid=37167067 transcript=Phvul.007G055500.1 locus=Phvul.007G055500 ID=Phvul.007G055500.1.v2.1 annot-version=v2.1) &
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monosaccharide transporter (STP) (original description: pacid=37166808 transcript=Phvul.007G055200.1 locus=Phvul.007G055200 ID=Phvul.007G055200.1.v2.1 annot-version=v2.1) &
monosaccharide transporter (STP) (original description: pacid=37166808 transcript=Phvul.007G055200.1 locus=Phvul.007G055200 ID=Phvul.007G055200.1.v2.1 annot-version=v2.1) &

catalytic component PP4c of PP4 phosphatase complex (original description: pacid=37160063 transcript=Phvul.008G273100.1 locus=Phvul.008G273100 ID=Phvul.008G273100.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
 (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
component MAC3 of non-snRNP MOS4-associated complex (original description: pacid=37164150 transcript=Phvul.007G270500.1 locus=Phvul.007G270500 ID=Phvul.007G270500.1.v2.1 annot-version=v2.1) &
proton:potassium cation antiporter (KEA) (original description: pacid=37162662 transcript=Phvul.004G125900.1 locus=Phvul.004G125900 ID=Phvul.004G125900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37152789 transcript=Phvul.005G027200.1 locus=Phvul.005G027200 ID=Phvul.005G027200.1.v2.1 annot-version=v2.1) & Putative disease resistance protein RGA1 OS=Solanum bulbocastanum (sp|q7xa42|rga1_solbu : 363.0)

TED-type cellulose synthase CSC-interactive protein (original description: pacid=37171276 transcript=Phvul.001G052300.1 locus=Phvul.001G052300 ID=Phvul.001G052300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)

TED-type cellulose synthase CSC-interactive protein (original description: pacid=37167914 transcript=Phvul.001G073300.1 locus=Phvul.001G073300 ID=Phvul.001G073300.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
 (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
proton:potassium cation antiporter (KEA) (original description: pacid=37162662 transcript=Phvul.004G125900.1 locus=Phvul.004G125900 ID=Phvul.004G125900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176369 transcript=Phvul.002G044500.1 locus=Phvul.002G044500 ID=Phvul.002G044500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g14820 OS=Arabidopsis thaliana (sp|o23337|pp311_arath : 842.0)
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 747.9) & Reticuline oxidase OS=Papaver somniferum (sp|p93479|reto_papso : 452.0) (original description: pacid=37165503 transcript=Phvul.007G113300.1 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172660 transcript=Phvul.006G021500.1 locus=Phvul.006G021500 ID=Phvul.006G021500.1.v2.1 annot-version=v2.1) & Protein SIEVE ELEMENT OCCLUSION B OS=Arabidopsis thaliana (sp|q9ss87|seob_arath : 193.0)

component VPS36 of ESCRT-II complex (original description: pacid=37155231 transcript=Phvul.011G187600.1 locus=Phvul.011G187600 ID=Phvul.011G187600.1.v2.1 annot-version=v2.1) &

catalytic component PP4c of PP4 phosphatase complex (original description: pacid=37160063 transcript=Phvul.008G273100.1 locus=Phvul.008G273100 ID=Phvul.008G273100.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)
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component MAC3 of non-snRNP MOS4-associated complex (original description: pacid=37164150 transcript=Phvul.007G270500.1 locus=Phvul.007G270500 ID=Phvul.007G270500.1.v2.1 annot-version=v2.1) &

TED-type cellulose synthase CSC-interactive protein (original description: pacid=37171276 transcript=Phvul.001G052300.1 locus=Phvul.001G052300 ID=Phvul.001G052300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161159 transcript=Phvul.008G279750.1 locus=Phvul.008G279750 ID=Phvul.008G279750.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein E6 OS=Oryza sativa subsp. japonica (sp|q651x6|csle6_orysj : 667.0)

TED-type cellulose synthase CSC-interactive protein (original description: pacid=37167914 transcript=Phvul.001G073300.1 locus=Phvul.001G073300 ID=Phvul.001G073300.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
 (original description: pacid=37143248 transcript=Phvul.010G121200.2 locus=Phvul.010G121200 ID=Phvul.010G121200.2.v2.1 annot-version=v2.1) & Uncharacterized calcium-binding protein At1g02270 OS=Arabidopsis thaliana (sp|o81916|yc22_arath : 560.0)
proton:potassium cation antiporter (KEA) (original description: pacid=37162662 transcript=Phvul.004G125900.1 locus=Phvul.004G125900 ID=Phvul.004G125900.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37176369 transcript=Phvul.002G044500.1 locus=Phvul.002G044500 ID=Phvul.002G044500.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g14820 OS=Arabidopsis thaliana (sp|o23337|pp311_arath : 842.0)
Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 747.9) & Reticuline oxidase OS=Papaver somniferum (sp|p93479|reto_papso : 452.0) (original description: pacid=37165503 transcript=Phvul.007G113300.1 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37172660 transcript=Phvul.006G021500.1 locus=Phvul.006G021500 ID=Phvul.006G021500.1.v2.1 annot-version=v2.1) & Protein SIEVE ELEMENT OCCLUSION B OS=Arabidopsis thaliana (sp|q9ss87|seob_arath : 193.0)

component VPS36 of ESCRT-II complex (original description: pacid=37155231 transcript=Phvul.011G187600.1 locus=Phvul.011G187600 ID=Phvul.011G187600.1.v2.1 annot-version=v2.1) &

catalytic component PP4c of PP4 phosphatase complex (original description: pacid=37160063 transcript=Phvul.008G273100.1 locus=Phvul.008G273100 ID=Phvul.008G273100.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)

component MAC3 of non-snRNP MOS4-associated complex (original description: pacid=37164150 transcript=Phvul.007G270500.1 locus=Phvul.007G270500 ID=Phvul.007G270500.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
 (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)

no description available(sp|a0a072ur65|cht5b_medtr : 395.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 132.1) (original description: pacid=37146097 transcript=Phvul.003G158800.1 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37155075 transcript=Phvul.011G069000.1 locus=Phvul.011G069000 ID=Phvul.011G069000.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g02420 OS=Arabidopsis thaliana (sp|q9fz19|ppr5_arath : 632.0)
 (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)

methyltransferase component Nop1/fibrillarin of snoRNP rRNA methylation complex (original description: pacid=37170855 transcript=Phvul.001G057200.1 locus=Phvul.001G057200 ID=Phvul.001G057200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37150174 transcript=Phvul.009G046200.1 locus=Phvul.009G046200 ID=Phvul.009G046200.1.v2.1 annot-version=v2.1) & Polyadenylate-binding protein-interacting protein 12 OS=Arabidopsis thaliana (sp|q9s7n9|cid12_arath : 405.0)

Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 24.7) (original description: pacid=37171282 transcript=Phvul.L001687.1 locus=Phvul.L001687 ID=Phvul.L001687.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37151221 transcript=Phvul.009G198900.1 locus=Phvul.009G198900 ID=Phvul.009G198900.1.v2.1 annot-version=v2.1) & Protein arginine N-methyltransferase PRMT10 OS=Arabidopsis thaliana (sp|q9mat5|anm10_arath : 573.0)

Spermidine hydroxycinnamoyl transferase OS=Arabidopsis thaliana (sp|o64470|sht_arath : 311.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.0) (original description: pacid=37174189 transcript=Phvul.006G037000.1 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1) &
LPA1 protein involved in PS-II assembly (original description: pacid=37169924 transcript=Phvul.001G205600.1 locus=Phvul.001G205600 ID=Phvul.001G205600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156262 transcript=Phvul.011G159400.1 locus=Phvul.011G159400 ID=Phvul.011G159400.1.v2.1 annot-version=v2.1) & UBP1-associated protein 2C OS=Arabidopsis thaliana (sp|q9lka4|uba2c_arath : 315.0)
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 (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
 (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
 (original description: pacid=37155075 transcript=Phvul.011G069000.1 locus=Phvul.011G069000 ID=Phvul.011G069000.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g02420 OS=Arabidopsis thaliana (sp|q9fz19|ppr5_arath : 632.0)
class-C-I small heat-shock-responsive protein (original description: pacid=37177788 transcript=Phvul.002G231800.1 locus=Phvul.002G231800 ID=Phvul.002G231800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 24.7) (original description: pacid=37171282 transcript=Phvul.L001687.1 locus=Phvul.L001687 ID=Phvul.L001687.1.v2.1 annot-version=v2.1) &

Spermidine hydroxycinnamoyl transferase OS=Arabidopsis thaliana (sp|o64470|sht_arath : 311.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.0) (original description: pacid=37174189 transcript=Phvul.006G037000.1 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1) &

no description available(sp|a0a072ur65|cht5b_medtr : 395.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 132.1) (original description: pacid=37146097 transcript=Phvul.003G158800.1 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1) &
methyltransferase component Nop1/fibrillarin of snoRNP rRNA methylation complex (original description: pacid=37170855 transcript=Phvul.001G057200.1 locus=Phvul.001G057200 ID=Phvul.001G057200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162384 transcript=Phvul.004G057900.1 locus=Phvul.004G057900 ID=Phvul.004G057900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79490, mitochondrial OS=Arabidopsis thaliana (sp|q9sak0|pp132_arath : 1241.0)

 (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)

 (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
 (original description: pacid=37162149 transcript=Phvul.004G019300.2 locus=Phvul.004G019300 ID=Phvul.004G019300.2.v2.1 annot-version=v2.1) & Protein ALTERED XYLOGLUCAN 4-like OS=Arabidopsis thaliana (sp|q9lrs2|tbl22_arath : 415.0)
 (original description: pacid=37155075 transcript=Phvul.011G069000.1 locus=Phvul.011G069000 ID=Phvul.011G069000.1.v2.1 annot-version=v2.1) & Putative pentatricopeptide repeat-containing protein At1g02420 OS=Arabidopsis thaliana (sp|q9fz19|ppr5_arath : 632.0)
class-C-I small heat-shock-responsive protein (original description: pacid=37177788 transcript=Phvul.002G231800.1 locus=Phvul.002G231800 ID=Phvul.002G231800.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 24.7) (original description: pacid=37171282 transcript=Phvul.L001687.1 locus=Phvul.L001687 ID=Phvul.L001687.1.v2.1 annot-version=v2.1) &
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Spermidine hydroxycinnamoyl transferase OS=Arabidopsis thaliana (sp|o64470|sht_arath : 311.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.0) (original description: pacid=37174189 transcript=Phvul.006G037000.1 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1) &

no description available(sp|a0a072ur65|cht5b_medtr : 395.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 132.1) (original description: pacid=37146097 transcript=Phvul.003G158800.1 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1) &
methyltransferase component Nop1/fibrillarin of snoRNP rRNA methylation complex (original description: pacid=37170855 transcript=Phvul.001G057200.1 locus=Phvul.001G057200 ID=Phvul.001G057200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162384 transcript=Phvul.004G057900.1 locus=Phvul.004G057900 ID=Phvul.004G057900.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At1g79490, mitochondrial OS=Arabidopsis thaliana (sp|q9sak0|pp132_arath : 1241.0)

 (original description: pacid=37174127 transcript=Phvul.006G206800.1 locus=Phvul.006G206800 ID=Phvul.006G206800.1.v2.1 annot-version=v2.1) & Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana (sp|q9c9r6|pum7_arath : 433.0)
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Do not distribute

Laccase-15 OS=Arabidopsis thaliana (sp|q84j37|lac15_arath : 554.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.10 oxidoreductase acting on diphenol or related substance as donor(50.1.10 : 222.3) (original description: pacid=37161921 transcript=Phvul.004G087000.1 locus=Phvul.004G087000 ID=Phvul.004G087000.1.v2.1 annot-version=v2.1) &
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Do not distribute

Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 747.9) & Reticuline oxidase OS=Papaver somniferum (sp|p93479|reto_papso : 452.0) (original description: pacid=37165503 transcript=Phvul.007G113300.1 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1) &
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Do not distribute

Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 747.9) & Reticuline oxidase OS=Papaver somniferum (sp|p93479|reto_papso : 452.0) (original description: pacid=37165503 transcript=Phvul.007G113300.1 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1) &
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Do not distribute

Enzyme classification.EC_1 oxidoreductases.EC_1.1 oxidoreductase acting on CH-OH group of donor(50.1.1 : 747.9) & Reticuline oxidase OS=Papaver somniferum (sp|p93479|reto_papso : 452.0) (original description: pacid=37165503 transcript=Phvul.007G113300.1 locus=Phvul.007G113300 ID=Phvul.007G113300.1.v2.1 annot-version=v2.1) &
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Do not distribute
no description available(sp|a0a072ur65|cht5b_medtr : 395.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 132.1) (original description: pacid=37146097 transcript=Phvul.003G158800.1 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1) &

Spermidine hydroxycinnamoyl transferase OS=Arabidopsis thaliana (sp|o64470|sht_arath : 311.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.0) (original description: pacid=37174189 transcript=Phvul.006G037000.1 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1) &
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Do not distribute
Spermidine hydroxycinnamoyl transferase OS=Arabidopsis thaliana (sp|o64470|sht_arath : 311.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.0) (original description: pacid=37174189 transcript=Phvul.006G037000.1 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1) &

no description available(sp|a0a072ur65|cht5b_medtr : 395.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 132.1) (original description: pacid=37146097 transcript=Phvul.003G158800.1 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1) &
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Spermidine hydroxycinnamoyl transferase OS=Arabidopsis thaliana (sp|o64470|sht_arath : 311.0) & Enzyme classification.EC_2 transferases.EC_2.3 acyltransferase(50.2.3 : 22.0) (original description: pacid=37174189 transcript=Phvul.006G037000.1 locus=Phvul.006G037000 ID=Phvul.006G037000.1.v2.1 annot-version=v2.1) &

no description available(sp|a0a072ur65|cht5b_medtr : 395.0) & Enzyme classification.EC_3 hydrolases.EC_3.2 glycosylase(50.3.2 : 132.1) (original description: pacid=37146097 transcript=Phvul.003G158800.1 locus=Phvul.003G158800 ID=Phvul.003G158800.1.v2.1 annot-version=v2.1) &
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miRNA_Acc. Target_Acc. Expectation UPE$ miRNA_start miRNA_end
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G189000.1 0.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G186000.1 0.5 -1 1 21
uggagaagcagggcacgugcaaPhvul.003G189000.1 0.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G186000.1 0.5 -1 1 22
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
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uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G074500.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.011G160400.1 1 -1 1 21
uggagaagcagggcacgugcaPhvul.005G055400.1 1 -1 1 21
uggagaagcagggcacgugcaaPhvul.005G074500.1 1 -1 1 22
uggagaagcagggcacgugcaaPhvul.011G160400.1 1 -1 1 22
uggagaagcagggcacgugcaaPhvul.005G055400.1 1 -1 1 22
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G169300.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G164800.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.1 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.3 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G065700.2 2.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G172600.1 2.5 -1 1 21
uggagaagcagggcacgugcaaPhvul.006G169300.1 2.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.007G164800.1 2.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.011G065700.1 2.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.011G065700.3 2.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.011G065700.2 2.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.004G172600.1 2.5 -1 1 22
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G089100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.002G325300.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.004G139200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.2 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.4 3 -1 1 21
uggagaagcagggcacgugcaPhvul.008G147100.3 3 -1 1 21
uggagaagcagggcacgugcaPhvul.006G086200.1 3 -1 1 21
uggagaagcagggcacgugcaPhvul.010G128500.1 3 -1 1 21
uggagaagcagggcacgugcaaPhvul.010G089100.2 3 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G325300.2 3 -1 1 22
uggagaagcagggcacgugcaaPhvul.004G139200.1 3 -1 1 22
uggagaagcagggcacgugcaaPhvul.005G001200.1 3 -1 1 22
uggagaagcagggcacgugcaaPhvul.008G147100.2 3 -1 1 22
uggagaagcagggcacgugcaaPhvul.008G147100.4 3 -1 1 22
uggagaagcagggcacgugcaaPhvul.008G147100.3 3 -1 1 22
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G083500.2 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G079800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G110300.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G077700.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G005200.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G277800.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G067000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G240500.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G061000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G246400.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G132000.1 3.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.005G087600.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G130000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G108000.1 3.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G054900.1 3.5 -1 1 21
uggagaagcagggcacgugcaaPhvul.007G083500.1 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.007G083500.2 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.011G079800.1 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.011G054900.1 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.008G077800.1 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.011G110300.1 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.008G077700.1 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.005G005200.1 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G073200.1 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G073100.2 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G073100.1 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.008G277800.1 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.003G067000.1 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.001G240500.1 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.008G061000.1 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.003G246400.1 3.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G132000.1 3.5 -1 1 22
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21

Page 3070 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G099100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G157300.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G146400.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.011G046800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G023000.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G093600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G151600.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G231200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G037600.3 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G105700.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G159000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.005G114000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G031000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.004G041500.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.007G084000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G119100.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.006G102900.2 4 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.006G102900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.010G079200.2 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G127800.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.001G038000.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.002G105200.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.008G032900.1 4 -1 1 21
uggagaagcagggcacgugcaPhvul.009G244600.1 4 -1 1 21
uggagaagcagggcacgugcaaPhvul.007G105700.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.011G046800.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.006G102900.2 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.006G102900.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.006G023000.2 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.004G099100.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G157300.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G146400.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.006G093600.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.001G151600.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G244600.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G121200.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G121200.2 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.007G156900.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.007G157000.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.008G159000.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.007G231200.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.004G037600.2 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.004G037600.3 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.005G114000.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.001G031000.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.004G041500.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.004G041500.2 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G105200.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.007G084000.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G119100.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.010G079200.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.010G079200.2 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.008G127800.1 4 -1 1 22
uggagaagcagggcacgugcaaPhvul.007G029900.1 4 -1 1 22
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G156200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G217000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G043500.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G079400.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G193000.4 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G154400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G030200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G166100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G160200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G119600.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G150800.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G271400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.011G166200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G110100.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G037500.1 4.5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.002G017700.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G017700.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G022500.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.010G115000.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G154900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G047000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G017200.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G056900.3 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G106300.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G034400.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.2 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.L002444.1 4.5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G070000.1 4.5 -1 1 21
uggagaagcagggcacgugcaaPhvul.010G156200.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G160200.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G217000.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.007G022500.3 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.008G043500.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G079400.3 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.001G193000.3 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.001G193000.4 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G167700.2 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.003G154400.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.L003746.2 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.L003746.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G030200.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.004G166100.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G119600.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G150800.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G271400.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.011G166200.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.006G067900.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.001G110100.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G037500.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.010G115000.1 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.010G115000.2 4.5 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G157000.1 4.5 -1 1 22
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21

Page 3096 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G222600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G106900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G099500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181900.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G121200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G075600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G284900.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G163400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.001G266600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G091100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G037500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G007300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G100200.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G262600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G299004.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G156200.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G001000.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G006400.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G243700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G201400.1 5 -1 1 21
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Do not distribute

uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G181600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.5 5 -1 1 21
uggagaagcagggcacgugcaPhvul.006G164800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059700.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.007G157500.4 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G059500.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.002G116800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G103100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G075300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.003G262800.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.008G072300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.1 5 -1 1 21
uggagaagcagggcacgugcaPhvul.005G155100.3 5 -1 1 21
uggagaagcagggcacgugcaPhvul.009G201600.2 5 -1 1 21
uggagaagcagggcacgugcaPhvul.004G088300.4 5 -1 1 21
uggagaagcagggcacgugcaaPhvul.006G075600.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.008G284900.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.006G091100.2 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G222600.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.006G091100.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G106900.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.005G099500.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.003G181900.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.003G181900.2 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.003G121200.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.003G121200.2 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.005G059700.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.005G059500.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.008G072300.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.008G072300.2 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G201600.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.005G155100.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.005G155100.3 5 -1 1 22
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Do not distribute

uggagaagcagggcacgugcaaPhvul.009G201600.2 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.005G155100.2 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.009G114400.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.003G240100.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G283000.3 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G283000.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.002G283000.2 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.003G170100.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.011G173600.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.003G283500.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.007G163400.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.003G037500.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.001G266600.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.001G243500.2 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.006G067900.1 5 -1 1 22
uggagaagcagggcacgugcaaPhvul.008G140600.1 5 -1 1 22
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Do not distribute

Target_start Target_end miRNA_aligned_fragmentalignment Target_aligned_fragmentInhibition Target_Desc.
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
847 867 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
750 770 UGGAGAAGCAGGGCACGUGCA  .:::::::::::::::::: CUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1
846 867 UGGAGAAGCAGGGCACGUGCAA   .::::::::::::::::::GCUUACGUGCCCUGCUUCUCCACleavage pacid=37145328 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1
749 770 UGGAGAAGCAGGGCACGUGCAA   .::::::::::::::::::CCUUACGUGCCCUGCUUCUCCACleavage pacid=37148955 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1
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1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1273 1293 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
973 993 UGGAGAAGCAGGGCACGUGCA :::::::.::::.:::::::AGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
727 747 UGGAGAAGCAGGGCACGUGCA ::: ::::::::::::::::AGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1

1272 1293 UGGAGAAGCAGGGCACGUGCAA  :::::::.::::.:::::::GAGCACGUGUCCUGUUUCUCCACleavage pacid=37152803 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1
972 993 UGGAGAAGCAGGGCACGUGCAA  :::::::.::::.:::::::GAGCACGUGUCCUGUUUCUCCACleavage pacid=37156077 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1
726 747 UGGAGAAGCAGGGCACGUGCAA  ::: ::::::::::::::::GAGCAAGUGCCCUGCUUCUCCACleavage pacid=37153832 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
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496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
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213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
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351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
191 211 UGGAGAAGCAGGGCACGUGCA ::: :::::.:::::.:.:: AGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
496 516 UGGAGAAGCAGGGCACGUGCA  :.::::::::::::.:: : CCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
351 371 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  ..: ::.:::::::::::: CUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
213 233 UGGAGAAGCAGGGCACGUGCA  ::: : ::.:::::::::: CACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
190 211 UGGAGAAGCAGGGCACGUGCAA  ::: :::::.:::::.:.::CAGCAAGUGCCUUGCUUUUUCACleavage pacid=37171837 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1
495 516 UGGAGAAGCAGGGCACGUGCAA   :.::::::::::::.:: :UCCCGCGUGCCCUGCUUUUCAACleavage pacid=37164135 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1
875 896 UGGAGAAGCAGGGCACGUGCAA   ..: ::.::::::::::::UCUUGCUUGUCCUGCUUCUCCACleavage pacid=37157439 locus=Phvul.011G065700 ID=Phvul.011G065700.1.v2.1 annot-version=v2.1
350 371 UGGAGAAGCAGGGCACGUGCAA   ..: ::.::::::::::::UCUUGCUUGUCCUGCUUCUCCACleavage pacid=37157441 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1
348 369 UGGAGAAGCAGGGCACGUGCAA   ..: ::.::::::::::::UCUUGCUUGUCCUGCUUCUCCACleavage pacid=37157440 locus=Phvul.011G065700 ID=Phvul.011G065700.2.v2.1 annot-version=v2.1
212 233 UGGAGAAGCAGGGCACGUGCAA   ::: : ::.::::::::::UCACACUUCCCUUGCUUCUCCACleavage pacid=37162988 locus=Phvul.004G172600 ID=Phvul.004G172600.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
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Do not distribute

182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
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182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1

Page 3122 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
180 200 UGGAGAAGCAGGGCACGUGCA:::::::::::: : ::::::UGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
508 528 UGGAGAAGCAGGGCACGUGCA    ::: ::::::::::::: ACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
186 206 UGGAGAAGCAGGGCACGUGCA  ::::: ..:::.:::::.: CUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
340 360 UGGAGAAGCAGGGCACGUGCA  :: ::::: :::::::.:: AACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::: ::: GACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1
286 306 UGGAGAAGCAGGGCACGUGCA  ::.  ::.::::::::::: ACCAUUGGCUCUGCUUCUCCACleavage pacid=37173262 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1

79 98 UGGAGAAGCAGGGCACGUGCA  ::: :::.::::::::.:: CACAC-UGCUCUGCUUCUUCACleavage pacid=37143954 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGGCACGUGCAA :::::::::::: : ::::::GUGCACGUGCCCUCCAUCUCCACleavage pacid=37143823 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1
507 528 UGGAGAAGCAGGGCACGUGCAA     ::: :::::::::::::AACUCCGUCCCCUGCUUCUCCACleavage pacid=37176752 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1
185 206 UGGAGAAGCAGGGCACGUGCAA   ::::: ..:::.:::::.:UCUCACGUUUUCUGUUUCUCUACleavage pacid=37161971 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1
339 360 UGGAGAAGCAGGGCACGUGCAA   :: ::::: :::::::.::CAACAGGUGCCAUGCUUCUUCATranslation pacid=37154217 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1
181 202 UGGAGAAGCAGGGCACGUGCAA   ::: :::.::::::: :::GGACACUUGCUCUGCUUCACCACleavage pacid=37157812 locus=Phvul.008G147100 ID=Phvul.008G147100.2.v2.1 annot-version=v2.1
181 202 UGGAGAAGCAGGGCACGUGCAA   ::: :::.::::::: :::GGACACUUGCUCUGCUUCACCACleavage pacid=37157814 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1
181 202 UGGAGAAGCAGGGCACGUGCAA   ::: :::.::::::: :::GGACACUUGCUCUGCUUCACCACleavage pacid=37157813 locus=Phvul.008G147100 ID=Phvul.008G147100.3.v2.1 annot-version=v2.1

1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
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134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1
6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
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349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1
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3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
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1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1
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2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
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1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1540 1560 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1459 1479 UGGAGAAGCAGGGCACGUGCA::::  :::.::::::.:::. UGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3334 3354 UGGAGAAGCAGGGCACGUGCA   :.:::::::::::.:.: UUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1

395 415 UGGAGAAGCAGGGCACGUGCA   :::::.:.: :::::::: CCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
349 369 UGGAGAAGCAGGGCACGUGCA  :.::::::.:::::.:.. CUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
398 418 UGGAGAAGCAGGGCACGUGCA   ::::::..: :::::::: CCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2339 2359 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.::: .:. AACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
512 532 UGGAGAAGCAGGGCACGUGCA  ::::::: ::::::::. : GCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
749 769 UGGAGAAGCAGGGCACGUGCA  ::.:::.:.:::::.:: : CACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
134 154 UGGAGAAGCAGGGCACGUGCA :..: : ::::::::::.:: GGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6862 6882 UGGAGAAGCAGGGCACGUGCA   .: ::.::::.::::::: UCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1550 1570 UGGAGAAGCAGGGCACGUGCA  ::: :::::::.::.::. CUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1368 1388 UGGAGAAGCAGGGCACGUGCA  ::: ::.:.::.:::::.. ACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1
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609 629 UGGAGAAGCAGGGCACGUGCA  ::::: .:: ::::.:::: GUCACGUUUCCAGCUUUUCCATranslation pacid=37152409 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1
904 924 UGGAGAAGCAGGGCACGUGCA  .:.:: ..::::::::.:: ACUAUGUUUUCUGCUUCUUCACleavage pacid=37150879 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1
335 355 UGGAGAAGCAGGGCACGUGCA  ::::: :.:::: :::::. CCCACGUCCUCUGCGUCUCCGCleavage pacid=37155288 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1

3330 3350 UGGAGAAGCAGGGCACGUGCA: .:: : :::::::::::: UCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1
1539 1560 UGGAGAAGCAGGGCACGUGCAA ::::  :::.::::::.:::.CUGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167229 locus=Phvul.007G083500 ID=Phvul.007G083500.1.v2.1 annot-version=v2.1
1458 1479 UGGAGAAGCAGGGCACGUGCAA ::::  :::.::::::.:::.CUGCAGCUGCUCUGCUUUUCCGCleavage pacid=37167230 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1
3333 3354 UGGAGAAGCAGGGCACGUGCAA    :.:::::::::::.:.: GUUAAUGUGCCCUGCUUUUUCCCleavage pacid=37156981 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1
3329 3350 UGGAGAAGCAGGGCACGUGCAA:: .:: : :::::::::::: UUCUACAUUCCCUGCUUCUCCUCleavage pacid=37156031 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1

394 415 UGGAGAAGCAGGGCACGUGCAA    :::::.:.: ::::::::UCCAACGUGUCUUUCUUCUCCACleavage pacid=37159724 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1
348 369 UGGAGAAGCAGGGCACGUGCAA   :.::::::.:::::.:.. UCUCGCGUGCCUUGCUUUUUUCCleavage pacid=37156499 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1
397 418 UGGAGAAGCAGGGCACGUGCAA    ::::::..: ::::::::UCCAACGUGCUUUUCUUCUCCACleavage pacid=37160936 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1

2338 2359 UGGAGAAGCAGGGCACGUGCAA   ::::::::.::.::: .:.GAACACGUGCCUUGUUUCCUCGCleavage pacid=37154317 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1
440 461 UGGAGAAGCAGGGCACGUGCAA:: : . ::::.::.:::::::UUCCCUAUGCCUUGUUUCUCCACleavage pacid=37178271 locus=Phvul.002G073200 ID=Phvul.002G073200.1.v2.1 annot-version=v2.1
412 433 UGGAGAAGCAGGGCACGUGCAA:: : . ::::.::.:::::::UUCCCUUUGCCUUGUUUCUCCACleavage pacid=37174567 locus=Phvul.002G073100 ID=Phvul.002G073100.2.v2.1 annot-version=v2.1
354 375 UGGAGAAGCAGGGCACGUGCAA:: : . ::::.::.:::::::UUCCCUUUGCCUUGUUUCUCCACleavage pacid=37174568 locus=Phvul.002G073100 ID=Phvul.002G073100.1.v2.1 annot-version=v2.1
511 532 UGGAGAAGCAGGGCACGUGCAA   ::::::: ::::::::. :AGCCACGUGCACUGCUUCUUGACleavage pacid=37158626 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1
748 769 UGGAGAAGCAGGGCACGUGCAA   ::.:::.:.:::::.:: :CCACAUGUGUCUUGCUUUUCAACleavage pacid=37147013 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1
133 154 UGGAGAAGCAGGGCACGUGCAA  :..: : ::::::::::.::GGGUGCAUUCCCUGCUUCUUCACleavage pacid=37170431 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1

6861 6882 UGGAGAAGCAGGGCACGUGCAA    .: ::.::::.:::::::AUCAGCAUGUCCUGUUUCUCCACleavage pacid=37159472 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1
1549 1570 UGGAGAAGCAGGGCACGUGCAA   ::: :::::::.::.::. ACUCACUUGCCCUGUUUUUCUUCleavage pacid=37147261 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1
1367 1388 UGGAGAAGCAGGGCACGUGCAA   ::: ::.:.::.:::::..UACCACUUGUCUUGUUUCUCUGCleavage pacid=37148894 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1

406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
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360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1

406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1

406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
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Do not distribute

1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1

406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
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Do not distribute

1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1
432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1

1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1
406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1

406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
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1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1
96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1

1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1

406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1

406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1
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1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1

406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
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391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1

406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1

406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
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322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1
1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1

406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
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622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1
21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1

1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1
432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1

1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1
406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1

406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
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2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1

406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1
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406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

21 41 UGGAGAAGCAGGGCACGUGCA::::: : .:::::::.::: UGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1
1501 1521 UGGAGAAGCAGGGCACGUGCA :::.::: :::::::: .:: GGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1

432 452 UGGAGAAGCAGGGCACGUGCA :..:::::. :::::::.:. GGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
1178 1198 UGGAGAAGCAGGGCACGUGCA :.::::: :.: :::::::: CGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1

406 426 UGGAGAAGCAGGGCACGUGCA :...::::..::::::: :: GGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
525 545 UGGAGAAGCAGGGCACGUGCA::::: : ::.: :::::::: UGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1996 2015 UGGAGAAGCAGGGCACGUGCA::::.: :.:::::::.::.: UGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
898 918 UGGAGAAGCAGGGCACGUGCA ::: :::::.::.::.::. AGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
129 149 UGGAGAAGCAGGGCACGUGCA   :.:::..::::::::.: GAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1
431 451 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
322 342 UGGAGAAGCAGGGCACGUGCA :::.: :.:.:::::::... AGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1774 1794 UGGAGAAGCAGGGCACGUGCA: ::::::...::.::.:.: UUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1651 1671 UGGAGAAGCAGGGCACGUGCA :::.: :..::::::::... AGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
1516 1536 UGGAGAAGCAGGGCACGUGCA    ::::.::: :::::::: UUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1

66 86 UGGAGAAGCAGGGCACGUGCA   :.:::::.: :::.:::: GAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1
2150 2170 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2011 2031 UGGAGAAGCAGGGCACGUGCA   :.:::::.::.::::: : AAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1
1437 1457 UGGAGAAGCAGGGCACGUGCA  ::::::::.::.:: :.: CUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

96 116 UGGAGAAGCAGGGCACGUGCA  ...::::.:::.:::::. GUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
1414 1434 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
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1417 1437 UGGAGAAGCAGGGCACGUGCA: .:.::::..::.::.:..: UUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
391 411 UGGAGAAGCAGGGCACGUGCA  ..:::: :::::::::.: CAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
238 258 UGGAGAAGCAGGGCACGUGCA: ::.:::...::::: ::.: UUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
360 380 UGGAGAAGCAGGGCACGUGCA  ::.::::: : :::::.:: AUCAUGUGCCAUCCUUCUUCATranslation pacid=37168048 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1
112 132 UGGAGAAGCAGGGCACGUGCA   :::: .:.::::::::: UUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1

1338 1358 UGGAGAAGCAGGGCACGUGCA : :: :::::::. :::::: AGGACAUGCCCUGUGUCUCCACleavage pacid=37160240 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1
622 642 UGGAGAAGCAGGGCACGUGCA: : .::::.::::::. ::: UUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

1773 1794 UGGAGAAGCAGGGCACGUGCAA:: ::::::...::.::.:.: UUUCACGUGUUUUGUUUUUUCUCleavage pacid=37166116 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1
1177 1198 UGGAGAAGCAGGGCACGUGCAA: :.::::: :.: ::::::::UCGUACGUGGCUUCCUUCUCCACleavage pacid=37156602 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1
1413 1434 UGGAGAAGCAGGGCACGUGCAA:: .:.::::..::.::.:..:UUUUAUGUGCUUUGUUUUUUUACleavage pacid=37172717 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1
1416 1437 UGGAGAAGCAGGGCACGUGCAA:: .:.::::..::.::.:..:UUUUAUGUGCUUUGUUUUUUUACleavage pacid=37172716 locus=Phvul.006G102900 ID=Phvul.006G102900.1.v2.1 annot-version=v2.1

405 426 UGGAGAAGCAGGGCACGUGCAA: :...::::..::::::: ::UGGUGUGUGCUUUGCUUCUGCACleavage pacid=37173711 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1
20 41 UGGAGAAGCAGGGCACGUGCAA ::::: : .:::::::.::: GUGCACUUCUCCUGCUUUUCCUCleavage pacid=37162042 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1

1500 1521 UGGAGAAGCAGGGCACGUGCAA  :::.::: :::::::: .::AGGCAUGUGGCCUGCUUCAUCACleavage pacid=37175742 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1
431 452 UGGAGAAGCAGGGCACGUGCAA  :..:::::. :::::::.:.AGGUGCGUGCUGUGCUUCUUCGTranslation pacid=37150289 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1
524 545 UGGAGAAGCAGGGCACGUGCAA ::::: : ::.: ::::::::GUGCACCUUCCUUCCUUCUCCACleavage pacid=37172152 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1

1995 2015 UGGAGAAGCAGGGCACGUGCAA ::::.: :.:::::::.::.:GUGCAUG-GUCCUGCUUUUCUACleavage pacid=37169653 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1
621 642 UGGAGAAGCAGGGCACGUGCAA:: : .::::.::::::. :::UUUCUUGUGCUCUGCUUUGCCACleavage pacid=37150216 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1

2679 2700 UGGAGAAGCAGGGCACGUGCAA:: : .:::.:.::.::.:::.UUUCUUGUGUCUUGUUUUUCCGCleavage pacid=37151869 locus=Phvul.009G121200 ID=Phvul.009G121200.1.v2.1 annot-version=v2.1
2675 2696 UGGAGAAGCAGGGCACGUGCAA:: : .:::.:.::.::.:::.UUUCUUGUGUCUUGUUUUUCCGCleavage pacid=37151870 locus=Phvul.009G121200 ID=Phvul.009G121200.2.v2.1 annot-version=v2.1

430 451 UGGAGAAGCAGGGCACGUGCAA: :::.: :.:.:::::::...UAGCAUGGGUCUUGCUUCUUUGCleavage pacid=37164025 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1
321 342 UGGAGAAGCAGGGCACGUGCAA: :::.: :.:.:::::::...UAGCAUGGGUCUUGCUUCUUUGCleavage pacid=37166494 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1

1650 1671 UGGAGAAGCAGGGCACGUGCAA: :::.: :..::::::::...UAGCAUGGGUUCUGCUUCUUUGCleavage pacid=37161093 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1
897 918 UGGAGAAGCAGGGCACGUGCAA  ::: :::::.::.::.::. AAGCAAGUGCCUUGUUUUUCUUCleavage pacid=37164640 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1
128 149 UGGAGAAGCAGGGCACGUGCAA    :.:::..::::::::.: UGAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163247 locus=Phvul.004G037600 ID=Phvul.004G037600.2.v2.1 annot-version=v2.1
128 149 UGGAGAAGCAGGGCACGUGCAA    :.:::..::::::::.: UGAGAUGUGUUCUGCUUCUUCUCleavage pacid=37163248 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1

1515 1536 UGGAGAAGCAGGGCACGUGCAA     ::::.::: ::::::::AUUUUCGUGUCCUACUUCUCCACleavage pacid=37154385 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1
65 86 UGGAGAAGCAGGGCACGUGCAA    :.:::::.: :::.::::UGAGAUGUGCCUUACUUUUCCACleavage pacid=37169263 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1

2149 2170 UGGAGAAGCAGGGCACGUGCAA    :.:::::.::.::::: :GAAAAUGUGCCUUGUUUCUCAACleavage pacid=37162700 locus=Phvul.004G041500 ID=Phvul.004G041500.1.v2.1 annot-version=v2.1
2010 2031 UGGAGAAGCAGGGCACGUGCAA    :.:::::.::.::::: :GAAAAUGUGCCUUGUUUCUCAACleavage pacid=37162701 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1

111 132 UGGAGAAGCAGGGCACGUGCAA::  :::: .:.::::::::: UUUGACGUAUCUUGCUUCUCCCCleavage pacid=37176606 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1
1436 1457 UGGAGAAGCAGGGCACGUGCAA   ::::::::.::.:: :.: ACUCACGUGCCUUGUUUGUUCCCleavage pacid=37164775 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1

95 116 UGGAGAAGCAGGGCACGUGCAA   ...::::.:::.:::::. UGUUGUGUGCUCUGUUUCUCUUCleavage pacid=37150843 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1
390 411 UGGAGAAGCAGGGCACGUGCAA   ..:::: :::::::::.: ACAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142426 locus=Phvul.010G079200 ID=Phvul.010G079200.1.v2.1 annot-version=v2.1
390 411 UGGAGAAGCAGGGCACGUGCAA   ..:::: :::::::::.: ACAUGCGUGGCCUGCUUCUUCCCleavage pacid=37142427 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1
237 258 UGGAGAAGCAGGGCACGUGCAA : ::.:::...::::: ::.:GUUCAUGUGUUUUGCUUGUCUACleavage pacid=37158153 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1
230 251 UGGAGAAGCAGGGCACGUGCAA:: : ::: ..::::::.:.::UUACUCGUUUUCUGCUUUUUCACleavage pacid=37166830 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
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210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
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49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1
3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1

372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1
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879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1
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1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
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372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
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526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
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876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1
1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
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2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1
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Do not distribute

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
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1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1
998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1
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151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
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1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
526 546 UGGAGAAGCAGGGCACGUGCA::::.::::..::: :::... UGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
220 240 UGGAGAAGCAGGGCACGUGCA  :::::::.::::::::   ACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

1359 1379 UGGAGAAGCAGGGCACGUGCA::::: :: ::: :::::::. UGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1415 1435 UGGAGAAGCAGGGCACGUGCA::. .:::..:::.::.:.:: UGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1237 1257 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1208 1228 UGGAGAAGCAGGGCACGUGCA::. :::::: ::.::::..: UGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

238 257 UGGAGAAGCAGGGCACGUGCA ::::::::::: :::::.: CGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
182 202 UGGAGAAGCAGGGCACGUGCA :.:.:::: :: .::::::: GGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
210 230 UGGAGAAGCAGGGCACGUGCA :::::::::: ::::: ... AGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1
676 696 UGGAGAAGCAGGGCACGUGCA:::. : :...:::::::.:: UGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1

1409 1429 UGGAGAAGCAGGGCACGUGCA:::  ::::..:::::: ::: UGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
480 500 UGGAGAAGCAGGGCACGUGCA:::: :: ..::::::: ::: UGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
876 896 UGGAGAAGCAGGGCACGUGCA::::  :::.: ::::::.:: UGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1302 1321 UGGAGAAGCAGGGCACGUGCA :::.:::::.:: :::::.: AGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1139 1159 UGGAGAAGCAGGGCACGUGCA:::::  :::::::::: ..: UGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

998 1018 UGGAGAAGCAGGGCACGUGCA::.: : ::..:::::::..: UGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
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564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175990 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1
564 584 UGGAGAAGCAGGGCACGUGCA : :::::::.:::::: :. CGAACGUGCCUUGCUUCGCUCCleavage pacid=37175989 locus=Phvul.002G017700 ID=Phvul.002G017700.1.v2.1 annot-version=v2.1

78 97 UGGAGAAGCAGGGCACGUGCA::::.:: .:.:::::.::.: UGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
49 69 UGGAGAAGCAGGGCACGUGCA :.:: ::..:: :::::.:: GGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3477 3497 UGGAGAAGCAGGGCACGUGCA    .::::::::.: ::::: GGGCUGUGCCCUGUUGCUCCACleavage pacid=37172497 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1
372 392 UGGAGAAGCAGGGCACGUGCA ::.. :::::::.: ::::. AGCGUUUGCCCUGUUCCUCCGCleavage pacid=37172123 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1
304 324 UGGAGAAGCAGGGCACGUGCA    :::::.::: ::::.:: UCUCCGUGCUCUGGUUCUUCACleavage pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1

2017 2037 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146120 locus=Phvul.003G056900 ID=Phvul.003G056900.1.v2.1 annot-version=v2.1
1749 1769 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146121 locus=Phvul.003G056900 ID=Phvul.003G056900.2.v2.1 annot-version=v2.1

151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158982 locus=Phvul.008G017200 ID=Phvul.008G017200.1.v2.1 annot-version=v2.1
151 171 UGGAGAAGCAGGGCACGUGCA  :.: :::.:::::::::  GCCGCUUGCUCUGCUUCUCGUCleavage pacid=37158983 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1

1700 1720 UGGAGAAGCAGGGCACGUGCA :::.:: .:.:::::. ::: GGCAUGUCUCUUGCUUUCCCACleavage pacid=37146122 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1
1369 1389 UGGAGAAGCAGGGCACGUGCA :::. :::::::  :::::: CGCAUCUGCCCUGGCUCUCCACleavage pacid=37164660 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1

775 795 UGGAGAAGCAGGGCACGUGCA :. ::::.. :::::::::. AGUUCGUGUUGUGCUUCUCCGTranslation pacid=37151850 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1
1011 1031 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174268 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1

879 899 UGGAGAAGCAGGGCACGUGCA :.::: :: :::.:::::.. AGUACGGGCACUGUUUCUCUGCleavage pacid=37174267 locus=Phvul.L002444 ID=Phvul.L002444.1.v2.1 annot-version=v2.1
772 792 UGGAGAAGCAGGGCACGUGCA :..: ::::.::.:::: :: AGUGCAUGCCUUGUUUCUGCACleavage pacid=37157783 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1
525 546 UGGAGAAGCAGGGCACGUGCAA ::::.::::..::: :::...AUGCAUGUGCUUUGCCUCUUUGCleavage pacid=37142215 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1
675 696 UGGAGAAGCAGGGCACGUGCAA::::. : :...:::::::.::UUGCGAGGGUUUUGCUUCUUCACleavage pacid=37151606 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1
219 240 UGGAGAAGCAGGGCACGUGCAA   :::::::.::::::::   AACCACGUGCUCUGCUUCUGAUCleavage pacid=37151582 locus=Phvul.009G217000 ID=Phvul.009G217000.1.v2.1 annot-version=v2.1

77 97 UGGAGAAGCAGGGCACGUGCAA:::::.:: .:.:::::.::.:UUGCAUGU-UCUUGCUUUUCUACleavage pacid=37167516 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1
1358 1379 UGGAGAAGCAGGGCACGUGCAA ::::: :: ::: :::::::.CUGCACUUGGCCUUCUUCUCCGCleavage pacid=37158695 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1
1414 1435 UGGAGAAGCAGGGCACGUGCAA ::. .:::..:::.::.:.::CUGUUUGUGUUCUGUUUUUUCACleavage pacid=37148775 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1
1236 1257 UGGAGAAGCAGGGCACGUGCAA ::. :::::: ::.::::..:AUGUUCGUGCCAUGUUUCUUUATranslation pacid=37170809 locus=Phvul.001G193000 ID=Phvul.001G193000.3.v2.1 annot-version=v2.1
1207 1228 UGGAGAAGCAGGGCACGUGCAA ::. :::::: ::.::::..:AUGUUCGUGCCAUGUUUCUUUATranslation pacid=37170810 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1

784 805 UGGAGAAGCAGGGCACGUGCAA:: ::::::..: : ::::.::UUCCACGUGUUCGGGUUCUUCATranslation pacid=37151389 locus=Phvul.009G167700 ID=Phvul.009G167700.2.v2.1 annot-version=v2.1
237 257 UGGAGAAGCAGGGCACGUGCAA  ::::::::::: :::::.: ACGCACGUGCCCU-CUUCUUCUCleavage pacid=37148412 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCAA:::::: : : :::::::::::UUGCACCU-CACUGCUUCUCCACleavage pacid=37174307 locus=Phvul.L003746 ID=Phvul.L003746.2.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCAA:::::: : : :::::::::::UUGCACCU-CACUGCUUCUCCACleavage pacid=37174306 locus=Phvul.L003746 ID=Phvul.L003746.1.v2.1 annot-version=v2.1
181 202 UGGAGAAGCAGGGCACGUGCAA  :.:.:::: :: .:::::::CGGUAUGUGCACUCUUUCUCCACleavage pacid=37150067 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1
209 230 UGGAGAAGCAGGGCACGUGCAA  :::::::::: ::::: ...AAGCACGUGCCCGGCUUCAUUGTranslation pacid=37162348 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1

1408 1429 UGGAGAAGCAGGGCACGUGCAA :::  ::::..:::::: :::CUGCUGGUGCUUUGCUUCCCCACleavage pacid=37177090 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1
479 500 UGGAGAAGCAGGGCACGUGCAA :::: :: ..::::::: :::CUGCAAGUUUUCUGCUUCACCACleavage pacid=37176429 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1
875 896 UGGAGAAGCAGGGCACGUGCAA ::::  :::.: ::::::.::GUGCAGUUGCUCAGCUUCUUCATranslation pacid=37175432 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1

1301 1321 UGGAGAAGCAGGGCACGUGCAA  :::.:::::.:: :::::.:CAGCAUGUGCCUUG-UUCUCUACleavage pacid=37156653 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1
1222 1243 UGGAGAAGCAGGGCACGUGCAA   :. :::.:.:::::.: ::AACCGGGUGUCUUGCUUUUACACleavage pacid=37171893 locus=Phvul.006G067900 ID=Phvul.006G067900.1.v2.1 annot-version=v2.1
1138 1159 UGGAGAAGCAGGGCACGUGCAA :::::  :::::::::: ..:CUGCACUGGCCCUGCUUCAUUACleavage pacid=37169988 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1

997 1018 UGGAGAAGCAGGGCACGUGCAA ::.: : ::..:::::::..:CUGUAGGAGCUUUGCUUCUUUACleavage pacid=37174983 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1
48 69 UGGAGAAGCAGGGCACGUGCAA: :.:: ::..:: :::::.::UGGUACAUGUUCUUCUUCUUCACleavage pacid=37142223 locus=Phvul.010G115000 ID=Phvul.010G115000.1.v2.1 annot-version=v2.1
48 69 UGGAGAAGCAGGGCACGUGCAA: :.:: ::..:: :::::.::UGGUACAUGUUCUUCUUCUUCACleavage pacid=37142224 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1

3461 3482 UGGAGAAGCAGGGCACGUGCAA:: .:. ::: .::::::::.:UUCUAUCUGCGUUGCUUCUCUACleavage pacid=37177587 locus=Phvul.002G157000 ID=Phvul.002G157000.1.v2.1 annot-version=v2.1
890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1

Page 3154 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
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1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
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819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
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331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
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3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1
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393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1
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890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1
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4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1

Page 3162 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
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444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
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1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
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210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1
67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1

2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
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2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
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Do not distribute

501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
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Do not distribute

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1
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729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
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1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
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894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
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1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
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420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

890 911 UGGAGAAGCA-GGGCACGUGCA::::: ::::: ::::::::: UGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
273 293 UGGAGAAGCAGGGCACGUGCA::...:::. :::::::::. UGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
894 914 UGGAGAAGCAGGGCACGUGCA::::.:::.: ::.::.::. UGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
81 100 UGGAGAAGCAGGGCACGUGCA::::.::::: ::::::::. UGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
210 229 UGGAGAAGCAGGGCACGUGCA:::::::::::: .:::::. UGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1

67 88 UGGAGAAGCAGGGCACG-UGCA:::: ::::...::::::::. UGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2692 2712 UGGAGAAGCAGGGCACGUGCA::::. ::.:::::::: :. UGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1441 1461 UGGAGAAGCAGGGCACGUGCA::: .:::.. :::::.:.:: UGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1

393 413 UGGAGAAGCAGGGCACGUGCA::. .:::...::.::::..: UGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
1867 1887 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1
1795 1815 UGGAGAAGCAGGGCACGUGCA::.:. ::: ::::::.::.. UGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1
2809 2829 UGGAGAAGCAGGGCACGUGCA ::::::::::  .::.::: GGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

639 659 UGGAGAAGCAGGGCACGUGCA   :::::..:::.:::::  UAGACGUGUUCUGUUUCUCGCCleavage pacid=37152022 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146852 locus=Phvul.003G100200 ID=Phvul.003G100200.1.v2.1 annot-version=v2.1
1429 1450 UGGAGAAGCAGGGCAC-GUGCA::: : :::::.::.::.::.:UGCUCAGUGCCUUGUUUUUCUACleavage pacid=37146853 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1
1946 1966 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176499 locus=Phvul.002G262600 ID=Phvul.002G262600.1.v2.1 annot-version=v2.1
1712 1732 UGGAGAAGCAGGGCACGUGCA::::  ::::::::::. :: UGCAGUUGCCCUGCUUUGCCUCleavage pacid=37176498 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1
4127 4147 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175689 locus=Phvul.002G299004 ID=Phvul.002G299004.1.v2.1 annot-version=v2.1
3713 3733 UGGAGAAGCAGGGCACGUGCA  ::.:::::.: ::::::  ACCAUGUGCCUUCCUUCUCAUCleavage pacid=37175691 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1
2142 2165 UGGAGAAGCAGGGC---ACGUGCA ::::::   ::.:::::::: ::GGCACGUCCCGCUCUGCUUCUGCACleavage pacid=37164781 locus=Phvul.007G156200 ID=Phvul.007G156200.1.v2.1 annot-version=v2.1

729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177699 locus=Phvul.002G006400 ID=Phvul.002G006400.1.v2.1 annot-version=v2.1
729 749 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177698 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1

1576 1596 UGGAGAAGCAGGGCACGUGCA: : : :::.. :.::::::: UUCUCUUGCUUGGUUUCUCCATranslation pacid=37153092 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1
549 569 UGGAGAAGCAGGGCACGUGCA :::.:::.::: :: ::..: AGCAUGUGUCCUCCUCCUUUACleavage pacid=37177700 locus=Phvul.002G006400 ID=Phvul.002G006400.2.v2.1 annot-version=v2.1
444 464 UGGAGAAGCAGGGCACGUGCA  ::.::::: :::::.::  GACAUGUGCCAUGCUUUUCAGTranslation pacid=37160747 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1
449 469 UGGAGAAGCAGGGCACGUGCA :::.::::.:: :::.:. : AGCAUGUGCUCUACUUUUUAACleavage pacid=37166363 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1
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417 437 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1
1075 1095 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165608 locus=Phvul.007G157500 ID=Phvul.007G157500.2.v2.1 annot-version=v2.1

331 351 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1
989 1009 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165610 locus=Phvul.007G157500 ID=Phvul.007G157500.1.v2.1 annot-version=v2.1

1100 1120 UGGAGAAGCAGGGCACGUGCA  ::::::.::::.:: ::  AACACGUGUCCUGUUUGUCGCCleavage pacid=37147019 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1
99 119 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1

977 997 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165612 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1
278 298 UGGAGAAGCAGGGCACGUGCA::::: : :::::.::.:.. UGCACCUCCCCUGUUUUUUUCCleavage pacid=37174067 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1
249 269 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
907 927 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165609 locus=Phvul.007G157500 ID=Phvul.007G157500.3.v2.1 annot-version=v2.1
420 440 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
161 181 UGGAGAAGCAGGGCACGUGCA :::::::.:.::  :::.:. AGCACGUGUCUUGGCUCUUCGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
819 839 UGGAGAAGCAGGGCACGUGCA   ::::::..::.: :::.. ACAACGUGCUUUGUUGCUCUGCleavage pacid=37165611 locus=Phvul.007G157500 ID=Phvul.007G157500.4.v2.1 annot-version=v2.1
285 305 UGGAGAAGCAGGGCACGUGCA::: : ::::::::::: .: UGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1
501 521 UGGAGAAGCAGGGCACGUGCA :::.:::::.::. ::: .: AGCAUGUGCCUUGUAUCUGUACleavage pacid=37177981 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1
611 631 UGGAGAAGCAGGGCACGUGCA:::: :: ...:::::::.: UGCAAGUCUUUUGCUUCUUCUCleavage pacid=37159020 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1
205 225 UGGAGAAGCAGGGCACGUGCA :::.::::.:: . :::.:: AGCAUGUGCUCUUUCUCUUCACleavage pacid=37159999 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1
179 200 UGGAGAAGCAGGG-CACGUGCA  :::::: :::::.:::::. ACCACGUGACCCUGUUUCUCUUCleavage pacid=37145750 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1

4269 4289 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4266 4286 UGGAGAAGCAGGGCACGUGCA:: :: :: ::::::::: :: UGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
1610 1630 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162281 locus=Phvul.004G088300 ID=Phvul.004G088300.1.v2.1 annot-version=v2.1
1571 1591 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162283 locus=Phvul.004G088300 ID=Phvul.004G088300.3.v2.1 annot-version=v2.1
1531 1551 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162282 locus=Phvul.004G088300 ID=Phvul.004G088300.2.v2.1 annot-version=v2.1
3830 3850 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2950 2970 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2890 2910 UGGAGAAGCAGGGCACGUGCA::. .: :..:::.::.:::: UGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
3661 3681 UGGAGAAGCAGGGCACGUGCA:: :: ::..:::.::::... UGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
1224 1244 UGGAGAAGCAGGGCACGUGCA::::  ::: .:::::.:::. UGCAGCUGCAUUGCUUUUCCGCleavage pacid=37162284 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1

66 88 UGGAGAAGCAGGGCACG-UGCAA::::: ::::...::::::::. UUGCAACGUGUUUUGCUUCUCUCCleavage pacid=37171583 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1
2691 2712 UGGAGAAGCAGGGCACGUGCAA:::::. ::.:::::::: :. UUGCAUCUGUCCUGCUUCACUUCleavage pacid=37159281 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1
1866 1887 UGGAGAAGCAGGGCACGUGCAA:::.:. ::: ::::::.::..UUGUAUUUGCACUGCUUUUCUGCleavage pacid=37173827 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1

889 911 UGGAGAAGCA-GGGCACGUGCAA ::::: ::::: ::::::::: AUGCACCUGCCCCUGCUUCUCCUTranslation pacid=37148958 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1
1794 1815 UGGAGAAGCAGGGCACGUGCAA:::.:. ::: ::::::.::..UUGUAUUUGCACUGCUUUUCUGCleavage pacid=37173828 locus=Phvul.006G091100 ID=Phvul.006G091100.1.v2.1 annot-version=v2.1

272 293 UGGAGAAGCAGGGCACGUGCAA ::...:::. :::::::::. CUGUGUGUGUGCUGCUUCUCUUCleavage pacid=37174751 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1
893 914 UGGAGAAGCAGGGCACGUGCAA ::::.:::.: ::.::.::. CUGCAUGUGUCGUGUUUUUCUCTranslation pacid=37153107 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1

80 100 UGGAGAAGCAGGGCACGUGCAA ::::.::::: ::::::::. CUGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148324 locus=Phvul.003G181900 ID=Phvul.003G181900.1.v2.1 annot-version=v2.1
80 100 UGGAGAAGCAGGGCACGUGCAA ::::.::::: ::::::::. CUGCAUGUGCC-UGCUUCUCUUTranslation pacid=37148325 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1

209 229 UGGAGAAGCAGGGCACGUGCAA :::::::::::: .:::::. CUGCACGUGCCCU-UUUCUCUCCleavage pacid=37144591 locus=Phvul.003G121200 ID=Phvul.003G121200.1.v2.1 annot-version=v2.1
209 229 UGGAGAAGCAGGGCACGUGCAA :::::::::::: .:::::. CUGCACGUGCCCU-UUUCUCUCCleavage pacid=37144592 locus=Phvul.003G121200 ID=Phvul.003G121200.2.v2.1 annot-version=v2.1
419 440 UGGAGAAGCAGGGCACGUGCAA:::: : ::::::::::: .: UUGCUCCUGCCCUGCUUCGUCUCleavage pacid=37153288 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1
284 305 UGGAGAAGCAGGGCACGUGCAA:::: : ::::::::::: .: UUGCUCCUGCCCUGCUUCGUCUCleavage pacid=37152887 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1

4268 4289 UGGAGAAGCAGGGCACGUGCAA::: :: :: ::::::::: ::UUGAACAUGACCUGCUUCUGCACleavage pacid=37157932 locus=Phvul.008G072300 ID=Phvul.008G072300.1.v2.1 annot-version=v2.1
4265 4286 UGGAGAAGCAGGGCACGUGCAA::: :: :: ::::::::: ::UUGAACAUGACCUGCUUCUGCACleavage pacid=37157933 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1
3829 3850 UGGAGAAGCAGGGCACGUGCAA::: :: ::..:::.::::...UUGAACAUGUUCUGUUUCUUUGCleavage pacid=37151424 locus=Phvul.009G201600 ID=Phvul.009G201600.1.v2.1 annot-version=v2.1
2949 2970 UGGAGAAGCAGGGCACGUGCAA:::. .: :..:::.::.::::UUGUUUGGGUUCUGUUUUUCCACleavage pacid=37153732 locus=Phvul.005G155100 ID=Phvul.005G155100.1.v2.1 annot-version=v2.1
2889 2910 UGGAGAAGCAGGGCACGUGCAA:::. .: :..:::.::.::::UUGUUUGGGUUCUGUUUUUCCACleavage pacid=37153734 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1
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3660 3681 UGGAGAAGCAGGGCACGUGCAA::: :: ::..:::.::::...UUGAACAUGUUCUGUUUCUUUGCleavage pacid=37151425 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1
2779 2800 UGGAGAAGCAGGGCACGUGCAA:::. .: :..:::.::.::::UUGUUUGGGUUCUGUUUUUCCACleavage pacid=37153733 locus=Phvul.005G155100 ID=Phvul.005G155100.2.v2.1 annot-version=v2.1
2112 2133 UGGAGAAGCAGGGCACGUGCAA::: .. :::::::.::::: :UUGGGUCUGCCCUGUUUCUCAACleavage pacid=37150436 locus=Phvul.009G114400 ID=Phvul.009G114400.1.v2.1 annot-version=v2.1

604 625 UGGAGAAGCAGGGCACGUGCAA:::::. : . :::.:::::::UUGCAUCUCUGCUGUUUCUCCACleavage pacid=37145343 locus=Phvul.003G240100 ID=Phvul.003G240100.1.v2.1 annot-version=v2.1
1105 1126 UGGAGAAGCAGGGCACGUGCAA:::: . ::.:.: ::::::::UUGCUUUUGUCUUUCUUCUCCACleavage pacid=37176151 locus=Phvul.002G283000 ID=Phvul.002G283000.3.v2.1 annot-version=v2.1
1105 1126 UGGAGAAGCAGGGCACGUGCAA:::: . ::.:.: ::::::::UUGCUUUUGUCUUUCUUCUCCACleavage pacid=37176149 locus=Phvul.002G283000 ID=Phvul.002G283000.1.v2.1 annot-version=v2.1
1095 1116 UGGAGAAGCAGGGCACGUGCAA:::: . ::.:.: ::::::::UUGCUUUUGUCUUUCUUCUCCACleavage pacid=37176150 locus=Phvul.002G283000 ID=Phvul.002G283000.2.v2.1 annot-version=v2.1
3835 3856 UGGAGAAGCAGGGCACGUGCAA:: : :::::::::.::.:.  UUUCUCGUGCCCUGUUUUUUAGCleavage pacid=37147754 locus=Phvul.003G170100 ID=Phvul.003G170100.1.v2.1 annot-version=v2.1

817 837 UGGAGAAGCAGGGCACGUGCAA::::: ::::..:: ::::.::UUGCA-GUGCUUUGAUUCUUCACleavage pacid=37156011 locus=Phvul.011G173600 ID=Phvul.011G173600.1.v2.1 annot-version=v2.1
375 395 UGGAGAAGCAGGGCACGUGCAA:::::: :: ..:::::::.::UUGCAC-UGGUUUGCUUCUUCACleavage pacid=37146956 locus=Phvul.003G283500 ID=Phvul.003G283500.1.v2.1 annot-version=v2.1

1440 1461 UGGAGAAGCAGGGCACGUGCAA ::: .:::.. :::::.:.::GUGCUUGUGUUAUGCUUUUUCATranslation pacid=37165600 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1
2808 2829 UGGAGAAGCAGGGCACGUGCAA: ::::::::::  .::.::: UGGCACGUGCCCCUUUUUUCCCTranslation pacid=37146293 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1

392 413 UGGAGAAGCAGGGCACGUGCAA ::. .:::...::.::::..:GUGUCUGUGUUUUGUUUCUUUACleavage pacid=37167850 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1
530 551 UGGAGAAGCAGGGCACGUGCAA:: :..:::::: :.::.::. UUCCGUGUGCCCAGUUUUUCUUTranslation pacid=37170327 locus=Phvul.001G243500 ID=Phvul.001G243500.2.v2.1 annot-version=v2.1

1601 1623 UGGAG-AAGCAGGGCACGUGCAA:: ::.:: .::::::: :::::UUCCAUGUUUCCUGCUUACUCCACleavage pacid=37171893 locus=Phvul.006G067900 ID=Phvul.006G067900.1.v2.1 annot-version=v2.1
121 142 UGGAGAAGCAGGGCACGUGCAA:: ::.::: ::::: :::.: UUCCAUGUGACCUGCAUCUUCCCleavage pacid=37159307 locus=Phvul.008G140600 ID=Phvul.008G140600.1.v2.1 annot-version=v2.1
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Do not distribute

Multiplicity peptideName locusName Pfam Panther KOG
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.003G189000 Phvul.003G189000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.009G186000 Phvul.009G186000 PF02365 PTHR31744,PTHR31744:SF70
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
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Do not distribute

1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.005G074500 Phvul.005G074500 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.011G160400 Phvul.011G160400 PF02365 PTHR31744,PTHR31744:SF220
1 Phvul.005G055400 Phvul.005G055400 PF02365 PTHR31744,PTHR31744:SF50
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
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Do not distribute

1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
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Do not distribute

1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
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Do not distribute

1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.006G169300 Phvul.006G169300 PF00657 PTHR22835,PTHR22835:SF1770
1 Phvul.007G164800 Phvul.007G164800 0 PTHR33448,PTHR33448:SF40
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.011G065700 Phvul.011G065700 PF01073 PTHR10366,PTHR10366:SF3230
1 Phvul.004G172600 Phvul.004G172600 PF13578 PTHR10509,PTHR10509:SF29KOG1663
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
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Do not distribute

1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
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Do not distribute

1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
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Do not distribute

1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.006G086200 Phvul.006G086200 0 PTHR32133 0
1 Phvul.010G128500 Phvul.010G128500 PF01699 PTHR12266,PTHR12266:SF9KOG2399
1 Phvul.010G089100 Phvul.010G089100 PF03634 PTHR31072,PTHR31072:SF100
1 Phvul.002G325300 Phvul.002G325300 PF03033,PF04101PTHR21015,PTHR21015:SF220
1 Phvul.004G139200 Phvul.004G139200 PF13355 PTHR33925,PTHR33925:SF20
1 Phvul.005G001200 Phvul.005G001200 PF00657 PTHR22835,PTHR22835:SF2070
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.008G147100 Phvul.008G147100 0 0 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
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Do not distribute

1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
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Do not distribute

1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
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Do not distribute

1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
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Do not distribute

1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
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Do not distribute

1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
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Do not distribute

1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
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Do not distribute

1 Phvul.005G087600 Phvul.005G087600 0 PTHR34379,PTHR34379:SF20
1 Phvul.009G130000 Phvul.009G130000 PF01486,PF00319PTHR11945,PTHR11945:SF97KOG0014
1 Phvul.011G108000 Phvul.011G108000 PF08241 PTHR10108,PTHR10108:SF9140
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.007G083500 Phvul.007G083500 0 PTHR36319,PTHR36319:SF10
1 Phvul.011G079800 Phvul.011G079800 PF00046,PF08670,PF01852PTHR24326,PTHR24326:SF2790
1 Phvul.011G054900 Phvul.011G054900 PF01695,PF00439PTHR23069 0
1 Phvul.008G077800 Phvul.008G077800 PF01657,PF07714PTHR27002 KOG1187
1 Phvul.011G110300 Phvul.011G110300 0 PTHR34056,PTHR34056:SF30
1 Phvul.008G077700 Phvul.008G077700 PF01657 PTHR32099 0
1 Phvul.005G005200 Phvul.005G005200 PF00571,PF00654PTHR11689,PTHR11689:SF770
1 Phvul.002G073200 Phvul.002G073200 PF00892 PTHR31218,PTHR31218:SF64KOG4510
1 Phvul.002G073100 Phvul.002G073100 PF00892 PTHR31218,PTHR31218:SF64KOG4510
1 Phvul.002G073100 Phvul.002G073100 PF00892 PTHR31218,PTHR31218:SF64KOG4510
1 Phvul.008G277800 Phvul.008G277800 PF00132,PF06426PTHR23416,PTHR23416:SF56KOG4750
1 Phvul.003G067000 Phvul.003G067000 0 PTHR34222,PTHR34222:SF20
1 Phvul.001G240500 Phvul.001G240500 PF00153 PTHR24089,PTHR24089:SF351KOG0769
1 Phvul.008G061000 Phvul.008G061000 PF04851,PF08880,PF00271PTHR10799,PTHR10799:SF5770
1 Phvul.003G246400 Phvul.003G246400 PF07719,PF00515,PF00160PTHR11071,PTHR11071:SF259KOG0546
1 Phvul.009G132000 Phvul.009G132000 PF03141 PTHR10108,PTHR10108:SF7840
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
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Do not distribute

1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
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Do not distribute

1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
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Do not distribute

1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
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Do not distribute

1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
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Do not distribute

1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
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Do not distribute

1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
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Do not distribute

1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
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Do not distribute

1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20

Page 3199 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
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Do not distribute

1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
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Do not distribute

1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.001G038000 Phvul.001G038000 PF01843 PTHR13140,PTHR13140:SF3040
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.008G032900 Phvul.008G032900 PF07897,PF16135,PF16136PTHR31413,PTHR31413:SF40
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.007G105700 Phvul.007G105700 PF13837,PF00696PTHR21499,PTHR21499:SF280
1 Phvul.011G046800 Phvul.011G046800 PF00083 PTHR23500,PTHR23500:SF109KOG0254
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G102900 Phvul.006G102900 PF06886 PTHR31358,PTHR31358:SF40
1 Phvul.006G023000 Phvul.006G023000 PF00657 PTHR22835,PTHR22835:SF1310
1 Phvul.004G099100 Phvul.004G099100 PF08263,PF00560,PF13855PTHR27004,PTHR27004:SF27KOG0472
1 Phvul.002G157300 Phvul.002G157300 PF03479 PTHR31500,PTHR31500:SF90
1 Phvul.009G146400 Phvul.009G146400 PF03360 PTHR10896,PTHR10896:SF20KOG1476
1 Phvul.006G093600 Phvul.006G093600 PF00026 PTHR13683,PTHR13683:SF268KOG1339
1 Phvul.001G151600 Phvul.001G151600 0 PTHR34798,PTHR34798:SF10
1 Phvul.009G244600 Phvul.009G244600 PF08263,PF00560,PF00069PTHR27000 KOG1187
1 Phvul.009G121200 Phvul.009G121200 PF02493,PF01504PTHR23086,PTHR23086:SF33KOG0229
1 Phvul.009G121200 Phvul.009G121200 PF02493,PF01504PTHR23086,PTHR23086:SF33KOG0229
1 Phvul.007G156900 Phvul.007G156900 0 PTHR33981,PTHR33981:SF30
1 Phvul.007G157000 Phvul.007G157000 0 PTHR33981,PTHR33981:SF30
1 Phvul.008G159000 Phvul.008G159000 PF10250 PTHR31741,PTHR31741:SF50
1 Phvul.007G231200 Phvul.007G231200 PF07650,PF00189PTHR11760,PTHR11760:SF22KOG3181
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.004G037600 Phvul.004G037600 PF00560,PF00069PTHR27000,PTHR27000:SF205KOG1187
1 Phvul.005G114000 Phvul.005G114000 PF05634 PTHR10388,PTHR10388:SF200
1 Phvul.001G031000 Phvul.001G031000 PF08880,PF08879PTHR31602,PTHR31602:SF20
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.004G041500 Phvul.004G041500 PF02005 PTHR10631 0
1 Phvul.002G105200 Phvul.002G105200 PF00026 PTHR13683,PTHR13683:SF232KOG1339
1 Phvul.007G084000 Phvul.007G084000 PF00230 PTHR19139,PTHR19139:SF102KOG0223
1 Phvul.009G119100 Phvul.009G119100 PF13386 PTHR33876,PTHR33876:SF10
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.010G079200 Phvul.010G079200 PF04690 PTHR31675,PTHR31675:SF00
1 Phvul.008G127800 Phvul.008G127800 0 0 0
1 Phvul.007G029900 Phvul.007G029900 PF00560,PF08263,PF07714PTHR27008,PTHR27008:SF44KOG1187
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
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Do not distribute

1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
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Do not distribute

1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
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Do not distribute

1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
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Do not distribute

1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
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Do not distribute

1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
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Do not distribute

1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
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Do not distribute

1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
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Do not distribute

1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
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Do not distribute

1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
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Do not distribute

1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
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Do not distribute

1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0

Page 3213 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
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Do not distribute

1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.002G017700 Phvul.002G017700 PF00069 PTHR27001,PTHR27001:SF1100
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.006G154900 Phvul.006G154900 0 PTHR33739,PTHR33739:SF50
1 Phvul.006G047000 Phvul.006G047000 PF02922,PF00128,PF02806PTHR10357,PTHR10357:SF1190
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.008G017200 Phvul.008G017200 PF00282 PTHR11999,PTHR11999:SF5KOG1383
1 Phvul.003G056900 Phvul.003G056900 0 PTHR37243 0
1 Phvul.007G106300 Phvul.007G106300 PF00067 PTHR24298,PTHR24298:SF121KOG0156
1 Phvul.009G034400 Phvul.009G034400 PF16913 PTHR31376,PTHR31376:SF10
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.L002444 Phvul.L002444 0 PTHR33401 0
1 Phvul.008G070000 Phvul.008G070000 PF01988 PTHR31851,PTHR31851:SF4KOG4473
1 Phvul.010G156200 Phvul.010G156200 PF00487 PTHR11351,PTHR11351:SF2KOG1600
1 Phvul.009G160200 Phvul.009G160200 PF13414 PTHR16193 0
1 Phvul.009G217000 Phvul.009G217000 PF04783,PF04782PTHR21450,PTHR21450:SF210
1 Phvul.007G022500 Phvul.007G022500 PF00111 PTHR19370,PTHR19370:SF1240
1 Phvul.008G043500 Phvul.008G043500 PF00847 PTHR32467,PTHR32467:SF270
1 Phvul.009G079400 Phvul.009G079400 PF05254 PTHR21329 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.001G193000 Phvul.001G193000 0 PTHR36064 0
1 Phvul.009G167700 Phvul.009G167700 PF13193,PF00501PTHR24096,PTHR24096:SF251KOG1176
1 Phvul.003G154400 Phvul.003G154400 PF12854,PF14432,PF13041,PF01535PTHR24015,PTHR24015:SF1200
1 Phvul.L003746 Phvul.L003746 PF01823 PTHR33199,PTHR33199:SF20
1 Phvul.L003746 Phvul.L003746 PF01823 PTHR33199,PTHR33199:SF20
1 Phvul.009G030200 Phvul.009G030200 PF08241 PTHR10108,PTHR10108:SF7020
1 Phvul.004G166100 Phvul.004G166100 PF00578 PTHR10430 KOG0541
1 Phvul.002G119600 Phvul.002G119600 PF11443 PTHR31373,PTHR31373:SF00
1 Phvul.002G150800 Phvul.002G150800 PF00155 PTHR11751,PTHR11751:SF3730
1 Phvul.002G271400 Phvul.002G271400 PF00266 PTHR11601,PTHR11601:SF240
1 Phvul.011G166200 Phvul.011G166200 PF10559,PF00344PTHR10906 0
2 Phvul.006G067900 Phvul.006G067900 PF01699 PTHR31503,PTHR31503:SF9KOG1397
1 Phvul.001G110100 Phvul.001G110100 0 PTHR11122,PTHR11122:SF18KOG1594
1 Phvul.002G037500 Phvul.002G037500 0 PTHR17130 0
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.010G115000 Phvul.010G115000 PF00400,PF12234PTHR13950,PTHR13950:SF90
1 Phvul.002G157000 Phvul.002G157000 PF08372,PF00168PTHR10024,PTHR10024:SF2250
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
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Do not distribute

1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
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Do not distribute

1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810

Page 3217 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
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Do not distribute

2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
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Do not distribute

1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
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Do not distribute

1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
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Do not distribute

1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
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Do not distribute

1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
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Do not distribute

2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
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Do not distribute

1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
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Do not distribute

1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
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Do not distribute

1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
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Do not distribute

1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
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Do not distribute

1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
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Do not distribute

1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
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Do not distribute

1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
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Do not distribute

1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
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Do not distribute

1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
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Do not distribute

1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
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Do not distribute

1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.009G007300 Phvul.009G007300 0 PTHR35993 0
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.003G100200 Phvul.003G100200 PF04851,PF00271,PF14619PTHR10799,PTHR10799:SF7830
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G262600 Phvul.002G262600 PF00168,PF00514PTHR23315,PTHR23315:SF660
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.002G299004 Phvul.002G299004 PF01137,PF05189PTHR11096,PTHR11096:SF10
1 Phvul.007G156200 Phvul.007G156200 PF00010 PTHR12565,PTHR12565:SF860
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
2 Phvul.005G001000 Phvul.005G001000 PF03552 PTHR13301,PTHR13301:SF620
1 Phvul.002G006400 Phvul.002G006400 PF13920 PTHR10044,PTHR10044:SF133KOG4172
1 Phvul.008G243700 Phvul.008G243700 PF01764 PTHR21493,PTHR21493:SF20
1 Phvul.007G201400 Phvul.007G201400 PF03789,PF05920,PF03790,PF03791PTHR11850,PTHR11850:SF102KOG0773
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Do not distribute

2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.003G181600 Phvul.003G181600 PF13639 PTHR22763,PTHR22763:SF50
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.006G164800 Phvul.006G164800 PF04765 PTHR12956,PTHR12956:SF130
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
2 Phvul.007G157500 Phvul.007G157500 0 PTHR24320,PTHR24320:SF810
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.002G116800 Phvul.002G116800 PF10181 PTHR15231,PTHR15231:SF1KOG4551
1 Phvul.008G103100 Phvul.008G103100 PF00249,PF14379PTHR31314,PTHR31314:SF170
1 Phvul.008G075300 Phvul.008G075300 0 PTHR33601,PTHR33601:SF10
1 Phvul.003G262800 Phvul.003G262800 PF02519 PTHR31374,PTHR31374:SF350
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.004G088300 Phvul.004G088300 0 PTHR36319,PTHR36319:SF10
1 Phvul.006G075600 Phvul.006G075600 PF00141 PTHR31388,PTHR31388:SF200
1 Phvul.008G284900 Phvul.008G284900 PF08801 PTHR13405,PTHR13405:SF110
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.009G222600 Phvul.009G222600 PF04043,PF01095PTHR31707,PTHR31707:SF30
1 Phvul.006G091100 Phvul.006G091100 PF00571,PF16561PTHR13780,PTHR13780:SF54KOG1764
1 Phvul.002G106900 Phvul.002G106900 PF04783,PF04782PTHR21450,PTHR21450:SF230
1 Phvul.005G099500 Phvul.005G099500 PF02469 PTHR32077,PTHR32077:SF60
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G181900 Phvul.003G181900 PF00010 PTHR12565,PTHR12565:SF1530
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.003G121200 Phvul.003G121200 PF03151 PTHR11132,PTHR11132:SF800
1 Phvul.005G059700 Phvul.005G059700 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.005G059500 Phvul.005G059500 PF00141 PTHR31235,PTHR31235:SF550
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.008G072300 Phvul.008G072300 PF00931 PTHR23155,PTHR23155:SF590KOG4658
1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
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Do not distribute

1 Phvul.009G201600 Phvul.009G201600 PF00122,PF12710,PF16212PTHR24092,PTHR24092:SF700
1 Phvul.005G155100 Phvul.005G155100 PF00564,PF02042PTHR32002,PTHR32002:SF70
1 Phvul.009G114400 Phvul.009G114400 PF00069 PTHR27000,PTHR27000:SF224KOG1187
1 Phvul.003G240100 Phvul.003G240100 PF12710,PF00122PTHR24093,PTHR24093:SF2720
1 Phvul.002G283000 Phvul.002G283000 PF12627,PF01743PTHR13734,PTHR13734:SF470
1 Phvul.002G283000 Phvul.002G283000 PF12627,PF01743PTHR13734,PTHR13734:SF470
1 Phvul.002G283000 Phvul.002G283000 PF12627,PF01743PTHR13734,PTHR13734:SF470
1 Phvul.003G170100 Phvul.003G170100 PF00862,PF05116,PF00534PTHR12526,PTHR12526:SF334KOG0853
1 Phvul.011G173600 Phvul.011G173600 PF01535,PF13041PTHR24015,PTHR24015:SF4230
1 Phvul.003G283500 Phvul.003G283500 PF07297 PTHR15039,PTHR15039:SF11KOG3488
1 Phvul.007G163400 Phvul.007G163400 PF00632 PTHR11254,PTHR11254:SF3500
1 Phvul.003G037500 Phvul.003G037500 PF00454 PTHR15245,PTHR15245:SF11KOG2381
1 Phvul.001G266600 Phvul.001G266600 PF00464 PTHR11680,PTHR11680:SF110
1 Phvul.001G243500 Phvul.001G243500 PF00069 PTHR27003,PTHR27003:SF102KOG1187
2 Phvul.006G067900 Phvul.006G067900 PF01699 PTHR31503,PTHR31503:SF9KOG1397
1 Phvul.008G140600 Phvul.008G140600 PF00201 PTHR11926,PTHR11926:SF1890
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Do not distribute

KEGG KOG GO Best-hit-arabi-namearabi-symbol
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G61430.1 ANAC100,ATNAC5,NAC100
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
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Do not distribute

0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT5G53950.1 ANAC098,ATCUC2,CUC2
0 0 GO:0006355,GO:0003677AT1G56010.2 anac021,ANAC022,NAC1

3.1.1.3 0 GO:0016788 AT1G29670.1 0
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Do not distribute

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
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Do not distribute

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
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Do not distribute

4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
3.1.1.3 0 GO:0016788 AT1G29670.1 0

0 0 0 AT2G37100.1 0
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6
4.1.1.35 K08678 GO:0055114,GO:0016616,GO:0006694,GO:0003854AT2G28760.3 UXS6

0 K00588 GO:0008171 AT4G26220.1 0
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
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Do not distribute

0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
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Do not distribute

0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0

Page 3244 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 0 0
0 K13754 GO:0055085,GO:0016021AT1G54115.1 ATCCX4,CCX4
0 0 0 AT2G45680.1 0

2.4.1.227 K02563 GO:0030259,GO:0016758,GO:0005975AT1G73740.1 0
0 0 0 AT3G19180.1 ARC6H,ATCDP1,CDP1,PARC6

3.1.1.3 0 GO:0016788 AT1G33811.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 0 0 AT5G40600.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
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0 K13354 0 AT2G39970.1 0
3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
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0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
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0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
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5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN
0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
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0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF
2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2

0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI

Page 3250 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0

Page 3251 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

0 0 0 0 0
0 K09264 GO:0006355,GO:0005634,GO:0003700,GO:0046983,GO:0003677AT5G20240.1 PI
0 0 GO:0008168,GO:0008152AT2G16030.1 0
0 0 GO:0005524,GO:0005515AT1G05910.1 0
0 K12124 0 AT1G22770.1 FB,GI
0 K12124 0 AT1G22770.1 FB,GI
0 K09338 GO:0003677,GO:0008289AT5G60690.1 IFL,IFL1,REV
0 0 GO:0005524,GO:0005515AT1G05910.1 0

2.7.11.1 0 GO:0006468,GO:0004672AT4G05200.1 CRK25
0 0 0 AT4G28100.1 0
0 0 0 AT4G05200.1 CRK25
0 0 GO:0055085,GO:0016020,GO:0006821,GO:0005247AT1G55620.2 ATCLC-F,CLC-F,CLCF
0 0 GO:0016021,GO:0016020,GO:0022857AT5G40240.1 0
0 0 GO:0016021,GO:0016020,GO:0022857AT5G40240.1 0
0 0 GO:0016021,GO:0016020,GO:0022857AT5G40240.1 0

2.3.1.30 K00640 GO:0009001,GO:0006535,GO:0005737AT3G13110.1 ATSERAT2;2,SAT-1,SAT-A,SAT-M,SAT3,SERAT2;2
0 0 0 0 0
0 K13354 0 AT2G39970.1 0

3.6.4.12 K11647 GO:0016787,GO:0005524,GO:0003677,GO:0006355,GO:0005634AT2G46020.2 ATBRM,BRM,CHA2,CHR2
5.2.1.8 K05864 GO:0005515,GO:0006457,GO:0003755,GO:0000413AT2G15790.1 CYP40,SQN

0 0 GO:0008168 AT5G64030.1 0
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
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Do not distribute

0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I
3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0

0 0 GO:0007165 AT3G29575.3 AFP3
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
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Do not distribute

0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7
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Do not distribute

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
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Do not distribute

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0
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Do not distribute

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
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Do not distribute

0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
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Do not distribute

0 0 0 AT2G37570.1 SLT1
2.7.4.22 K09903 0 AT3G10030.1 0

0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3
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Do not distribute

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1
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Do not distribute

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
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Do not distribute

3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
3.1.1.3 0 GO:0016788 AT4G26790.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1

2.7.4.22 K09903 0 AT3G10030.1 0
0 0 0 AT3G02250.1 0
0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 0 AT3G04630.1 WDL1
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Do not distribute

0 0 0 AT3G04630.1 WDL1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0
0 0 0 AT4G33200.1 ATXI-I,XI-15,XI-I

3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0
0 0 GO:0007165 AT3G29575.3 AFP3

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.4.22 K09903 0 AT3G10030.1 0

0 0 GO:0055085,GO:0022857,GO:0016021AT3G18830.1 ATPLT5,ATPMT5,PMT5
0 0 0 AT3G04630.1 WDL1
0 0 0 AT3G04630.1 WDL1

3.1.1.3 0 GO:0016788 AT4G26790.1 0
2.7.11.1 0 GO:0005515 AT1G47890.1 AtRLP7,RLP7

0 0 0 AT1G63470.1 0
2.4.2.24 0 GO:0016020,GO:0015018AT1G27600.2 I9H,IRX9-L
3.4.23.12 0 GO:0006508,GO:0004190AT1G03220.1 0

0 0 0 AT3G63180.1 ATTKL,TKL
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT4G20140.1 GSO1
2.7.1.68 K00889 GO:0046488,GO:0016307AT1G77740.1 PIP5K2
2.7.1.68 K00889 GO:0046488,GO:0016307AT1G77740.1 PIP5K2

0 0 0 AT2G37570.1 SLT1
0 0 0 AT2G37570.1 SLT1
0 0 0 AT3G02250.1 0
0 K02985 GO:0003723 AT5G35530.1 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2
2.7.11.1 0 GO:0005515,GO:0006468,GO:0005524,GO:0004672AT3G02130.1 RPK2,TOAD2

0 0 GO:0003723 AT3G21740.1 APO4
0 0 GO:0006355,GO:0005634,GO:0005524,GO:0032502,GO:0006351AT2G22840.1 AtGRF1,GRF1

2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
2.1.1.216 K00555 GO:0008033,GO:0004809,GO:0003723AT5G15810.1 0
3.4.23.12 0 GO:0006508,GO:0004190AT2G17760.1 0

0 K09874 GO:0016020,GO:0006810,GO:0005215AT4G10380.1 NIP5;1,NLM6,NLM8
0 0 0 AT2G16800.1 0
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 GO:0007275 AT2G45190.1 AFO,FIL,YAB1
0 0 0 0 0

2.7.11.1 0 GO:0005515,GO:0006468,GO:0004672AT1G68400.1 0
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
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Do not distribute

1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1
0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
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Do not distribute

0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
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Do not distribute

0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
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Do not distribute

0 0 0 AT5G13210.1 0
2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1
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Do not distribute

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
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Do not distribute

0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
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Do not distribute

2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS
0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
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Do not distribute

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
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Do not distribute

0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
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Do not distribute

0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1
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Do not distribute

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
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Do not distribute

0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT2G34670.2 0
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 0 AT4G30700.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G17270.1 0
0 0 0 AT5G13210.1 0

2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1

Page 3275 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT4G02630.1 0

0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 0 AT3G23590.1 MED33A,RFR1

2.4.1.18 K00700 GO:0005975,GO:0004553,GO:0043169,GO:0003824AT3G20440.2 BE1,EMB2729
2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1

0 0 0 AT4G18470.1 SNI1
0 0 0 AT4G18470.1 SNI1

4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1
4.1.2.27 0 GO:0030170,GO:0019752,GO:0016831AT1G27980.1 ATDPL1,DPL1

0 0 0 AT4G18470.1 SNI1
1.14.13.152 0 GO:0055114,GO:0020037,GO:0016705,GO:0005506AT2G45550.1 CYP76C4

0 0 GO:0016021,GO:0005215AT1G28230.1 ATPUP1,PUP1
0 0 0 AT2G33390.1 0
0 0 0 AT2G33390.1 0
0 0 0 AT2G01770.1 ATVIT1,VIT1
0 K00507 GO:0006629 AT3G15850.1 ADS3,FAD5,FADB,JB67
0 0 0 AT5G17270.1 0
0 0 0 AT2G34670.2 0
0 K02639 GO:0051536,GO:0009055AT2G27510.1 ATFD3,FD3
0 0 GO:0006355,GO:0003700,GO:0007275AT3G54320.1 ASML1,ATWRI1,WRI,WRI1
0 K17968 0 AT4G33100.1 0
0 0 0 AT5G06240.1 emb2735
0 0 0 AT5G06240.1 emb2735
0 0 GO:0008152,GO:0003824AT5G63380.1 0
0 0 0 AT4G30700.1 0
0 0 0 AT1G14780.1 0
0 0 0 AT1G14780.1 0

2.1.1.163 0 GO:0008168,GO:0008152AT1G78140.1 0
1.11.1.15 0 GO:0055114,GO:0016491,GO:0016209AT1G65980.1 TPX1

0 0 0 AT5G13210.1 0
2.3.2.2,2.6.1.4,2.6.1.2,2.6.1.44K14272 GO:0030170,GO:0009058AT1G70580.2 AOAT2,GGT2
2.8.1.7,4.4.1.16 0 0 AT1G08490.1 ATCPNIFS,ATNFS2,ATSUFS,CPNIFS,SUFS

0 K10956 GO:0016020,GO:0015031AT2G34250.1 0
0 K07300 GO:0055085,GO:0016021AT2G38170.3 ATCAX1,CAX1,RCI4
0 0 0 AT1G64770.1 NDF2,NDH45
0 0 0 AT5G17170.1 ENH1
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT2G46560.1 0
0 0 GO:0005515 AT4G11610.1 0

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
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Do not distribute

0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
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Do not distribute

0 0 0 AT1G22770.1 FB,GI
3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0

0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
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Do not distribute

1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
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Do not distribute

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
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Do not distribute

6.5.1.4 0 GO:0006396 AT5G22100.1 0
0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
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Do not distribute

2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4
0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI
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Do not distribute

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
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Do not distribute

0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
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Do not distribute

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
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Do not distribute

0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
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Do not distribute

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
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Do not distribute

0 0 0 AT3G17430.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0

0 K14300 0 AT2G05120.1 0
6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
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Do not distribute

0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
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Do not distribute

2.4.1.198 K03858 GO:0017176 AT4G35530.1 0
0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
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Do not distribute

6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
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Do not distribute

0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
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Do not distribute

0 0 0 AT1G09020.1 ATSNF4,SNF4
2.7.1.67 0 GO:0016773 AT1G26270.1 0

0 0 0 AT1G76405.2 0
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
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Do not distribute

0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
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Do not distribute

0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2

1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
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1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0

6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4

0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT1G09020.1 ATSNF4,SNF4

2.7.1.67 0 GO:0016773 AT1G26270.1 0
0 0 0 AT1G76405.2 0

3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD
3.6.4.12 0 GO:0016787,GO:0005524,GO:0003677,GO:0042393AT2G28290.1 CHR3,SYD

0 0 GO:0005515 AT2G22125.1 CSI1
0 0 GO:0005515 AT2G22125.1 CSI1

6.5.1.4 0 GO:0006396 AT5G22100.1 0
6.5.1.4 0 GO:0006396 AT5G22100.1 0

0 0 GO:0046983 AT2G20180.2 PIF1,PIL5
0 0 0 AT2G35330.1 0
0 0 0 AT2G35330.1 0

2.4.1.12 0 GO:0030244,GO:0016760,GO:0016020AT4G24010.1 ATCSLG1,CSLG1
0 0 0 AT2G35330.1 0
0 0 GO:0006629 AT4G16070.1 0
0 0 GO:0003677,GO:0006355,GO:0005634AT1G70510.1 ATK1,KNAT2
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1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
6.3.2.19 0 GO:0008270,GO:0005515AT5G60820.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0

0 0 0 AT5G46220.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.1.1.330 0 0 AT5G02540.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
2.4.1.198 K03858 GO:0017176 AT4G35530.1 0

0 0 0 AT2G01060.1 0
0 0 0 AT3G60890.2 ZPR2
0 K14488 GO:0009733 AT4G34760.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI
0 0 0 AT1G22770.1 FB,GI

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 0 AT1G22770.1 FB,GI

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT5G05340.1 0
0 K14300 0 AT2G05120.1 0
0 0 0 AT1G09020.1 ATSNF4,SNF4

3.1.1.11 K01051 GO:0004857,GO:0042545,GO:0030599,GO:0005618AT4G33230.1 0
0 0 0 AT1G09020.1 ATSNF4,SNF4
0 0 0 AT3G51290.2 0
0 0 0 AT1G03870.1 FLA9
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 GO:0046983 AT5G08130.5 BIM1
0 0 0 AT3G17430.1 0
0 0 0 AT3G17430.1 0

1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0
1.11.1.7 K00430 GO:0055114,GO:0020037,GO:0006979,GO:0004601AT4G33870.1 0

0 0 GO:0043531 AT1G63350.1 0
0 0 GO:0043531 AT1G63350.1 0

3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0
0 0 GO:0005515 AT2G43500.1 0
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3.6.3.1 0 GO:0046872,GO:0000166,GO:0016021,GO:0015914,GO:0005524,GO:0004012,GO:0000287AT1G68710.1 0
0 0 GO:0005515 AT2G43500.1 0

2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT5G49660.1 0
0 0 GO:0046872,GO:0000166AT4G37270.1 ATHMA1,HMA1

2.7.7.19 0 GO:0016779,GO:0006396,GO:0003723AT5G23690.1 0
2.7.7.19 0 GO:0016779,GO:0006396,GO:0003723AT5G23690.1 0
2.7.7.19 0 GO:0016779,GO:0006396,GO:0003723AT5G23690.1 0
2.4.1.14 K00696 GO:0016157,GO:0005985AT5G20280.1 ATSPS1F,SPS1F

0 0 0 AT2G40720.1 0
2.4.1.83 K09658 GO:0030176,GO:0009059AT1G74340.1 0
6.3.2.19 K10590 GO:0004842 AT5G02880.1 UPL4
2.7.1.67 0 GO:0016773 AT1G26270.1 0
2.1.2.1 K00600 GO:0016740 AT4G13930.1 SHM4
2.7.11.1 0 GO:0006468,GO:0005524,GO:0004672AT3G55950.1 ATCRR3,CCR3

0 K07300 GO:0055085,GO:0016021AT2G38170.3 ATCAX1,CAX1,RCI4
2.4.1.218 K08237 GO:0016758,GO:0008152AT4G01070.1 GT72B1,UGT72B1
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arabi-defline ID Annot_deflineIDENTIFIER
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC domain containing protein 100 Phvul.003G189000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.003G189000
NAC domain containing protein 100 Phvul.009G186000PTHR31744:SF7 - NAC DOMAIN-CONTAINING PROTEIN 100-RELATED (1 of 2)Phvul.009G186000
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
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NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.005G074500PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.005G074500
NAC (No Apical Meristem) domain transcriptional regulator superfamily proteinPhvul.011G160400PTHR31744:SF22 - PROTEIN CUP-SHAPED COTYLEDON 1-RELATED (1 of 2)Phvul.011G160400
NAC domain containing protein 1 Phvul.005G055400PTHR31744:SF5 - NAC DOMAIN-CONTAINING PROTEIN 21/22-RELATED (1 of 1)Phvul.005G055400
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
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Do not distribute

protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
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Do not distribute

S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
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Do not distribute

UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G169300PTHR22835//PTHR22835:SF177 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 5)Phvul.006G169300
protamine P1 family protein Phvul.007G164800PTHR33448:SF4 - ARABIDOPSIS THALIANA GENOMIC DNA, CHROMOSOME 5, P1 CLONE:MOK16-RELATED (1 of 2)Phvul.007G164800
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
UDP-XYL synthase 6 Phvul.011G065700PTHR10366//PTHR10366:SF323 - NAD DEPENDENT EPIMERASE/DEHYDRATASE // SUBFAMILY NOT NAMED (1 of 3)Phvul.011G065700
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.004G172600PTHR10509//PTHR10509:SF29 - O-METHYLTRANSFERASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.004G172600
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.005G001200PTHR22835//PTHR22835:SF207 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G001200

0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 0 0 Phvul.006G086200

cation calcium exchanger 4 Phvul.010G128500PTHR12266:SF9 - CATION/CALCIUM EXCHANGER 3-RELATED (1 of 1)Phvul.010G128500
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.005G001200PTHR22835//PTHR22835:SF207 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G001200

0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 0 0 Phvul.006G086200

cation calcium exchanger 4 Phvul.010G128500PTHR12266:SF9 - CATION/CALCIUM EXCHANGER 3-RELATED (1 of 1)Phvul.010G128500
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.005G001200PTHR22835//PTHR22835:SF207 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G001200

0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 0 0 Phvul.006G086200

cation calcium exchanger 4 Phvul.010G128500PTHR12266:SF9 - CATION/CALCIUM EXCHANGER 3-RELATED (1 of 1)Phvul.010G128500
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.005G001200PTHR22835//PTHR22835:SF207 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G001200
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Do not distribute

0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 0 0 Phvul.006G086200

cation calcium exchanger 4 Phvul.010G128500PTHR12266:SF9 - CATION/CALCIUM EXCHANGER 3-RELATED (1 of 1)Phvul.010G128500
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.005G001200PTHR22835//PTHR22835:SF207 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G001200

0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 0 0 Phvul.006G086200

cation calcium exchanger 4 Phvul.010G128500PTHR12266:SF9 - CATION/CALCIUM EXCHANGER 3-RELATED (1 of 1)Phvul.010G128500
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.005G001200PTHR22835//PTHR22835:SF207 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G001200

0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 0 0 Phvul.006G086200

cation calcium exchanger 4 Phvul.010G128500PTHR12266:SF9 - CATION/CALCIUM EXCHANGER 3-RELATED (1 of 1)Phvul.010G128500
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.005G001200PTHR22835//PTHR22835:SF207 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G001200

0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 0 0 Phvul.006G086200

cation calcium exchanger 4 Phvul.010G128500PTHR12266:SF9 - CATION/CALCIUM EXCHANGER 3-RELATED (1 of 1)Phvul.010G128500
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.005G001200PTHR22835//PTHR22835:SF207 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G001200

0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 0 0 Phvul.006G086200

cation calcium exchanger 4 Phvul.010G128500PTHR12266:SF9 - CATION/CALCIUM EXCHANGER 3-RELATED (1 of 1)Phvul.010G128500
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.005G001200PTHR22835//PTHR22835:SF207 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G001200

0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100

Page 3304 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 0 0 Phvul.006G086200

cation calcium exchanger 4 Phvul.010G128500PTHR12266:SF9 - CATION/CALCIUM EXCHANGER 3-RELATED (1 of 1)Phvul.010G128500
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.005G001200PTHR22835//PTHR22835:SF207 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G001200

0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 0 0 Phvul.006G086200

cation calcium exchanger 4 Phvul.010G128500PTHR12266:SF9 - CATION/CALCIUM EXCHANGER 3-RELATED (1 of 1)Phvul.010G128500
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.005G001200PTHR22835//PTHR22835:SF207 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G001200

0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 0 0 Phvul.006G086200

cation calcium exchanger 4 Phvul.010G128500PTHR12266:SF9 - CATION/CALCIUM EXCHANGER 3-RELATED (1 of 1)Phvul.010G128500
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.005G001200PTHR22835//PTHR22835:SF207 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G001200

0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 0 0 Phvul.006G086200

cation calcium exchanger 4 Phvul.010G128500PTHR12266:SF9 - CATION/CALCIUM EXCHANGER 3-RELATED (1 of 1)Phvul.010G128500
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.005G001200PTHR22835//PTHR22835:SF207 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G001200

0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
0 0 0 Phvul.006G086200

cation calcium exchanger 4 Phvul.010G128500PTHR12266:SF9 - CATION/CALCIUM EXCHANGER 3-RELATED (1 of 1)Phvul.010G128500
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.005G001200PTHR22835//PTHR22835:SF207 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.005G001200
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0 Phvul.008G147100PF17035 - Bromodomain extra-terminal - transcription regulation (BET)  (1 of 10)Phvul.008G147100
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TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
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cation calcium exchanger 4 Phvul.010G128500PTHR12266:SF9 - CATION/CALCIUM EXCHANGER 3-RELATED (1 of 1)Phvul.010G128500
TCP family transcription factor Phvul.010G089100PTHR31072:SF10 - TRANSCRIPTION FACTOR TCP9 (1 of 2)Phvul.010G089100
UDP-Glycosyltransferase superfamily protein Phvul.002G3253002.4.1.227 - Undecaprenyldiphospho-muramoylpentapeptide beta-N- acetylglucosaminyltransferase / Undecaprenyl-PP-MurNAc-pentapeptide-UDPGlcNAc GlcNAc transferase (1 of 1)Phvul.002G325300
paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
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paralog of ARC6 Phvul.004G139200PTHR33925:SF2 - PLASTID DIVISION PROTEIN CDP1, CHLOROPLASTIC (1 of 1)Phvul.004G139200
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gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800
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Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
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K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
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0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
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Do not distribute

cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
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peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
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chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
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gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000

0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000
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0 0 0 Phvul.005G087600
K-box region and MADS-box transcription factor family protein Phvul.009G130000PTHR11945:SF97 - FLORAL HOMEOTIC PROTEIN PISTILLATA (1 of 2)Phvul.009G130000
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.011G108000PTHR10108//PTHR10108:SF914 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.011G108000
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
gigantea protein (GI) Phvul.007G083500K12124 - GIGANTEA (GI)  (1 of 2)Phvul.007G083500
Homeobox-leucine zipper family protein / lipid-binding START domain-containing proteinPhvul.011G079800PF08670 - MEKHLA domain (MEKHLA)  (1 of 6)Phvul.011G079800
cell division cycle protein 48-related / CDC48-related Phvul.011G054900PTHR23069 - TAT-BINDING HOMOLOG 7 (1 of 2)Phvul.011G054900
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077800PF01657//PF07714 - Salt stress response/antifungal (Stress-antifung)  // Protein tyrosine kinase (Pkinase_Tyr)  (1 of 40)Phvul.008G077800

0 0 0 Phvul.011G110300
cysteine-rich RLK (RECEPTOR-like protein kinase) 25 Phvul.008G077700PTHR32099 - CYSTEINE-RICH REPEAT SECRETORY PROTEIN (1 of 12)Phvul.008G077700
chloride channel F Phvul.005G005200PTHR11689:SF77 - CHLORIDE CHANNEL PROTEIN CLC-F (1 of 1)Phvul.005G005200
nodulin MtN21 /EamA-like transporter family protein Phvul.002G073200KOG4510 - Permease of the drug/metabolite transporter (DMT) superfamily (1 of 4)Phvul.002G073200
nodulin MtN21 /EamA-like transporter family protein Phvul.002G073100KOG4510 - Permease of the drug/metabolite transporter (DMT) superfamily (1 of 4)Phvul.002G073100
nodulin MtN21 /EamA-like transporter family protein Phvul.002G073100KOG4510 - Permease of the drug/metabolite transporter (DMT) superfamily (1 of 4)Phvul.002G073100
serine acetyltransferase 2;2 Phvul.008G277800PTHR23416:SF56 - SERINE ACETYLTRANSFERASE 1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.008G277800

0 0 0 Phvul.003G067000
Mitochondrial substrate carrier family protein Phvul.001G240500K13354 - solute carrier family 25 (peroxisomal adenine nucleotide transporter), member 17 (SLC25A17, PMP34)  (1 of 2)Phvul.001G240500
transcription regulatory protein SNF2, putative Phvul.008G061000K11647 - SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 2/4 [EC:3.6.4.-] (SMARCA2_4)  (1 of 3)Phvul.008G061000
peptidyl-prolyl cis-trans isomerase / cyclophilin-40 (CYP40) / rotamasePhvul.003G246400K05864 - peptidyl-prolyl isomerase D [EC:5.2.1.8] (PPID, CYPD)  (1 of 2)Phvul.003G246400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G132000PTHR10108:SF784 - METHYLTRANSFERASE PMT24-RELATED (1 of 2)Phvul.009G132000
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
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myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
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Do not distribute

O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
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AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
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NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
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Do not distribute

TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
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Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
0 0 0 Phvul.008G127800

myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
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HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
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Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
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N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
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GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900

Page 3323 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
myosin, putative Phvul.001G038000PTHR13140:SF304 - MYOSIN IA HEAVY CHAIN-RELATED (1 of 6)Phvul.001G038000
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
ABI five binding protein 3 Phvul.008G032900PTHR31413:SF4 - NINJA-FAMILY PROTEIN AFP1-RELATED (1 of 4)Phvul.008G032900
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
aspartate/glutamate/uridylate kinase family protein Phvul.007G105700PTHR21499//PTHR21499:SF28 - ASPARTATE KINASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.007G105700
polyol/monosaccharide transporter 5 Phvul.011G046800PTHR23500:SF109 - POLYOL TRANSPORTER 5 (1 of 5)Phvul.011G046800
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
WVD2-like 1 Phvul.006G102900PTHR31358:SF4 - PROTEIN WAVE-DAMPENED 2-RELATED (1 of 2)Phvul.006G102900
GDSL-like Lipase/Acylhydrolase superfamily protein Phvul.006G023000PTHR22835//PTHR22835:SF131 - ZINC FINGER FYVE DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 1)Phvul.006G023000
receptor like protein 7 Phvul.004G099100PF00560//PF08263//PF13855 - Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  // Leucine rich repeat (LRR_8)  (1 of 49)Phvul.004G099100
AT hook motif DNA-binding family protein Phvul.002G157300PTHR31500:SF9 - AT HOOK MOTIF DNA-BINDING FAMILY PROTEIN (1 of 2)Phvul.002G157300
Nucleotide-diphospho-sugar transferases superfamily proteinPhvul.009G146400PTHR10896:SF20 - GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-GLUCURONOSYLTRANSFERASE I (1 of 1)Phvul.009G146400
Eukaryotic aspartyl protease family protein Phvul.006G093600PTHR13683:SF268 - EUKARYOTIC ASPARTYL PROTEASE FAMILY PROTEIN (1 of 7)Phvul.006G093600
TIC-like Phvul.001G151600PTHR34798:SF1 - TIC-LIKE PROTEIN (1 of 2)Phvul.001G151600
Leucine-rich repeat transmembrane protein kinase Phvul.009G244600PF00069//PF00560//PF08263 - Protein kinase domain (Pkinase)  // Leucine Rich Repeat (LRR_1)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 21)Phvul.009G244600
phosphatidylinositol-4-phosphate 5-kinase 2 Phvul.009G121200PTHR23086:SF33 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 1-RELATED (1 of 3)Phvul.009G121200
phosphatidylinositol-4-phosphate 5-kinase 2 Phvul.009G121200PTHR23086:SF33 - PHOSPHATIDYLINOSITOL 4-PHOSPHATE 5-KINASE 1-RELATED (1 of 3)Phvul.009G121200
HSP20-like chaperones superfamily protein Phvul.007G156900PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G156900
HSP20-like chaperones superfamily protein Phvul.007G157000PTHR33981:SF3 - EXPRESSED PROTEIN (1 of 2)Phvul.007G157000
O-fucosyltransferase family protein Phvul.008G159000PF10250 - GDP-fucose protein O-fucosyltransferase (O-FucT)  (1 of 39)Phvul.008G159000
Ribosomal protein S3 family protein Phvul.007G231200K02985 - small subunit ribosomal protein S3e (RP-S3e, RPS3)  (1 of 3)Phvul.007G231200
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
receptor-like protein kinase 2 Phvul.004G037600PTHR27000:SF205 - LRR RECEPTOR-LIKE SERINE/THREONINE-PROTEIN KINASE RPK2 (1 of 2)Phvul.004G037600
Arabidopsis thaliana protein of unknown function (DUF794)Phvul.005G114000PTHR10388:SF20 - APO PROTEIN 4, MITOCHONDRIAL (1 of 1)Phvul.005G114000
growth-regulating factor 1 Phvul.001G031000PTHR31602:SF2 - GROWTH-REGULATING FACTOR 1-RELATED (1 of 1)Phvul.001G031000
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
N2,N2-dimethylguanosine tRNA methyltransferase Phvul.004G0415002.1.1.216 - tRNA (guanine(26)-N(2))-dimethyltransferase / tRNA (m(2)(2)G(26))dimethyltransferase (1 of 2)Phvul.004G041500
Eukaryotic aspartyl protease family protein Phvul.002G105200PTHR13683:SF232 - ASPARTYL PROTEASE FAMILY PROTEIN (1 of 3)Phvul.002G105200
NOD26-like intrinsic protein 5;1 Phvul.007G084000PTHR19139:SF102 - AQUAPORIN NIP5-1-RELATED (1 of 1)Phvul.007G084000
high-affinity nickel-transport family protein Phvul.009G119100PTHR33876:SF1 - EXPRESSED PROTEIN-RELATED (1 of 2)Phvul.009G119100
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200
Plant-specific transcription factor YABBY family proteinPhvul.010G079200PTHR31675:SF0 - AXIAL REGULATOR YABBY 1-RELATED (1 of 1)Phvul.010G079200

0 0 0 Phvul.008G127800
leucine-rich repeat transmembrane protein kinase family proteinPhvul.007G029900PF00560//PF07714//PF08263 - Leucine Rich Repeat (LRR_1)  // Protein tyrosine kinase (Pkinase_Tyr)  // Leucine rich repeat N-terminal domain (LRRNT_2)  (1 of 14)Phvul.007G029900
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200

Page 3324 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
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transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
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0 0 0 Phvul.L002444
vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
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Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
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Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
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fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
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chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
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negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
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Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500
0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400

embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
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NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
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dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
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embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
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Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
Protein kinase superfamily protein Phvul.002G0177002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.002G017700
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
REF4-related 1 Phvul.006G154900PTHR33739:SF5 - MEDIATOR OF RNA POLYMERASE II TRANSCRIPTION SUBUNIT 33A (1 of 3)Phvul.006G154900
Alpha amylase family protein Phvul.006G047000PTHR10357:SF119 - 1,4-ALPHA-GLUCAN-BRANCHING ENZYME 3, CHLOROPLASTIC/AMYLOPLASTIC (1 of 1)Phvul.006G047000
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
dihydrosphingosine phosphate lyase Phvul.008G0172004.1.2.27 - Sphinganine-1-phosphate aldolase / Sphingosine-1-phosphate lyase (1 of 1)Phvul.008G017200
negative regulator of systemic acquired resistance (SNI1) 0 0 Phvul.003G056900
cytochrome P450, family 76, subfamily C, polypeptide 4Phvul.007G1063001.14.13.152 - Geraniol 8-hydroxylase / G10H (1 of 4)Phvul.007G106300
purine permease 1 Phvul.009G034400PTHR31376:SF1 - PURINE PERMEASE 1-RELATED (1 of 2)Phvul.009G034400

0 0 0 Phvul.L002444
0 0 0 Phvul.L002444

vacuolar iron transporter 1 Phvul.008G070000KOG4473 - Uncharacterized membrane protein (1 of 10)Phvul.008G070000
fatty acid desaturase 5 Phvul.010G156200K00507 - stearoyl-CoA desaturase (delta-9 desaturase) (SCD, desC)  (1 of 1)Phvul.010G156200
Protein prenylyltransferase superfamily protein Phvul.009G160200PF13414 - TPR repeat (TPR_11)  (1 of 76)Phvul.009G160200
Protein of unknown function (DUF630 and DUF632) Phvul.009G217000PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.009G217000
ferredoxin 3 Phvul.007G022500PTHR19370:SF124 - FERREDOXIN-4, CHLOROPLASTIC-RELATED (1 of 1)Phvul.007G022500
Integrase-type DNA-binding superfamily protein Phvul.008G043500PF00847 - AP2 domain (AP2)  (1 of 180)Phvul.008G043500

0 Phvul.009G079400K17968 - TRIAP1/MDM35 family protein (TRIAP1, MDM35)  (1 of 1)Phvul.009G079400
embryo defective 2735 0 0 Phvul.001G193000
embryo defective 2735 0 0 Phvul.001G193000
AMP-dependent synthetase and ligase family protein Phvul.009G167700PTHR24096:SF251 - 4-COUMARATE--COA LIGASE-LIKE 9 (1 of 2)Phvul.009G167700
Pentatricopeptide repeat (PPR) superfamily protein Phvul.003G154400PF01535//PF12854//PF13041//PF14432 - PPR repeat (PPR)  // PPR repeat (PPR_1)  // PPR repeat family (PPR_2)  // DYW family of nucleic acid deaminases (DYW_deaminase)  (1 of 7)Phvul.003G154400
MAC/Perforin domain-containing protein Phvul.L003746PF01823 - MAC/Perforin domain (MACPF)  (1 of 9)Phvul.L003746
MAC/Perforin domain-containing protein Phvul.L003746PF01823 - MAC/Perforin domain (MACPF)  (1 of 9)Phvul.L003746
S-adenosyl-L-methionine-dependent methyltransferases superfamily proteinPhvul.009G030200PTHR10108//PTHR10108:SF702 - METHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.009G030200
thioredoxin-dependent peroxidase 1 Phvul.004G166100PTHR10430 - PEROXIREDOXIN (1 of 4)Phvul.004G166100
Uncharacterised conserved protein UCP015417,  vWA Phvul.002G119600PTHR31373:SF0 - EMB (1 of 1)Phvul.002G119600
alanine-2-oxoglutarate aminotransferase 2 Phvul.002G1508002.6.1.4 - Glycine transaminase / Glycine aminotransferase (1 of 1)Phvul.002G150800
chloroplastic NIFS-like cysteine desulfurase Phvul.002G2714004.4.1.16 - Selenocysteine lyase / Selenocysteine reductase (1 of 2)Phvul.002G271400
SecY protein transport family protein Phvul.011G166200K10956 - protein transport protein SEC61 subunit alpha (SEC61A)  (1 of 3)Phvul.011G166200
cation exchanger 1 Phvul.006G067900K07300 - Ca2+:H+ antiporter (chaA, CAX)  (1 of 6)Phvul.006G067900
NDH-dependent cyclic electron flow 1 Phvul.001G110100PTHR11122:SF18 - NDH-DEPENDENT CYCLIC ELECTRON FLOW 1 (1 of 1)Phvul.001G110100
rubredoxin family protein Phvul.002G037500PTHR17130 - MITOCHONDRIAL OUTER MEMBRANE PROTEIN 25 (1 of 6)Phvul.002G037500
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
transducin family protein / WD-40 repeat family proteinPhvul.010G115000PTHR13950 - RABCONNECTIN-RELATED (1 of 1)Phvul.010G115000
C2 calcium/lipid-binding plant phosphoribosyltransferase family proteinPhvul.002G157000PTHR10024:SF225 - C2 CALCIUM/LIPID-BINDING PLANT PHOSPHORIBOSYLTRANSFERASE FAMILY PROTEIN (1 of 1)Phvul.002G157000
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
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basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
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gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
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NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
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Do not distribute

NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
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RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
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serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300

Page 3343 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60
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Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
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Do not distribute

Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
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NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
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Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
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P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
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Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
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Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
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phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
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RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
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Do not distribute

RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100

Page 3353 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
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FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
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gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
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Do not distribute

Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500

0 0 0 Phvul.009G007300
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
P-loop containing nucleoside triphosphate hydrolases superfamily proteinPhvul.003G100200PTHR10799//PTHR10799:SF783 - SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR OF CHROMATIN SUBFAMILY-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.003G100200
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
binding Phvul.002G262600PTHR23315:SF66 - CELLULOSE SYNTHASE-INTERACTIVE PROTEIN 1 (1 of 2)Phvul.002G262600
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
RNA cyclase family protein Phvul.002G2990046.5.1.4 - RNA 3'-terminal-phosphate cyclase (ATP) / RNA-3'-phosphate cyclase (1 of 2)Phvul.002G299004
phytochrome interacting factor 3-like 5 Phvul.007G156200PTHR12565:SF86 - TRANSCRIPTION FACTOR PIF4-RELATED (1 of 4)Phvul.007G156200
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
cellulose synthase like G1 Phvul.005G001000PTHR13301//PTHR13301:SF62 - X-BOX TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.005G001000
RING/U-box superfamily protein Phvul.002G006400PTHR10044:SF133 - MND1-INTERACTING PROTEIN 1 (1 of 2)Phvul.002G006400
Mono-/di-acylglycerol lipase, N-terminal;Lipase, class 3Phvul.008G243700PTHR21493//PTHR21493:SF2 - CGI-141-RELATED/LIPASE CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 9)Phvul.008G243700
KNOTTED-like from Arabidopsis thaliana 2 Phvul.007G201400PTHR11850//PTHR11850:SF102 - HOMEOBOX PROTEIN TRANSCRIPTION FACTORS // SUBFAMILY NOT NAMED (1 of 2)Phvul.007G201400
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NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
RING/U-box superfamily protein Phvul.003G181600PTHR22763:SF5 - E3 UBIQUITIN-PROTEIN LIGASE CIP8 (1 of 4)Phvul.003G181600
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Protein of unknown function (DUF616) Phvul.006G164800PTHR12956//PTHR12956:SF13 - ALKALINE CERAMIDASE-RELATED // SUBFAMILY NOT NAMED (1 of 2)Phvul.006G164800
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
NAD(P)-binding Rossmann-fold superfamily protein Phvul.007G157500PTHR24320:SF81 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEIN (1 of 5)Phvul.007G157500
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
phosphatidylinositolglycan-related Phvul.002G116800K03858 - phosphatidylinositol glycan, class H (PIGH, GPI15)  (1 of 1)Phvul.002G116800
myb-like HTH transcriptional regulator family protein Phvul.008G103100PF14379 - MYB-CC type transfactor, LHEQLE motif (Myb_CC_LHEQLE)  (1 of 18)Phvul.008G103100
protein binding Phvul.008G075300PTHR33601:SF1 - LITTLE ZIPPER 1 PROTEIN-RELATED (1 of 2)Phvul.008G075300
SAUR-like auxin-responsive protein family Phvul.003G262800PTHR31374:SF35 - AUXIN-INDUCED PROTEIN-RELATED (1 of 2)Phvul.003G262800
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
gigantea protein (GI) Phvul.004G088300K12124 - GIGANTEA (GI)  (1 of 2)Phvul.004G088300
Peroxidase superfamily protein Phvul.006G0756001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.006G075600
Nucleoporin, Nup133/Nup155-like Phvul.008G284900K14300 - nuclear pore complex protein Nup133 (NUP133)  (1 of 1)Phvul.008G284900
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Plant invertase/pectin methylesterase inhibitor superfamilyPhvul.009G222600PTHR31707:SF3 - PECTINESTERASE/PECTINESTERASE INHIBITOR 13-RELATED (1 of 7)Phvul.009G222600
homolog of yeast sucrose nonfermenting 4 Phvul.006G091100PTHR13780:SF54 - SUCROSE NONFERMENTING 4-LIKE PROTEIN (1 of 2)Phvul.006G091100
Protein of unknown function (DUF630) ;Protein of unknown function (DUF632)Phvul.002G106900PF04782 - Protein of unknown function (DUF632) (DUF632)  (1 of 15)Phvul.002G106900
FASCICLIN-like arabinoogalactan 9 Phvul.005G099500PTHR32077:SF6 - FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13-RELATED (1 of 1)Phvul.005G099500
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
basic helix-loop-helix (bHLH) DNA-binding superfamily proteinPhvul.003G181900PTHR12565:SF153 - TRANSCRIPTION FACTOR BIM1 (1 of 1)Phvul.003G181900
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Nucleotide-sugar transporter family protein Phvul.003G121200PTHR11132//PTHR11132:SF80 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMED (1 of 5)Phvul.003G121200
Peroxidase superfamily protein Phvul.005G0597001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059700
Peroxidase superfamily protein Phvul.005G0595001.11.1.7 - Peroxidase / Lactoperoxidase (1 of 96)Phvul.005G059500
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
Disease resistance protein (CC-NBS-LRR class) family Phvul.008G072300PTHR23155//PTHR23155:SF590 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMED (1 of 15)Phvul.008G072300
ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
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ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family proteinPhvul.009G201600K01530 - phospholipid-translocating ATPase (E3.6.3.1)  (1 of 9)Phvul.009G201600
Plant regulator RWP-RK family protein Phvul.005G155100PTHR32002:SF7 - PROTEIN NLP8-RELATED (1 of 2)Phvul.005G155100
Leucine-rich repeat transmembrane protein kinase family proteinPhvul.009G1144002.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinase (1 of 1198)Phvul.009G114400
heavy metal atpase 1 Phvul.003G240100PTHR24093:SF272 - CADMIUM/ZINC-TRANSPORTING ATPASE HMA1, CHLOROPLASTIC-RELATED (1 of 2)Phvul.003G240100
Polynucleotide adenylyltransferase family protein Phvul.002G283000PTHR13734:SF47 - POLYNUCLEOTIDE ADENYLYLTRANSFERASE DOMAIN AND RNA RECOGNITION MOTIF-CONTAINING PROTEIN-RELATED (1 of 2)Phvul.002G283000
Polynucleotide adenylyltransferase family protein Phvul.002G283000PTHR13734:SF47 - POLYNUCLEOTIDE ADENYLYLTRANSFERASE DOMAIN AND RNA RECOGNITION MOTIF-CONTAINING PROTEIN-RELATED (1 of 2)Phvul.002G283000
Polynucleotide adenylyltransferase family protein Phvul.002G283000PTHR13734:SF47 - POLYNUCLEOTIDE ADENYLYLTRANSFERASE DOMAIN AND RNA RECOGNITION MOTIF-CONTAINING PROTEIN-RELATED (1 of 2)Phvul.002G283000
sucrose phosphate synthase 1F Phvul.003G170100PTHR12526//PTHR12526:SF334 - GLYCOSYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 1)Phvul.003G170100
Tetratricopeptide repeat (TPR)-like superfamily proteinPhvul.011G173600PF01535//PF13041 - PPR repeat (PPR)  // PPR repeat family (PPR_2)  (1 of 197)Phvul.011G173600
dolichol phosphate-mannose biosynthesis regulatory protein-relatedPhvul.003G283500K09658 - dolichyl-phosphate mannosyltransferase polypeptide 2, regulatory subunit (DPM2)  (1 of 1)Phvul.003G283500
ubiquitin-protein ligase 4 Phvul.007G163400PTHR11254:SF350 - E3 UBIQUITIN-PROTEIN LIGASE UPL4 (1 of 2)Phvul.007G163400
Phosphatidylinositol 3- and 4-kinase family protein Phvul.003G037500PTHR15245:SF11 - PHOSPHATIDYLINOSITOL 3-KINASE-RELATED PROTEIN KINASE (1 of 2)Phvul.003G037500
serine hydroxymethyltransferase 4 Phvul.001G266600PTHR11680//PTHR11680:SF11 - SERINE HYDROXYMETHYLTRANSFERASE // SUBFAMILY NOT NAMED (1 of 2)Phvul.001G266600
CRINKLY4 related 3 Phvul.001G243500PTHR27003:SF102 - SERINE/THREONINE-PROTEIN KINASE-LIKE PROTEIN CCR3-RELATED (1 of 6)Phvul.001G243500
cation exchanger 1 Phvul.006G067900K07300 - Ca2+:H+ antiporter (chaA, CAX)  (1 of 6)Phvul.006G067900
UDP-Glycosyltransferase superfamily protein Phvul.008G140600PTHR11926:SF189 - UDP-GLYCOSYLTRANSFERASE 72B2-RELATED (1 of 3)Phvul.008G140600
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NAME DESCRIPTION
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
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RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (NAC)transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

Page 3361 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
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Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
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Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
not assigned.not annotated no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.nucleotide sugar biosynthesis.UDP-D-xylose biosynthesis.UDP-D-glucuronic acid decarboxylaseUDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
Cell wall organisation.lignin.monolignol biosynthesis.caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT)caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
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not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
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Do not distribute

not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
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Do not distribute

not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation:calcium cation exchanger (CCX)cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (TCP)transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
Cell cycle organisation.organelle division.plastid division.FtsZ ring placement.assembly regulator (PARC6)PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
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Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
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not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
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not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
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Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
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Do not distribute

Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

Page 3372 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
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not assigned.not annotated no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (MADS/AGL)transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (HD-ZIP III)transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
Protein modification.phosphorylation.TKL protein kinase superfamily.G-Lectin protein kinase families.protein kinase (SD-1)protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
not assigned.annotated (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
Solute transport.carrier-mediated transport.anion channel / anion:proton antiporter (CLC)anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.solute transporter (UmamiT)solute transporter (UmamiT) (original description: pacid=37178271 transcript=Phvul.002G073200.1 locus=Phvul.002G073200 ID=Phvul.002G073200.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.solute transporter (UmamiT)solute transporter (UmamiT) (original description: pacid=37174567 transcript=Phvul.002G073100.2 locus=Phvul.002G073100 ID=Phvul.002G073100.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.solute transporter (UmamiT)solute transporter (UmamiT) (original description: pacid=37174567 transcript=Phvul.002G073100.2 locus=Phvul.002G073100 ID=Phvul.002G073100.2.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.cysteine.serine O-acetyltransferase (SAT)serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
Solute transport.carrier-mediated transport.solute transporter (MTCC)solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
Protein modification.protein folding.protein folding catalyst (Cyclophilin)protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
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Do not distribute

not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
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not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
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not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
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Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
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Do not distribute

Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
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Do not distribute

RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
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Do not distribute

not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
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Do not distribute

Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
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Do not distribute

RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
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not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
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Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcriptional repression.transcriptional co-repressor (AFP/NINJA)transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (Trihelix)transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.MFS superfamily.SP family.polyol/monosaccharide transporter (PLT)polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
Cytoskeleton organisation.microtubular network.microtubule dynamics.microtubule-stabilizing factor (WDL)microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
not assigned.annotated (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
not assigned.annotated (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
Cell wall organisation.hemicellulose.xylan.biosynthesis.xylosyltransferase activities.xylosyltransferase (IRX9)xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.circadian clock system.circadian clock regulator (TIC)circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XI)protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37151870 transcript=Phvul.009G121200.2 locus=Phvul.009G121200 ID=Phvul.009G121200.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4/5-phosphate kinase (PIP5K)phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37151870 transcript=Phvul.009G121200.2 locus=Phvul.009G121200 ID=Phvul.009G121200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
Protein biosynthesis.ribosome biogenesis.small ribosomal subunit (SSU).SSU proteome.component RPS3component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-XV)protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
RNA biosynthesis.transcriptional regulation.GRF-GIF transcription factor complex.component GRFcomponent GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
RNA processing.tRNA modification.methylation.tRNA guanosine-methyltransferase (TRM1)tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Protein homeostasis.proteolysis.aspartic-type peptidase activities.A1-class protease (Pepsin)pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
Solute transport.channels.MIP family.Nodulin-26-like intrinsic protein (NIP)Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.TOC superfamily.transport protein (NiCoT)transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.C2C2 transcription factor superfamily.transcription factor (YABBY)transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
Protein modification.phosphorylation.TKL protein kinase superfamily.protein kinase (LRR-III)protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
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Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
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not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)

Page 3387 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
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Do not distribute

not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
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Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
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Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
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not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
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Do not distribute

External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
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Do not distribute

External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
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Do not distribute

Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
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Do not distribute

Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
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not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
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Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupProbable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
RNA biosynthesis.RNA polymerase II-dependent transcription.MEDIATOR transcription co-activator complex.tail module.component MED5/MED24/MED33component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
Carbohydrate metabolism.starch metabolism.biosynthesis.starch branching enzymestarch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
Lipid metabolism.lipid degradation.sphingolipid degradation.sphingosine-1-phosphate lyasesphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
External stimuli response.pathogen.defense mechanisms.systemic acquired resistance (SAR).regulator protein (SNI1)SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygenGeraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.organic cation transporter (PUP)organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
Nutrient uptake.iron uptake.iron storage.iron transporter (VIT)iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
Lipid metabolism.fatty acid biosynthesis.fatty acid desaturation.delta-7/delta-9 fatty acid desaturase (FAD5/ADS)delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
Photosynthesis.photophosphorylation.linear electron flow.ferredoxin electron carrierferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.arbuscule branching.RAM1-dependent transcription factor (WRI5)RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
Lipid metabolism.glycerolipid biosynthesis.phosphatidylethanolamine.mitochondrial phosphatidylserine decarboxylation pathway.phosphatidylserine-transfer-dependent route.UPS2-Mdm35 phospholipid transfer complex.component Mdm35component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37151389 transcript=Phvul.009G167700.2 locus=Phvul.009G167700 ID=Phvul.009G167700.2.v2.1 annot-version=v2.1) & 4-coumarate--CoA ligase-like 9 OS=Arabidopsis thaliana (sp|q84p23|4cll9_arath : 619.0)
not assigned.annotated (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
not assigned.annotated (original description: pacid=37174307 transcript=Phvul.L003746.2 locus=Phvul.L003746 ID=Phvul.L003746.2.v2.1 annot-version=v2.1) & MACPF domain-containing protein At1g14780 OS=Arabidopsis thaliana (sp|q8l612|macp1_arath : 346.0)
not assigned.annotated (original description: pacid=37174307 transcript=Phvul.L003746.2 locus=Phvul.L003746 ID=Phvul.L003746.2.v2.1 annot-version=v2.1) & MACPF domain-containing protein At1g14780 OS=Arabidopsis thaliana (sp|q8l612|macp1_arath : 346.0)
not assigned.annotated (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
Redox homeostasis.hydrogen peroxide removal.peroxiredoxin activities.type-2 peroxiredoxin (PrxII)type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
Photosynthesis.photorespiration.aminotransferase activities.glutamate-glyoxylate transaminaseglutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
Protein translocation.endoplasmic reticulum.co-translational insertion system.Sec61 subcomplex.subunit alphasubunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation antiporter (CAX)cation antiporter (CAX) (original description: pacid=37171893 transcript=Phvul.006G067900.1 locus=Phvul.006G067900 ID=Phvul.006G067900.1.v2.1 annot-version=v2.1) &
Photosynthesis.photophosphorylation.chlororespiration.NADH dehydrogenase-like (NDH) complex.subcomplex B.component PnsB2/NDF2component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37177587 transcript=Phvul.002G157000.1 locus=Phvul.002G157000 ID=Phvul.002G157000.1.v2.1 annot-version=v2.1) & no description available(sp|q9m2r0|ftip3_arath : 1142.0)
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
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RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
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External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
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not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
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Do not distribute

not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
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not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
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Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
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Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
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not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
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Do not distribute

not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
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not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
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Do not distribute

Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
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Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
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External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
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Do not distribute

Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
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Do not distribute

not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
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Do not distribute

not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
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Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
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Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
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Do not distribute

External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
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Do not distribute

not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Solute transport.porins.outer membrane porin (OEP21)outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Chromatin organisation.chromatin remodeling complexes.ATPase modules.Snf2-like group.chromatin remodeling factor (Snf2)chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
Cell wall organisation.cellulose.cellulose synthase complex (CSC).microtubule-dependent CSC insertion.regulatory protein (CSI)CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
not assigned.annotated (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
External stimuli response.light.red/far red light.transcriptional regulator (PIF)PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.annotated (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
not assigned.annotated (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
not assigned.not annotated no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
RNA biosynthesis.transcriptional regulation.Homeobox  transcription factor superfamily.transcription factor (KNOX)transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
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Do not distribute

not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.not annotated no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
Protein modification.lipidation.glycophosphatidylinositol (GPI) anchor addition.GPI pre-assembly.GPI N-acetylglucosamine transferase complex.component PIG-Hcomponent PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.MYB  transcription factor superfamily.transcription factor (GARP)G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
not assigned.annotated (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.light.UV-A/blue light.zeitlupe-mediated photoperception.regulator protein (GIGANTEA)GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
Protein translocation.nucleus.nucleocytoplasmic transport.nuclear pore complex (NPC).outer ring.scaffold nucleoporin (NUP133)NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
Cell wall organisation.pectin.homogalacturonan.modification and degradation.pectin methylesterasepectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
Multi-process regulation.SnRK1-kinase regulatory system.SnRK1 protein kinase complex.regulatory subunit betagammaregulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
Cell wall organisation.cell wall proteins.hydroxyproline-rich glycoprotein activities.arabinogalactan-protein (AGP) activities.fasciclin-type AGP (FLA)fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
RNA biosynthesis.transcriptional regulation.transcription factor (bHLH)transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.DMT superfamily.NST-TPT group.nucleotide sugar transporter (UAfT)nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
not assigned.annotated (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
not assigned.annotated (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
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Solute transport.primary active transport.P-type ATPase superfamily.P4 family.phospholipid flippase complex.P4-type ATPase component ALAP4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
External stimuli response.symbiont.symbiosis signalling pathway.transcription factor (NIN)transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
Nutrient uptake.nitrogen assimilation.systemic nitrogen signalling.CEP-receptor kinase (CEPR)CEPR systemic nitrogen signalling CEP-receptor kinase (original description: pacid=37150436 transcript=Phvul.009G114400.1 locus=Phvul.009G114400 ID=Phvul.009G114400.1.v2.1 annot-version=v2.1) &
Solute transport.primary active transport.P-type ATPase superfamily.P1 family.P1B-type heavy metal cation-transporting ATPase (HMA)P1B-type heavy metal cation-transporting ATPase (HMA) (original description: pacid=37145343 transcript=Phvul.003G240100.1 locus=Phvul.003G240100 ID=Phvul.003G240100.1.v2.1 annot-version=v2.1) &
not assigned.not annotated no hits & (original description: pacid=37176152 transcript=Phvul.002G283000.4 locus=Phvul.002G283000 ID=Phvul.002G283000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37176152 transcript=Phvul.002G283000.4 locus=Phvul.002G283000 ID=Phvul.002G283000.4.v2.1 annot-version=v2.1)
not assigned.not annotated no hits & (original description: pacid=37176152 transcript=Phvul.002G283000.4 locus=Phvul.002G283000 ID=Phvul.002G283000.4.v2.1 annot-version=v2.1)
Carbohydrate metabolism.sucrose metabolism.biosynthesis.sucrose-phosphate synthasesucrose-phosphate synthase (original description: pacid=37147754 transcript=Phvul.003G170100.1 locus=Phvul.003G170100 ID=Phvul.003G170100.1.v2.1 annot-version=v2.1) &
not assigned.annotated (original description: pacid=37156011 transcript=Phvul.011G173600.1 locus=Phvul.011G173600 ID=Phvul.011G173600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g09040, mitochondrial OS=Arabidopsis thaliana (sp|q9ss83|pp220_arath : 397.0)
Protein modification.glycosylation.N-linked glycosylation.DPMS dolichol-phosphate-mannose synthase complex.membrane-anchor component DPMS2membrane-anchor component DPMS2 of DPMS dolichol-phosphate-mannose synthase complex (original description: pacid=37146956 transcript=Phvul.003G283500.1 locus=Phvul.003G283500 ID=Phvul.003G283500.1.v2.1 annot-version=v2.1) &
Protein homeostasis.ubiquitin-proteasome system.ubiquitin-fold protein conjugation.ubiquitin conjugation (ubiquitylation).ubiquitin-ligase E3 activities.HECT-type E3 ligase activities.monomeric E3 ubiquitin ligase (HECT)monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
Multi-process regulation.phosphoinositide lipid regulatory system.phosphatidylinositol 4/5-phosphate.phosphatidylinositol 4-kinase (PI4K-gamma)phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
Amino acid metabolism.biosynthesis.serine family.glycine.serine hydroxymethyltransferaseserine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing groupPutative serine/threonine-protein kinase-like protein CCR3 OS=Arabidopsis thaliana (sp|q9ly50|accr3_arath : 328.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 89.3) (original description: pacid=37170327 transcript=Phvul.001G243500.2 locus=Phvul.001G243500 ID=Phvul.001G243500.2.v2.1 annot-version=v2.1) &
Solute transport.carrier-mediated transport.CDF superfamily.CaCA family.cation antiporter (CAX)cation antiporter (CAX) (original description: pacid=37171893 transcript=Phvul.006G067900.1 locus=Phvul.006G067900 ID=Phvul.006G067900.1.v2.1 annot-version=v2.1) &
Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferaseHydroquinone glucosyltransferase OS=Rauvolfia serpentina (sp|q9ar73|hqgt_rause : 481.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 410.0) (original description: pacid=37159307 transcript=Phvul.008G140600.1 locus=Phvul.008G140600 ID=Phvul.008G140600.1.v2.1 annot-version=v2.1) &
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transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37145328 transcript=Phvul.003G189000.1 locus=Phvul.003G189000 ID=Phvul.003G189000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37148955 transcript=Phvul.009G186000.1 locus=Phvul.009G186000 ID=Phvul.009G186000.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
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transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37152803 transcript=Phvul.005G074500.1 locus=Phvul.005G074500 ID=Phvul.005G074500.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37156077 transcript=Phvul.011G160400.1 locus=Phvul.011G160400 ID=Phvul.011G160400.1.v2.1 annot-version=v2.1) &
transcription factor (NAC) (original description: pacid=37153832 transcript=Phvul.005G055400.1 locus=Phvul.005G055400 ID=Phvul.005G055400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
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Do not distribute

 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
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caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
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UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
 no hits & (original description: pacid=37164135 transcript=Phvul.007G164800.1 locus=Phvul.007G164800 ID=Phvul.007G164800.1.v2.1 annot-version=v2.1)
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
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 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37173262 transcript=Phvul.006G086200.1 locus=Phvul.006G086200 ID=Phvul.006G086200.1.v2.1 annot-version=v2.1)
cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &
transcription factor (TCP) (original description: pacid=37143823 transcript=Phvul.010G089100.2 locus=Phvul.010G089100 ID=Phvul.010G089100.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176752 transcript=Phvul.002G325300.2 locus=Phvul.002G325300 ID=Phvul.002G325300.2.v2.1 annot-version=v2.1)
PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37157814 transcript=Phvul.008G147100.4 locus=Phvul.008G147100 ID=Phvul.008G147100.4.v2.1 annot-version=v2.1)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
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solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
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 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
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protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)

Page 3432 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
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GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
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 no hits & (original description: pacid=37152409 transcript=Phvul.005G087600.1 locus=Phvul.005G087600 ID=Phvul.005G087600.1.v2.1 annot-version=v2.1)
transcription factor (MADS/AGL) (original description: pacid=37150879 transcript=Phvul.009G130000.1 locus=Phvul.009G130000 ID=Phvul.009G130000.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37155288 transcript=Phvul.011G108000.1 locus=Phvul.011G108000 ID=Phvul.011G108000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
transcription factor (HD-ZIP III) (original description: pacid=37156981 transcript=Phvul.011G079800.1 locus=Phvul.011G079800 ID=Phvul.011G079800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
protein kinase (SD-1) (original description: pacid=37159724 transcript=Phvul.008G077800.1 locus=Phvul.008G077800 ID=Phvul.008G077800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
solute transporter (UmamiT) (original description: pacid=37178271 transcript=Phvul.002G073200.1 locus=Phvul.002G073200 ID=Phvul.002G073200.1.v2.1 annot-version=v2.1) &
solute transporter (UmamiT) (original description: pacid=37174567 transcript=Phvul.002G073100.2 locus=Phvul.002G073100 ID=Phvul.002G073100.2.v2.1 annot-version=v2.1) &
solute transporter (UmamiT) (original description: pacid=37174567 transcript=Phvul.002G073100.2 locus=Phvul.002G073100 ID=Phvul.002G073100.2.v2.1 annot-version=v2.1) &
serine O-acetyltransferase (SAT) (original description: pacid=37158626 transcript=Phvul.008G277800.1 locus=Phvul.008G277800 ID=Phvul.008G277800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37147013 transcript=Phvul.003G067000.1 locus=Phvul.003G067000 ID=Phvul.003G067000.1.v2.1 annot-version=v2.1)
solute transporter (MTCC) (original description: pacid=37170431 transcript=Phvul.001G240500.1 locus=Phvul.001G240500 ID=Phvul.001G240500.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
protein folding catalyst (original description: pacid=37147261 transcript=Phvul.003G246400.1 locus=Phvul.003G246400 ID=Phvul.003G246400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
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Do not distribute

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
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Do not distribute

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
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 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
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Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
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circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
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transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)

Page 3441 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
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protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
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tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
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microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
transcription factor (Trihelix) (original description: pacid=37166116 transcript=Phvul.007G105700.1 locus=Phvul.007G105700 ID=Phvul.007G105700.1.v2.1 annot-version=v2.1) &
polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)
xylosyltransferase (IRX9) (original description: pacid=37150289 transcript=Phvul.009G146400.1 locus=Phvul.009G146400 ID=Phvul.009G146400.1.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37172152 transcript=Phvul.006G093600.1 locus=Phvul.006G093600 ID=Phvul.006G093600.1.v2.1 annot-version=v2.1) &
circadian clock regulator (TIC) (original description: pacid=37169653 transcript=Phvul.001G151600.1 locus=Phvul.001G151600 ID=Phvul.001G151600.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XI) (original description: pacid=37150216 transcript=Phvul.009G244600.1 locus=Phvul.009G244600 ID=Phvul.009G244600.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37151870 transcript=Phvul.009G121200.2 locus=Phvul.009G121200 ID=Phvul.009G121200.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37151870 transcript=Phvul.009G121200.2 locus=Phvul.009G121200 ID=Phvul.009G121200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37164025 transcript=Phvul.007G156900.1 locus=Phvul.007G156900 ID=Phvul.007G156900.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37166494 transcript=Phvul.007G157000.1 locus=Phvul.007G157000 ID=Phvul.007G157000.1.v2.1 annot-version=v2.1)
 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
protein kinase (LRR-XV) (original description: pacid=37163248 transcript=Phvul.004G037600.3 locus=Phvul.004G037600 ID=Phvul.004G037600.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
pepsin-type protease (original description: pacid=37176606 transcript=Phvul.002G105200.1 locus=Phvul.002G105200 ID=Phvul.002G105200.1.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &
transport protein (NiCoT) (original description: pacid=37150843 transcript=Phvul.009G119100.1 locus=Phvul.009G119100 ID=Phvul.009G119100.1.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
transcription factor (YABBY) (original description: pacid=37142427 transcript=Phvul.010G079200.2 locus=Phvul.010G079200 ID=Phvul.010G079200.2.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37158153 transcript=Phvul.008G127800.1 locus=Phvul.008G127800 ID=Phvul.008G127800.1.v2.1 annot-version=v2.1)
protein kinase (LRR-III) (original description: pacid=37166830 transcript=Phvul.007G029900.1 locus=Phvul.007G029900 ID=Phvul.007G029900.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

Page 3446 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
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 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
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Do not distribute

 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
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starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
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delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
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 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
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SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
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RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
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component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
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sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
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 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)

Page 3458 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
starch branching enzyme (original description: pacid=37172123 transcript=Phvul.006G047000.1 locus=Phvul.006G047000 ID=Phvul.006G047000.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
sphingosine-1-phosphate lyase (original description: pacid=37158983 transcript=Phvul.008G017200.2 locus=Phvul.008G017200 ID=Phvul.008G017200.2.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
organic cation transporter (PUP) (original description: pacid=37151850 transcript=Phvul.009G034400.1 locus=Phvul.009G034400 ID=Phvul.009G034400.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37174268 transcript=Phvul.L002444.2 locus=Phvul.L002444 ID=Phvul.L002444.2.v2.1 annot-version=v2.1)
iron transporter (VIT) (original description: pacid=37157783 transcript=Phvul.008G070000.1 locus=Phvul.008G070000 ID=Phvul.008G070000.1.v2.1 annot-version=v2.1) &
delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37151606 transcript=Phvul.009G160200.1 locus=Phvul.009G160200 ID=Phvul.009G160200.1.v2.1 annot-version=v2.1)
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
ferredoxin electron carrier (original description: pacid=37167516 transcript=Phvul.007G022500.3 locus=Phvul.007G022500 ID=Phvul.007G022500.3.v2.1 annot-version=v2.1) &
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37170810 transcript=Phvul.001G193000.4 locus=Phvul.001G193000 ID=Phvul.001G193000.4.v2.1 annot-version=v2.1)
 (original description: pacid=37151389 transcript=Phvul.009G167700.2 locus=Phvul.009G167700 ID=Phvul.009G167700.2.v2.1 annot-version=v2.1) & 4-coumarate--CoA ligase-like 9 OS=Arabidopsis thaliana (sp|q84p23|4cll9_arath : 619.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37174307 transcript=Phvul.L003746.2 locus=Phvul.L003746 ID=Phvul.L003746.2.v2.1 annot-version=v2.1) & MACPF domain-containing protein At1g14780 OS=Arabidopsis thaliana (sp|q8l612|macp1_arath : 346.0)
 (original description: pacid=37174307 transcript=Phvul.L003746.2 locus=Phvul.L003746 ID=Phvul.L003746.2.v2.1 annot-version=v2.1) & MACPF domain-containing protein At1g14780 OS=Arabidopsis thaliana (sp|q8l612|macp1_arath : 346.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
type-2 peroxiredoxin (PrxII) (original description: pacid=37162348 transcript=Phvul.004G166100.1 locus=Phvul.004G166100 ID=Phvul.004G166100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37177090 transcript=Phvul.002G119600.1 locus=Phvul.002G119600 ID=Phvul.002G119600.1.v2.1 annot-version=v2.1)
glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37175432 transcript=Phvul.002G271400.1 locus=Phvul.002G271400 ID=Phvul.002G271400.1.v2.1 annot-version=v2.1)
subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
cation antiporter (CAX) (original description: pacid=37171893 transcript=Phvul.006G067900.1 locus=Phvul.006G067900 ID=Phvul.006G067900.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37174983 transcript=Phvul.002G037500.1 locus=Phvul.002G037500 ID=Phvul.002G037500.1.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37142224 transcript=Phvul.010G115000.2 locus=Phvul.010G115000 ID=Phvul.010G115000.2.v2.1 annot-version=v2.1)
 (original description: pacid=37177587 transcript=Phvul.002G157000.1 locus=Phvul.002G157000 ID=Phvul.002G157000.1.v2.1 annot-version=v2.1) & no description available(sp|q9m2r0|ftip3_arath : 1142.0)
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
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transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

Page 3460 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

Page 3461 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
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 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
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 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
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serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
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pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)

Page 3466 of 3664Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
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 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
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 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
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chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
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nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
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transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
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component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
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 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
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 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
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regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
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fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
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GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
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 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
outer membrane porin (OEP21) (original description: pacid=37152022 transcript=Phvul.009G007300.1 locus=Phvul.009G007300 ID=Phvul.009G007300.1.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 no hits & (original description: pacid=37160747 transcript=Phvul.008G243700.1 locus=Phvul.008G243700 ID=Phvul.008G243700.1.v2.1 annot-version=v2.1)
transcription factor (KNOX) (original description: pacid=37166363 transcript=Phvul.007G201400.1 locus=Phvul.007G201400 ID=Phvul.007G201400.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 no hits & (original description: pacid=37174067 transcript=Phvul.006G164800.1 locus=Phvul.006G164800 ID=Phvul.006G164800.1.v2.1 annot-version=v2.1)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &
G2-like GARP transcription factor (original description: pacid=37159020 transcript=Phvul.008G103100.1 locus=Phvul.008G103100 ID=Phvul.008G103100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37159999 transcript=Phvul.008G075300.1 locus=Phvul.008G075300 ID=Phvul.008G075300.1.v2.1 annot-version=v2.1)
 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
pectin methylesterase (original description: pacid=37148958 transcript=Phvul.009G222600.1 locus=Phvul.009G222600 ID=Phvul.009G222600.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
transcription factor (bHLH) (original description: pacid=37148325 transcript=Phvul.003G181900.2 locus=Phvul.003G181900 ID=Phvul.003G181900.2.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
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P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
transcription factor (NIN) (original description: pacid=37153734 transcript=Phvul.005G155100.3 locus=Phvul.005G155100 ID=Phvul.005G155100.3.v2.1 annot-version=v2.1) &
CEPR systemic nitrogen signalling CEP-receptor kinase (original description: pacid=37150436 transcript=Phvul.009G114400.1 locus=Phvul.009G114400 ID=Phvul.009G114400.1.v2.1 annot-version=v2.1) &
P1B-type heavy metal cation-transporting ATPase (HMA) (original description: pacid=37145343 transcript=Phvul.003G240100.1 locus=Phvul.003G240100 ID=Phvul.003G240100.1.v2.1 annot-version=v2.1) &
 no hits & (original description: pacid=37176152 transcript=Phvul.002G283000.4 locus=Phvul.002G283000 ID=Phvul.002G283000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176152 transcript=Phvul.002G283000.4 locus=Phvul.002G283000 ID=Phvul.002G283000.4.v2.1 annot-version=v2.1)
 no hits & (original description: pacid=37176152 transcript=Phvul.002G283000.4 locus=Phvul.002G283000 ID=Phvul.002G283000.4.v2.1 annot-version=v2.1)
sucrose-phosphate synthase (original description: pacid=37147754 transcript=Phvul.003G170100.1 locus=Phvul.003G170100 ID=Phvul.003G170100.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37156011 transcript=Phvul.011G173600.1 locus=Phvul.011G173600 ID=Phvul.011G173600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g09040, mitochondrial OS=Arabidopsis thaliana (sp|q9ss83|pp220_arath : 397.0)
membrane-anchor component DPMS2 of DPMS dolichol-phosphate-mannose synthase complex (original description: pacid=37146956 transcript=Phvul.003G283500.1 locus=Phvul.003G283500 ID=Phvul.003G283500.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &
serine hydroxymethyltransferase (original description: pacid=37167850 transcript=Phvul.001G266600.1 locus=Phvul.001G266600 ID=Phvul.001G266600.1.v2.1 annot-version=v2.1) &
Putative serine/threonine-protein kinase-like protein CCR3 OS=Arabidopsis thaliana (sp|q9ly50|accr3_arath : 328.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 89.3) (original description: pacid=37170327 transcript=Phvul.001G243500.2 locus=Phvul.001G243500 ID=Phvul.001G243500.2.v2.1 annot-version=v2.1) &
cation antiporter (CAX) (original description: pacid=37171893 transcript=Phvul.006G067900.1 locus=Phvul.006G067900 ID=Phvul.006G067900.1.v2.1 annot-version=v2.1) &
Hydroquinone glucosyltransferase OS=Rauvolfia serpentina (sp|q9ar73|hqgt_rause : 481.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 410.0) (original description: pacid=37159307 transcript=Phvul.008G140600.1 locus=Phvul.008G140600 ID=Phvul.008G140600.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)
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UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
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caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
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UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37171837 transcript=Phvul.006G169300.1 locus=Phvul.006G169300 ID=Phvul.006G169300.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g29670 OS=Arabidopsis thaliana (sp|q9c7n4|gdl15_arath : 282.0)

UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
UDP-D-glucuronic acid decarboxylase (original description: pacid=37157441 transcript=Phvul.011G065700.3 locus=Phvul.011G065700 ID=Phvul.011G065700.3.v2.1 annot-version=v2.1) &
caffeoyl-CoA 3-O-methyltransferase (CCoA-OMT) (original description: pacid=37162989 transcript=Phvul.004G172600.2 locus=Phvul.004G172600 ID=Phvul.004G172600.2.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
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cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
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cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)
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Do not distribute

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

cation:calcium cation exchanger (CCX) (original description: pacid=37143954 transcript=Phvul.010G128500.1 locus=Phvul.010G128500 ID=Phvul.010G128500.1.v2.1 annot-version=v2.1) &

PARC6 plastid division FtsZ assembly regulator (original description: pacid=37161971 transcript=Phvul.004G139200.1 locus=Phvul.004G139200 ID=Phvul.004G139200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37154217 transcript=Phvul.005G001200.1 locus=Phvul.005G001200 ID=Phvul.005G001200.1.v2.1 annot-version=v2.1) & GDSL esterase/lipase At1g33811 OS=Arabidopsis thaliana (sp|q8l5z1|gdl17_arath : 502.0)

GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &
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chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
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 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
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 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
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anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
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GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
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Do not distribute

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37167230 transcript=Phvul.007G083500.2 locus=Phvul.007G083500 ID=Phvul.007G083500.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37156031 transcript=Phvul.011G054900.1 locus=Phvul.011G054900 ID=Phvul.011G054900.1.v2.1 annot-version=v2.1) & ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana (sp|f4iae9|y1591_arath : 1384.0)

 (original description: pacid=37156499 transcript=Phvul.011G110300.1 locus=Phvul.011G110300 ID=Phvul.011G110300.1.v2.1 annot-version=v2.1) & Uncharacterized GPI-anchored protein At4g28100 OS=Arabidopsis thaliana (sp|q9suc9|ugpi7_arath : 356.0)
 (original description: pacid=37160936 transcript=Phvul.008G077700.1 locus=Phvul.008G077700 ID=Phvul.008G077700.1.v2.1 annot-version=v2.1) & Cysteine-rich receptor-like protein kinase 25 OS=Arabidopsis thaliana (sp|q9m0x5|crk25_arath : 146.0)
anion channel / anion:proton antiporter (CLC) (original description: pacid=37154317 transcript=Phvul.005G005200.1 locus=Phvul.005G005200 ID=Phvul.005G005200.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37159472 transcript=Phvul.008G061000.1 locus=Phvul.008G061000 ID=Phvul.008G061000.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37148894 transcript=Phvul.009G132000.1 locus=Phvul.009G132000 ID=Phvul.009G132000.1.v2.1 annot-version=v2.1) & Probable methyltransferase PMT26 OS=Arabidopsis thaliana (sp|q8l7v3|pmtq_arath : 910.0)
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
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Do not distribute

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
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Do not distribute

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
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Do not distribute

 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
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Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
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component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
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Do not distribute

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &
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Do not distribute

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
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tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)

component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
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microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37168048 transcript=Phvul.001G038000.1 locus=Phvul.001G038000 ID=Phvul.001G038000.1.v2.1 annot-version=v2.1) & Myosin-15 OS=Arabidopsis thaliana (sp|q0wpu1|myo15_arath : 357.0)

transcriptional co-repressor (AFP/NINJA) (original description: pacid=37160240 transcript=Phvul.008G032900.1 locus=Phvul.008G032900 ID=Phvul.008G032900.1.v2.1 annot-version=v2.1) &

polyol/monosaccharide transporter (PLT) (original description: pacid=37156602 transcript=Phvul.011G046800.1 locus=Phvul.011G046800 ID=Phvul.011G046800.1.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
microtubule-stabilizing factor (WDL) (original description: pacid=37172717 transcript=Phvul.006G102900.2 locus=Phvul.006G102900 ID=Phvul.006G102900.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37173711 transcript=Phvul.006G023000.2 locus=Phvul.006G023000 ID=Phvul.006G023000.2.v2.1 annot-version=v2.1) & GDSL esterase/lipase At2g42990 OS=Arabidopsis thaliana (sp|q67zi9|gdl48_arath : 413.0)
 (original description: pacid=37162042 transcript=Phvul.004G099100.1 locus=Phvul.004G099100 ID=Phvul.004G099100.1.v2.1 annot-version=v2.1) & Receptor-like protein EIX2 OS=Solanum lycopersicum (sp|q6jn46|eix2_sollc : 491.0)
 (original description: pacid=37175742 transcript=Phvul.002G157300.1 locus=Phvul.002G157300 ID=Phvul.002G157300.1.v2.1 annot-version=v2.1) & AT-hook motif nuclear-localized protein 5 OS=Arabidopsis thaliana (sp|q8gxb3|ahl5_arath : 201.0)

phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37151870 transcript=Phvul.009G121200.2 locus=Phvul.009G121200 ID=Phvul.009G121200.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4/5-phosphate kinase (PIP5K) (original description: pacid=37151870 transcript=Phvul.009G121200.2 locus=Phvul.009G121200 ID=Phvul.009G121200.2.v2.1 annot-version=v2.1) &

 (original description: pacid=37161093 transcript=Phvul.008G159000.1 locus=Phvul.008G159000 ID=Phvul.008G159000.1.v2.1 annot-version=v2.1) & no description available(sp|q4v398|rrt1_arath : 178.0)
component RPS3 of SSU proteome (original description: pacid=37164640 transcript=Phvul.007G231200.1 locus=Phvul.007G231200 ID=Phvul.007G231200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37154385 transcript=Phvul.005G114000.1 locus=Phvul.005G114000 ID=Phvul.005G114000.1.v2.1 annot-version=v2.1) & APO protein 4, mitochondrial OS=Arabidopsis thaliana (sp|q9lsz0|apo4_arath : 369.0)
component GRF of GRF-GIF transcriptional complex (original description: pacid=37169263 transcript=Phvul.001G031000.1 locus=Phvul.001G031000 ID=Phvul.001G031000.1.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &
tRNA guanosine-methyltransferase (TRM1) (original description: pacid=37162701 transcript=Phvul.004G041500.2 locus=Phvul.004G041500 ID=Phvul.004G041500.2.v2.1 annot-version=v2.1) &

Nodulin-26-like intrinsic protein (NIP) (original description: pacid=37164775 transcript=Phvul.007G084000.1 locus=Phvul.007G084000 ID=Phvul.007G084000.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
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glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
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component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
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delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)
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glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &
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 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
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delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &
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subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
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SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
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RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
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component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
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SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &
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 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &
 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)
RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &
component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &
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Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

component MED5/MED24/MED33 of tail module of MEDIATOR transcription co-activator complex (original description: pacid=37172497 transcript=Phvul.006G154900.1 locus=Phvul.006G154900 ID=Phvul.006G154900.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &

SNI1 systemic acquired resistance regulator protein (original description: pacid=37146122 transcript=Phvul.003G056900.3 locus=Phvul.003G056900 ID=Phvul.003G056900.3.v2.1 annot-version=v2.1) &
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

delta-7/delta-9 fatty acid desaturase (original description: pacid=37142215 transcript=Phvul.010G156200.1 locus=Phvul.010G156200 ID=Phvul.010G156200.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37151584 transcript=Phvul.009G217000.3 locus=Phvul.009G217000 ID=Phvul.009G217000.3.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 155.0)

RAM1-dependent transcription factor (WRI5) (original description: pacid=37158695 transcript=Phvul.008G043500.1 locus=Phvul.008G043500 ID=Phvul.008G043500.1.v2.1 annot-version=v2.1) &
component Mdm35 of UPS2-Mdm35 phospholipid transfer complex (original description: pacid=37148775 transcript=Phvul.009G079400.3 locus=Phvul.009G079400 ID=Phvul.009G079400.3.v2.1 annot-version=v2.1) &

 (original description: pacid=37151389 transcript=Phvul.009G167700.2 locus=Phvul.009G167700 ID=Phvul.009G167700.2.v2.1 annot-version=v2.1) & 4-coumarate--CoA ligase-like 9 OS=Arabidopsis thaliana (sp|q84p23|4cll9_arath : 619.0)
 (original description: pacid=37148412 transcript=Phvul.003G154400.1 locus=Phvul.003G154400 ID=Phvul.003G154400.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At4g30700 OS=Arabidopsis thaliana (sp|q9suh6|pp341_arath : 1019.0)
 (original description: pacid=37174307 transcript=Phvul.L003746.2 locus=Phvul.L003746 ID=Phvul.L003746.2.v2.1 annot-version=v2.1) & MACPF domain-containing protein At1g14780 OS=Arabidopsis thaliana (sp|q8l612|macp1_arath : 346.0)
 (original description: pacid=37174307 transcript=Phvul.L003746.2 locus=Phvul.L003746 ID=Phvul.L003746.2.v2.1 annot-version=v2.1) & MACPF domain-containing protein At1g14780 OS=Arabidopsis thaliana (sp|q8l612|macp1_arath : 346.0)
 (original description: pacid=37150067 transcript=Phvul.009G030200.1 locus=Phvul.009G030200 ID=Phvul.009G030200.1.v2.1 annot-version=v2.1) & Uncharacterized methyltransferase At1g78140, chloroplastic OS=Arabidopsis thaliana (sp|q8lbv4|y1814_arath : 425.0)

glutamate-glyoxylate transaminase (original description: pacid=37176429 transcript=Phvul.002G150800.1 locus=Phvul.002G150800 ID=Phvul.002G150800.1.v2.1 annot-version=v2.1) &

subunit alpha of co-translational insertion system Sec61 subcomplex (original description: pacid=37156653 transcript=Phvul.011G166200.1 locus=Phvul.011G166200 ID=Phvul.011G166200.1.v2.1 annot-version=v2.1) &

component PnsB2/NDF2 of NDH subcomplex B (original description: pacid=37169988 transcript=Phvul.001G110100.1 locus=Phvul.001G110100 ID=Phvul.001G110100.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37177587 transcript=Phvul.002G157000.1 locus=Phvul.002G157000 ID=Phvul.002G157000.1.v2.1 annot-version=v2.1) & no description available(sp|q9m2r0|ftip3_arath : 1142.0)

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &
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nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
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GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
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 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
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 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
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 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
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regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
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 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
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 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
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 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
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 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
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chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
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nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
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P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
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component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
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 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
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 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
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regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
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fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
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GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

Page 3539 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &

 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
chromatin remodeling factor (Snf2) (original description: pacid=37146853 transcript=Phvul.003G100200.2 locus=Phvul.003G100200 ID=Phvul.003G100200.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
CSI-type cellulose synthase CSC-interactive protein (original description: pacid=37176498 transcript=Phvul.002G262600.2 locus=Phvul.002G262600 ID=Phvul.002G262600.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
 (original description: pacid=37175691 transcript=Phvul.002G299004.3 locus=Phvul.002G299004 ID=Phvul.002G299004.3.v2.1 annot-version=v2.1) & Probable RNA 3-terminal phosphate cyclase-like protein OS=Arabidopsis thaliana (sp|q9c578|rcl1_arath : 219.0)
PIF red/far-red light perception transcriptional regulator (original description: pacid=37164783 transcript=Phvul.007G156200.3 locus=Phvul.007G156200 ID=Phvul.007G156200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
 (original description: pacid=37153092 transcript=Phvul.005G001000.1 locus=Phvul.005G001000 ID=Phvul.005G001000.1.v2.1 annot-version=v2.1) & Cellulose synthase-like protein G1 OS=Arabidopsis thaliana (sp|q570s7|cslg1_arath : 409.0)
 (original description: pacid=37177698 transcript=Phvul.002G006400.3 locus=Phvul.002G006400 ID=Phvul.002G006400.3.v2.1 annot-version=v2.1) & MND1-interacting protein 1 OS=Arabidopsis thaliana (sp|q8rx22|mip1_arath : 389.0)
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 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37147019 transcript=Phvul.003G181600.1 locus=Phvul.003G181600 ID=Phvul.003G181600.1.v2.1 annot-version=v2.1) & E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum (sp|p0ch30|ring1_goshi : 103.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)

 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37165612 transcript=Phvul.007G157500.5 locus=Phvul.007G157500 ID=Phvul.007G157500.5.v2.1 annot-version=v2.1) & Short-chain dehydrogenase TIC 32, chloroplastic OS=Pisum sativum (sp|q6rvv4|tic32_pea : 207.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
component PIG-H of GPI N-acetylglucosamine transferase complex (original description: pacid=37177981 transcript=Phvul.002G116800.1 locus=Phvul.002G116800 ID=Phvul.002G116800.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37145750 transcript=Phvul.003G262800.1 locus=Phvul.003G262800 ID=Phvul.003G262800.1.v2.1 annot-version=v2.1) & Auxin-responsive protein SAUR50 OS=Arabidopsis thaliana (sp|o65695|sau50_arath : 159.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &
GIGANTEA zeitlupe-mediated photoperception regulator protein (original description: pacid=37162284 transcript=Phvul.004G088300.4 locus=Phvul.004G088300 ID=Phvul.004G088300.4.v2.1 annot-version=v2.1) &
 (original description: pacid=37171583 transcript=Phvul.006G075600.1 locus=Phvul.006G075600 ID=Phvul.006G075600.1.v2.1 annot-version=v2.1) & Cationic peroxidase 1 OS=Arachis hypogaea (sp|p22195|per1_arahy : 381.0)
NUP133 scaffold nucleoporin of nuclear pore complex (original description: pacid=37159281 transcript=Phvul.008G284900.1 locus=Phvul.008G284900 ID=Phvul.008G284900.1.v2.1 annot-version=v2.1) &
regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &

regulatory subunit betagamma of SnRK1 kinase complex (original description: pacid=37173827 transcript=Phvul.006G091100.2 locus=Phvul.006G091100 ID=Phvul.006G091100.2.v2.1 annot-version=v2.1) &
 (original description: pacid=37174751 transcript=Phvul.002G106900.1 locus=Phvul.002G106900 ID=Phvul.002G106900.1.v2.1 annot-version=v2.1) & Nitrate regulatory gene2 protein OS=Arabidopsis thaliana (sp|q93yu8|nrg2_arath : 254.0)
fasciclin-type arabinogalactan protein (original description: pacid=37153107 transcript=Phvul.005G099500.1 locus=Phvul.005G099500 ID=Phvul.005G099500.1.v2.1 annot-version=v2.1) &

nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
nucleotide sugar transporter (UAfT) (original description: pacid=37144593 transcript=Phvul.003G121200.3 locus=Phvul.003G121200 ID=Phvul.003G121200.3.v2.1 annot-version=v2.1) &
 (original description: pacid=37153288 transcript=Phvul.005G059700.1 locus=Phvul.005G059700 ID=Phvul.005G059700.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 290.0)
 (original description: pacid=37152887 transcript=Phvul.005G059500.1 locus=Phvul.005G059500 ID=Phvul.005G059500.1.v2.1 annot-version=v2.1) & Putative Peroxidase 48 OS=Arabidopsis thaliana (sp|o81755|per48_arath : 272.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
 (original description: pacid=37157933 transcript=Phvul.008G072300.2 locus=Phvul.008G072300 ID=Phvul.008G072300.2.v2.1 annot-version=v2.1) & Probable disease resistance protein At4g27220 OS=Arabidopsis thaliana (sp|o81825|drl28_arath : 160.0)
P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

Page 3541 of 3664 Plant, Cell & Environment

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56
57
58
59
60



Do not distribute

P4-type ATPase component ALA of phospholipid flippase complex (original description: pacid=37151425 transcript=Phvul.009G201600.2 locus=Phvul.009G201600 ID=Phvul.009G201600.2.v2.1 annot-version=v2.1) &

CEPR systemic nitrogen signalling CEP-receptor kinase (original description: pacid=37150436 transcript=Phvul.009G114400.1 locus=Phvul.009G114400 ID=Phvul.009G114400.1.v2.1 annot-version=v2.1) &
P1B-type heavy metal cation-transporting ATPase (HMA) (original description: pacid=37145343 transcript=Phvul.003G240100.1 locus=Phvul.003G240100 ID=Phvul.003G240100.1.v2.1 annot-version=v2.1) &

 (original description: pacid=37156011 transcript=Phvul.011G173600.1 locus=Phvul.011G173600 ID=Phvul.011G173600.1.v2.1 annot-version=v2.1) & Pentatricopeptide repeat-containing protein At3g09040, mitochondrial OS=Arabidopsis thaliana (sp|q9ss83|pp220_arath : 397.0)
membrane-anchor component DPMS2 of DPMS dolichol-phosphate-mannose synthase complex (original description: pacid=37146956 transcript=Phvul.003G283500.1 locus=Phvul.003G283500 ID=Phvul.003G283500.1.v2.1 annot-version=v2.1) &
monomeric E3 ubiquitin ligase (HECT) (original description: pacid=37165600 transcript=Phvul.007G163400.1 locus=Phvul.007G163400 ID=Phvul.007G163400.1.v2.1 annot-version=v2.1) &
phosphatidylinositol 4-kinase (PI4K-gamma) (original description: pacid=37146293 transcript=Phvul.003G037500.1 locus=Phvul.003G037500 ID=Phvul.003G037500.1.v2.1 annot-version=v2.1) &

Putative serine/threonine-protein kinase-like protein CCR3 OS=Arabidopsis thaliana (sp|q9ly50|accr3_arath : 328.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 89.3) (original description: pacid=37170327 transcript=Phvul.001G243500.2 locus=Phvul.001G243500 ID=Phvul.001G243500.2.v2.1 annot-version=v2.1) &

Hydroquinone glucosyltransferase OS=Rauvolfia serpentina (sp|q9ar73|hqgt_rause : 481.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 410.0) (original description: pacid=37159307 transcript=Phvul.008G140600.1 locus=Phvul.008G140600 ID=Phvul.008G140600.1.v2.1 annot-version=v2.1) &
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Do not distribute
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
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Do not distribute
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
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Do not distribute

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
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Do not distribute
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
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Do not distribute
Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
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Do not distribute

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
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Do not distribute

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
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Do not distribute

Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
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Do not distribute
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
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Do not distribute

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
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Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &

Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
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Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
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Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &
Probable serine/threonine-protein kinase At1g01540 OS=Arabidopsis thaliana (sp|q3edl4|y1154_arath : 415.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 93.6) (original description: pacid=37175990 transcript=Phvul.002G017700.2 locus=Phvul.002G017700 ID=Phvul.002G017700.2.v2.1 annot-version=v2.1) &

Geraniol 8-hydroxylase OS=Catharanthus roseus (sp|q8vwz7|c76b6_catro : 434.0) & Enzyme classification.EC_1 oxidoreductases.EC_1.14 oxidoreductase acting on paired donor with incorporation or reduction of molecular oxygen(50.1.13 : 325.4) (original description: pacid=37164660 transcript=Phvul.007G106300.1 locus=Phvul.007G106300 ID=Phvul.007G106300.1.v2.1 annot-version=v2.1) &
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Putative serine/threonine-protein kinase-like protein CCR3 OS=Arabidopsis thaliana (sp|q9ly50|accr3_arath : 328.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 89.3) (original description: pacid=37170327 transcript=Phvul.001G243500.2 locus=Phvul.001G243500 ID=Phvul.001G243500.2.v2.1 annot-version=v2.1) &

Hydroquinone glucosyltransferase OS=Rauvolfia serpentina (sp|q9ar73|hqgt_rause : 481.0) & Enzyme classification.EC_2 transferases.EC_2.4 glycosyltransferase(50.2.4 : 410.0) (original description: pacid=37159307 transcript=Phvul.008G140600.1 locus=Phvul.008G140600 ID=Phvul.008G140600.1.v2.1 annot-version=v2.1) &
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Putative serine/threonine-protein kinase-like protein CCR3 OS=Arabidopsis thaliana (sp|q9ly50|accr3_arath : 328.0) & Enzyme classification.EC_2 transferases.EC_2.7 transferase transferring phosphorus-containing group(50.2.7 : 89.3) (original description: pacid=37170327 transcript=Phvul.001G243500.2 locus=Phvul.001G243500 ID=Phvul.001G243500.2.v2.1 annot-version=v2.1) &
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Supplementary Table 4: Primers used for qPCR experiments

cDNA Gene reference no. Function Primer sequence

UBI CV543388 Ubiquitin GAGGATGGTCGCACCCTGGCT

CCCTCCTTGTCCTGAATCTTA

EF1-α GI151368189 Elongation factor 1α CAAGGATCTCAAGCGTGGTTTCG

TGGGAGGTGTGGCAATCAAGC

WRK72 Phvul.003G068700 WRKY72 TF CCATTCCTGGGGCATCTTTG

TGATTGCTTTGGTTGCAGCT
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https://www.ncbi.nlm.nih.gov/nuccore/CV543388

